
Integrative Genomics Viewer (IGV): high-performance genomics data visualization and
exploration

Briefings in Bioinformatics

14, 178-192

DOI: 10.1093/bib/bbs017

Citation Report



Citation Report

2

# Article IF Citations

3 The role of memory for past test in the underconfidence with practice effect.. Journal of Experimental
Psychology: Learning Memory and Cognition, 2007, 33, 238-244. 0.7 128

4 VarB: a variation browsing and analysis tool for variants derived from next-generation sequencing
data. Bioinformatics, 2012, 28, 2983-2985. 1.8 8

5
Transmembrane Proteins UNC-40/DCC, PTP-3/LAR, and MIG-21 Control Anteriorâ€“Posterior Neuroblast
Migration with Leftâ€“Right Functional Asymmetry in <i>Caenorhabditis elegans</i>. Genetics, 2012, 192,
1373-1388.

1.2 30

6 D-peaks: A visual tool to display ChIP-seq peaks along the genome. Transcription, 2012, 3, 255-259. 1.7 2

7 Exome sequencing and complex disease: practical aspects of rare variant association studies. Human
Molecular Genetics, 2012, 21, R1-R9. 1.4 114

8 Targeted genome enrichment for efficient purification of endosymbiont DNA from host DNA.
Symbiosis, 2012, 58, 201-207. 1.2 31

9 Estimate of the Spontaneous Mutation Rate in <i>Chlamydomonas reinhardtii</i>. Genetics, 2012, 192,
1447-1454. 1.2 123

10 Bioinformatics for cancer immunology and immunotherapy. Cancer Immunology, Immunotherapy, 2012,
61, 1885-1903. 2.0 40

11 Genomic aberrations in normal tissue adjacent to HER2-amplified breast cancers: field cancerization
or contaminating tumor cells?. Breast Cancer Research and Treatment, 2012, 136, 693-703. 1.1 15

12 Multiscale Integration of -Omic, Imaging, and Clinical Data in Biomedical Informatics. IEEE Reviews in
Biomedical Engineering, 2012, 5, 74-87. 13.1 48

13 Exome sequencing identifies recurrent somatic RAC1 mutations in melanoma. Nature Genetics, 2012, 44,
1006-1014. 9.4 1,052

14 Genome-wide mapping of nucleosome positioning and DNA methylation within individual DNA
molecules. Genome Research, 2012, 22, 2497-2506. 2.4 381

15 Pacific biosciences sequencing technology for genotyping and variation discovery in human data. BMC
Genomics, 2012, 13, 375. 1.2 214

16 RNA sequencing revealed novel actors of the acquisition of drug resistance in Candida albicans. BMC
Genomics, 2012, 13, 396. 1.2 30

17 Application of a systems approach to study developmental gene regulation. Biophysical Reviews, 2012,
4, 245-253. 1.5 2

18 Integrative genome-wide chromatin signature analysis using finite mixture models. BMC Genomics,
2012, 13, S3. 1.2 5

19 Bioinformatics of Cancer ncRNA in High Throughput Sequencing: Present State and Challenges.
Frontiers in Genetics, 2012, 3, 287. 1.1 9

20 SeqAnt 2012: Recent Developments in Next-Generation Sequencing Annotation. , 0, , . 0



3

Citation Report

# Article IF Citations

21 Unraveling genomic variation from next generation sequencing data. BioData Mining, 2013, 6, 13. 2.2 43

22 Simultaneous and complete genome sequencing of influenza A and B with high coverage by Illumina
MiSeq Platform. Journal of Virological Methods, 2013, 193, 394-404. 1.0 55

23 Clinical Validation of a Next-Generation Sequencing Screen for Mutational Hotspots in 46
Cancer-Related Genes. Journal of Molecular Diagnostics, 2013, 15, 607-622. 1.2 314

24 Intraclonal genome diversity of Pseudomonas aeruginosa clones CHA and TB. BMC Genomics, 2013, 14,
416. 1.2 21

25 Genome wide analysis of the complete GlnR nitrogen-response regulon in Mycobacterium smegmatis.
BMC Genomics, 2013, 14, 301. 1.2 66

26 Transcriptome analysis of embryo maturation in maize. BMC Plant Biology, 2013, 13, 19. 1.6 38

27 Pervasive genetic hitchhiking and clonal interference in forty evolving yeast populations. Nature,
2013, 500, 571-574. 13.7 523

28 A novel method to predict regulatory regions based on histone mark landscapes in macrophages.
Immunobiology, 2013, 218, 1416-1427. 0.8 18

29 A novel rearrangement of occludin causes brain calcification and renal dysfunction. Human Genetics,
2013, 132, 1223-1234. 1.8 24

30 De Novo Mutations in GNAO1, Encoding a GÎ±o Subunit of Heterotrimeric G Proteins, Cause Epileptic
Encephalopathy. American Journal of Human Genetics, 2013, 93, 496-505. 2.6 187

31 Technical and implementation issues in using next-generation sequencing of cancers in clinical
practice. British Journal of Cancer, 2013, 109, 827-835. 2.9 91

32 Count-based differential expression analysis of RNA sequencing data using R and Bioconductor.
Nature Protocols, 2013, 8, 1765-1786. 5.5 1,124

33 Mutations in KARS, Encoding Lysyl-tRNA Synthetase, Cause Autosomal-Recessive Nonsyndromic Hearing
Impairment DFNB89. American Journal of Human Genetics, 2013, 93, 132-140. 2.6 90

34 An Aberrant Transcription Factor Network Essential for Wnt Signaling and Stem Cell Maintenance in
Glioblastoma. Cell Reports, 2013, 3, 1567-1579. 2.9 236

35 The NF-Y complex negatively regulates Caenorhabditis elegans tbx-2 expression. Developmental
Biology, 2013, 382, 38-47. 0.9 13

36 A Mesodermal Factor, T, Specifies Mouse Germ Cell Fate by Directly Activating Germline Determinants.
Developmental Cell, 2013, 27, 516-529. 3.1 206

37 Exome sequencing identifies secondary mutations of SETBP1 and JAK3 in juvenile myelomonocytic
leukemia. Nature Genetics, 2013, 45, 937-941. 9.4 203

38 Exome sequencing identifies recurrent somatic mutations in EIF1AX and SF3B1 in uveal melanoma with
disomy 3. Nature Genetics, 2013, 45, 933-936. 9.4 436



4

Citation Report

# Article IF Citations

39 High-resolution Xist binding maps reveal two-step spreading during X-chromosome inactivation.
Nature, 2013, 504, 465-469. 13.7 351

40 Pulling out the 1%: Whole-Genome Capture for the Targeted Enrichment of Ancient DNA Sequencing
Libraries. American Journal of Human Genetics, 2013, 93, 852-864. 2.6 284

41 <i>Consed:</i> a graphical editor for next-generation sequencing. Bioinformatics, 2013, 29, 2936-2937. 1.8 260

42 Variant View: Visualizing Sequence Variants in their Gene Context. IEEE Transactions on Visualization
and Computer Graphics, 2013, 19, 2546-2555. 2.9 22

43 Next-generation biobanking of metastases to enable multidimensional molecular profiling in
personalized medicine. Modern Pathology, 2013, 26, 1413-1424. 2.9 35

44 Efficient identification of Y chromosome sequences in the human and <i>Drosophila</i> genomes.
Genome Research, 2013, 23, 1894-1907. 2.4 98

45 Perspectives for identification of mutations in the zebrafish: Making use of next-generation
sequencing technologies for forward genetic approaches. Methods, 2013, 62, 185-196. 1.9 28

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

47 Kinetoplastid-specific histone variant functions are conserved in Leishmania major. Molecular and
Biochemical Parasitology, 2013, 191, 53-57. 0.5 37

48 Pan-cancer patterns of somatic copy number alteration. Nature Genetics, 2013, 45, 1134-1140. 9.4 1,616

49 Aneuploidy in neuroblastoma tumors is not associated with inactivating point mutations in the STAG2
gene. BMC Medical Genetics, 2013, 14, 102. 2.1 5

50 VarBin, a novel method for classifying true and false positive variants in NGS data. BMC
Bioinformatics, 2013, 14, S2. 1.2 13

51 HANDS: a tool for genome-wide discovery of subgenome-specific base-identity in polyploids. BMC
Genomics, 2013, 14, 653. 1.2 9

52 SynTView â€” an interactive multi-view genome browser for next-generation comparative
microorganism genomics. BMC Bioinformatics, 2013, 14, 277. 1.2 31

53 Transcriptomic characterization of cold acclimation in larval zebrafish. BMC Genomics, 2013, 14, 612. 1.2 174

54 Genome-wide analyses of Epstein-Barr virus reveal conserved RNA structures and a novel stable
intronic sequence RNA. BMC Genomics, 2013, 14, 543. 1.2 66

55 Genome-wide characterization of microRNA in foxtail millet (Setaria italica). BMC Plant Biology, 2013,
13, 212. 1.6 47

56 Genome sequence and analysis of methylotrophic yeast Hansenula polymorpha DL1. BMC Genomics,
2013, 14, 837. 1.2 81



5

Citation Report

# Article IF Citations

57 Genome-wide analyses implicate 33 loci in heritable dog osteosarcoma, including regulatory variants
near CDKN2A/B. Genome Biology, 2013, 14, R132. 13.9 132

58 Whole genome resequencing in tomato reveals variation associated with introgression and breeding
events. BMC Genomics, 2013, 14, 791. 1.2 151

59 Detecting small plant peptides using SPADA (Small Peptide Alignment Discovery Application). BMC
Bioinformatics, 2013, 14, 335. 1.2 86

60 BS-Seeker2: a versatile aligning pipeline for bisulfite sequencing data. BMC Genomics, 2013, 14, 774. 1.2 365

61 Parallel Simulation of Large-Scale Universal Particle Systems Using CUDA. , 2013, , . 1

62
Epigenetic Marks Define the Lineage and Differentiation Potential of Two Distinct Neural
Crest-Derived Intermediate Odontogenic Progenitor Populations. Stem Cells and Development, 2013,
22, 1763-1778.

1.1 53

63 Visualizing multidimensional cancer genomics data. Genome Medicine, 2013, 5, 9. 3.6 79

64 The humankind genome: from genetic diversity to the origin of human diseases. Genome, 2013, 56,
705-716. 0.9 18

65 Yeast ribosomal protein L7 and its homologue Rlp7 are simultaneously present at distinct sites on
pre-60S ribosomal particles. Nucleic Acids Research, 2013, 41, 9461-9470. 6.5 22

66 Yeast Reveal a â€œDruggableâ€• Rsp5/Nedd4 Network that Ameliorates Î±-Synuclein Toxicity in Neurons.
Science, 2013, 342, 979-983. 6.0 234

67 Whole-Genome Sequencing of the Akata and Mutu Epstein-Barr Virus Strains. Journal of Virology,
2013, 87, 1172-1182. 1.5 98

68 RNA-seqâ€“based mapping and candidate identification of mutations from forward genetic screens.
Genome Research, 2013, 23, 679-686. 2.4 91

69 Removal of Retained Introns Regulates Translation in the Rapidly Developing Gametophyte of Marsilea
vestita. Developmental Cell, 2013, 24, 517-529. 3.1 121

70 Principles of transcriptome analysis and gene expression quantification: an <scp>RNA</scp>â€•seq
tutorial. Molecular Ecology Resources, 2013, 13, 559-572. 2.2 167

71 Single nucleotide polymorphism typing with massively parallel sequencing for human identification.
International Journal of Legal Medicine, 2013, 127, 1079-1086. 1.2 112

72 Special features of <scp>RAD</scp> Sequencing data: implications for genotyping. Molecular Ecology,
2013, 22, 3151-3164. 2.0 318

73 Genome-Wide Comparison of Medieval and Modern <i>Mycobacterium leprae</i>. Science, 2013, 341,
179-183. 6.0 313

74 Horizontal Gene Transfer from Diverse Bacteria to an Insect Genome Enables a Tripartite Nested
Mealybug Symbiosis. Cell, 2013, 153, 1567-1578. 13.5 373



6

Citation Report

# Article IF Citations

75 Transcriptional and Epigenetic Dynamics during Specification of Human Embryonic Stem Cells. Cell,
2013, 153, 1149-1163. 13.5 419

76 HIF1A Employs CDK8-Mediator to Stimulate RNAPII Elongation in Response to Hypoxia. Cell, 2013, 153,
1327-1339. 13.5 300

77 An Integrated Workflow for DNA Methylation Analysis. Journal of Genetics and Genomics, 2013, 40,
249-260. 1.7 22

78 The challenges of delivering bioinformatics training in the analysis of high-throughput data.
Briefings in Bioinformatics, 2013, 14, 538-547. 3.2 12

79 Whole exome sequencing is an efficient, sensitive and specific method of mutation detection in
osteogenesis imperfecta and Marfan syndrome. BoneKEy Reports, 2013, 2, 456. 2.7 24

80 Whole-Genome Sequencing of Trypanosoma brucei Reveals Introgression between Subspecies That Is
Associated with Virulence. MBio, 2013, 4, . 1.8 42

81 The Epidemic of Extended-Spectrum-Î²-Lactamase-Producing Escherichia coli ST131 Is Driven by a Single
Highly Pathogenic Subclone, <i>H</i> 30-Rx. MBio, 2013, 4, e00377-13. 1.8 380

82 HMCan: a method for detecting chromatin modifications in cancer samples using ChIP-seq data.
Bioinformatics, 2013, 29, 2979-2986. 1.8 39

83 Function and Evolution of DNA Methylation in Nasonia vitripennis. PLoS Genetics, 2013, 9, e1003872. 1.5 162

84 Transcription of the Major Neurospora crassa microRNAâ€“Like Small RNAs Relies on RNA Polymerase III.
PLoS Genetics, 2013, 9, e1003227. 1.5 38

85 Genomic Mechanisms Accounting for the Adaptation to Parasitism in Nematode-Trapping Fungi. PLoS
Genetics, 2013, 9, e1003909. 1.5 97

86 A Comprehensive Functional Portrait of Two Heat Shock Factor-Type Transcriptional Regulators
Involved in Candida albicans Morphogenesis and Virulence. PLoS Pathogens, 2013, 9, e1003519. 2.1 53

87 PAVIS: a tool for <u>P</u>eak <u>A</u>nnotation and <u>Vis</u>ualization. Bioinformatics, 2013, 29,
3097-3099. 1.8 148

88 Comparative transcriptome analysis of small noncoding RNAs in different stages of <i>Trypanosoma
brucei</i>. Rna, 2013, 19, 863-875. 1.6 13

89 Fitness Trade-offs Restrict the Evolution of Resistance to Amphotericin B. PLoS Biology, 2013, 11,
e1001692. 2.6 225

90 A Mutation in the SUV39H2 Gene in Labrador Retrievers with Hereditary Nasal Parakeratosis (HNPK)
Provides Insights into the Epigenetics of Keratinocyte Differentiation. PLoS Genetics, 2013, 9, e1003848. 1.5 35

91 <scp>Tasuke</scp>: a web-based visualization program for large-scale resequencing data.
Bioinformatics, 2013, 29, 1806-1808. 1.8 30

92 GPViz: dynamic visualization of genomic regions and variants affecting protein domains.
Bioinformatics, 2013, 29, 2195-2196. 1.8 2



7

Citation Report

# Article IF Citations

93 Mutation Rates, Spectra, and Genome-Wide Distribution of Spontaneous Mutations in Mismatch Repair
Deficient Yeast. G3: Genes, Genomes, Genetics, 2013, 3, 1453-1465. 0.8 113

94 SVGenes: a library for rendering genomic features in scalable vector graphic format. Bioinformatics,
2013, 29, 1890-1892. 1.8 2

95 iFUSE: integrated fusion gene explorer. Bioinformatics, 2013, 29, 1700-1701. 1.8 9

96 Genome Reference and Sequence Variation in the Large Repetitive Central Exon of Human
<i>MUC5AC</i>. American Journal of Respiratory Cell and Molecular Biology, 2014, 50, 223-232. 1.4 32

97 APOL1 variants and kidney disease in people of recent African ancestry. Nature Reviews Nephrology,
2013, 9, 240-244. 4.1 77

98 Singleâ€•copy nuclear gene primers for <i>Streptanthus</i> and other Brassicaceae from genomic scans,
published data, and ESTs. Applications in Plant Sciences, 2013, 1, 1200002. 0.8 3

99 Recurrent <scp>BRAF</scp> kinase fusions in melanocytic tumors offer an opportunity for targeted
therapy. Pigment Cell and Melanoma Research, 2013, 26, 845-851. 1.5 114

100 NGC: lossless and lossy compression of aligned high-throughput sequencing data. Nucleic Acids
Research, 2013, 41, e27-e27. 6.5 57

101 High expression of <scp><i>ZNF703</i></scp> independent of amplification indicates worse prognosis
in patients with luminal B breast cancer. Cancer Medicine, 2013, 2, 437-446. 1.3 39

102
Transcriptomeâ€•<scp>w</scp>ide Analysis Of Vernalization Reveals Conserved and
Speciesâ€•<scp>s</scp>pecific Mechanisms in <i>Brachypodium</i>. Journal of Integrative Plant Biology,
2013, 55, 696-709.

4.1 18

103 Genome-wide mapping of polyadenylation sites in fission yeast reveals widespread alternative
polyadenylation. RNA Biology, 2013, 10, 1407-1414. 1.5 50

104 Probing Bacterial Metabolism during Infection Using High-Resolution Transcriptomics. Journal of
Bacteriology, 2013, 195, 4991-4998. 1.0 43

105 The genetic heterogeneity and mutational burden of engineered melanomas in zebrafish models.
Genome Biology, 2013, 14, R113. 13.9 40

106 Use of Next Generation Sequencing in the Identification of Long Non-Coding RNAs as Potential Players
in Breast Cancer Prevention. Transcriptomics: Open Access, 2013, 02, . 0.2 4

107 Precise breakpoint localization of large genomic deletions using PacBio and Illumina next-generation
sequencers. BioTechniques, 2013, 54, 98-100. 0.8 10

108 Next-Generation Sequencing Identifies Transportin 3 as the Causative Gene for LGMD1F. PLoS ONE, 2013,
8, e63536. 1.1 69

109 Detecting Splicing Variants in Idiopathic Pulmonary Fibrosis from Non-Differentially Expressed Genes.
PLoS ONE, 2013, 8, e68352. 1.1 26

110
High-Resolution Transcriptomic Analyses of Sinorhizobium sp. NGR234 Bacteroids in Determinate
Nodules of Vigna unguiculata and Indeterminate Nodules of Leucaena leucocephala. PLoS ONE, 2013, 8,
e70531.

1.1 67



8

Citation Report

# Article IF Citations

111 Whole Transcriptome Sequencing Enables Discovery and Analysis of Viruses in Archived Primary
Central Nervous System Lymphomas. PLoS ONE, 2013, 8, e73956. 1.1 9

112
Performance Comparison of Bench-Top Next Generation Sequencers Using Microdroplet PCR-Based
Enrichment for Targeted Sequencing in Patients with Autism Spectrum Disorder. PLoS ONE, 2013, 8,
e74167.

1.1 31

113 Somatic Point Mutation Calling in Low Cellularity Tumors. PLoS ONE, 2013, 8, e74380. 1.1 67

114 Next-Generation Sequence Analysis of Cancer Xenograft Models. PLoS ONE, 2013, 8, e74432. 1.1 30

115 Giardia lamblia Transcriptome Analysis Using TSS-Seq and RNA-Seq. PLoS ONE, 2013, 8, e76184. 1.1 10

116 Primary 1,25-Dihydroxyvitamin D3 Response of the Interleukin 8 Gene Cluster in Human Monocyte- and
Macrophage-Like Cells. PLoS ONE, 2013, 8, e78170. 1.1 40

117 Unique Transcriptome Patterns of the White and Grey Matter Corroborate Structural and Functional
Heterogeneity in the Human Frontal Lobe. PLoS ONE, 2013, 8, e78480. 1.1 40

118 Genetic Variation of Human Papillomavirus Type 16 in Individual Clinical Specimens Revealed by Deep
Sequencing. PLoS ONE, 2013, 8, e80583. 1.1 30

119 De novo Sequencing, Characterization, and Comparison of Inflorescence Transcriptomes of Cornus
canadensis and C. florida (Cornaceae). PLoS ONE, 2013, 8, e82674. 1.1 12

120 Multiplex Identification of Human Papillomavirus 16 DNA Integration Sites in Cervical Carcinomas.
PLoS ONE, 2013, 8, e66693. 1.1 99

121 A Draft Genome Sequence for Ensete ventricosum, the Drought-Tolerant â€œTree Against Hungerâ€•.
Agronomy, 2014, 4, 13-33. 1.3 21

122 Combining Transcriptome Assemblies from Multiple De Novo Assemblers in the Allo-Tetraploid Plant
Nicotiana benthamiana. PLoS ONE, 2014, 9, e91776. 1.1 167

123 Long Non-Coding RNA Expression Profiles in Hereditary Haemorrhagic Telangiectasia. PLoS ONE, 2014,
9, e90272. 1.1 21

124 An Intronic SINE Insertion in FAM161A that Causes Exon-Skipping Is Associated with Progressive Retinal
Atrophy in Tibetan Spaniels and Tibetan Terriers. PLoS ONE, 2014, 9, e93990. 1.1 35

125 A Pathogenic Mosaic TP53 Mutation in Two Germ Layers Detected by Next Generation Sequencing. PLoS
ONE, 2014, 9, e96531. 1.1 27

126 Identification of the Genomic Insertion Site of Pmel-1 TCR Î± and Î² Transgenes by Next-Generation
Sequencing. PLoS ONE, 2014, 9, e96650. 1.1 24

127 Visualizing Molecular Profiles of Glioblastoma with GBM-BioDP. PLoS ONE, 2014, 9, e101239. 1.1 52

128 HrrF Is the Fur-Regulated Small RNA in Nontypeable Haemophilus influenzae. PLoS ONE, 2014, 9, e105644. 1.1 22



9

Citation Report

# Article IF Citations

129 RNA-Seq Analysis Reveals a Six-Gene SoxR Regulon in Streptomyces coelicolor. PLoS ONE, 2014, 9,
e106181. 1.1 22

130 Platform Comparison for Evaluation of ALK Protein Immunohistochemical Expression, Genomic Copy
Number and Hotspot Mutation Status in Neuroblastomas. PLoS ONE, 2014, 9, e106575. 1.1 13

131 visPIG - A Web Tool for Producing Multi-Region, Multi-Track, Multi-Scale Plots of Genetic Data. PLoS
ONE, 2014, 9, e107497. 1.1 50

132 High-Resolution Transcriptome Analysis with Long-Read RNA Sequencing. PLoS ONE, 2014, 9, e108095. 1.1 47

133 TP53 Mutational Status Is a Potential Marker for Risk Stratification in Wilms Tumour with Diffuse
Anaplasia. PLoS ONE, 2014, 9, e109924. 1.1 82

134 Congenital Hepatic Fibrosis in the Franches-Montagnes Horse Is Associated with the Polycystic Kidney
and Hepatic Disease 1 (PKHD1) Gene. PLoS ONE, 2014, 9, e110125. 1.1 15

135 Molecular Characterization of an Intact p53 Pathway Subtype in High-Grade Serous Ovarian Cancer.
PLoS ONE, 2014, 9, e114491. 1.1 17

136 The Essential Component in DNA-Based Information Storage System: Robust Error-Tolerating Module.
Frontiers in Bioengineering and Biotechnology, 2014, 2, 49. 2.0 18

137 The Genomic Signature of Breast Cancer Prevention. Genes, 2014, 5, 65-83. 1.0 17

138 Origins and functional consequences of somatic mitochondrial DNA mutations in human cancer.
ELife, 2014, 3, . 2.8 318

139 Transcriptional Profiles of Mart-1(27-35) Epitope Specific TCReng Human CD8+ and CD4+ T Cells upon
Epitope Encounter as Elucidated by RNASeq. Immunome Research, 2014, 01, . 0.1 1

140 Next Generation Sequencing in the National Health Service England: A Pipeline that Completely Agrees
with Sanger. Journal of Cancer Science & Therapy, 2014, 06, . 1.7 0

141 Interactive Visualization for Patient-to-Patient Comparison. Genomics and Informatics, 2014, 12, 21. 0.4 15

142 Duplication of a promiscuous transcription factor drives the emergence of a new regulatory
network. Nature Communications, 2014, 5, 4868. 5.8 63

143 Somatic <i>ERCC2</i> Mutations Correlate with Cisplatin Sensitivity in Muscle-Invasive Urothelial
Carcinoma. Cancer Discovery, 2014, 4, 1140-1153. 7.7 506

144 Retrotransposon Alu is enriched in the epichromatin of HL-60 cells. Nucleus, 2014, 5, 237-246. 0.6 19

145
Whole Exome Sequencing Implicates an <i>INO80D</i> Mutation in a Syndrome of Aortic Hypoplasia,
Premature Atherosclerosis, and Arterial Stiffness. Circulation: Cardiovascular Genetics, 2014, 7,
607-614.

5.1 21

146 Identification of an epigenetic signature of early mouse liver regeneration that is disrupted by
Zn-HDAC inhibition. Epigenetics, 2014, 9, 1521-1531. 1.3 18



10

Citation Report

# Article IF Citations

147 Mutations in SNX14 Cause a Distinctive Autosomal-Recessive Cerebellar Ataxia and Intellectual
Disability Syndrome. American Journal of Human Genetics, 2014, 95, 611-621. 2.6 89

148 Nuclear RNAi Contributes to the Silencing of Off-Target Genes and Repetitive Sequences in
<i>Caenorhabditis elegans</i>. Genetics, 2014, 197, 121-132. 1.2 27

149 CLOCK-Controlled Polyphonic Regulation of Circadian Rhythms through Canonical and Noncanonical
E-Boxes. Molecular and Cellular Biology, 2014, 34, 1776-1787. 1.1 99

150 Analysis of stranded information using an automated procedure for strand specific RNA sequencing.
BMC Genomics, 2014, 15, 631. 1.2 27

151 Biofilm formation by virulent and non-virulent strains of Haemophilus parasuis. Veterinary Research,
2014, 45, 104. 1.1 24

152 Haploinsufficiency of ETV6 and CDKN1B in patients with acute myeloid leukemia and complex karyotype.
BMC Genomics, 2014, 15, 784. 1.2 25

153 Protective variant associated with alcohol dependence in a Mexican American cohort. BMC Medical
Genetics, 2014, 15, 136. 2.1 12

154 Improved structural annotation of protein-coding genes in theMeloidogyne haplagenome using
RNA-Seq. Worm, 2014, 3, e29158. 1.0 7

155 Unfixed Endogenous Retroviral Insertions in the Human Population. Journal of Virology, 2014, 88,
9529-9537. 1.5 118

156 Concurrent transcriptional profiling of Dirofilaria immitis and its Wolbachia endosymbiont
throughout the nematode life cycle reveals coordinated gene expression. BMC Genomics, 2014, 15, 1041. 1.2 33

157 Paternal X inactivation does not correlate with X chromosome evolutionary strata in marsupials.
BMC Evolutionary Biology, 2014, 14, 267. 3.2 8

158 VariantDB: a flexible annotation and filtering portal for next generation sequencing data. Genome
Medicine, 2014, 6, 74. 3.6 60

159
Identification of anHMGB3Frameshift Mutation in a Family With an X-linked Colobomatous
Microphthalmia Syndrome Using Whole-Genome and X-Exome Sequencing. JAMA Ophthalmology, 2014,
132, 1215.

1.4 21

160 Chromatin accessibility: a window into the genome. Epigenetics and Chromatin, 2014, 7, 33. 1.8 326

161 Piecing the puzzle together: a revisit to transcript reconstruction problem in RNA-seq. BMC
Bioinformatics, 2014, 15, S3. 1.2 1

162 SPoRE: a mathematical model to predict double strand breaks and axis protein sites in meiosis. BMC
Bioinformatics, 2014, 15, 391. 1.2 2

163 MotorPlex provides accurate variant detection across large muscle genes both in single myopathic
patients and in pools of DNA samples. Acta Neuropathologica Communications, 2014, 2, 100. 2.4 76

164 De novo transcriptome of Ischnura elegans provides insights into sensory biology, colour and vision
genes. BMC Genomics, 2014, 15, 808. 1.2 46



11

Citation Report

# Article IF Citations

165 Compromised RNA polymerase III complex assembly leads to local alterations of intergenic RNA
polymerase II transcription in Saccharomyces cerevisiae. BMC Biology, 2014, 12, 89. 1.7 12

166 Genomic Characterization of the LEED..PEEDs, a Gene Family Unique to the <i>Medicago</i> Lineage. G3:
Genes, Genomes, Genetics, 2014, 4, 2003-2012. 0.8 15

167 LSD1 controls metastasis of androgen-independent prostate cancer cells through PXN and LPAR6.
Oncogenesis, 2014, 3, e120-e120. 2.1 53

168 DICER1 mutations in childhood cystic nephroma and its relationship to DICER1-renal sarcoma. Modern
Pathology, 2014, 27, 1267-1280. 2.9 153

169
Exome sequencing of pleuropulmonary blastoma reveals frequent biallelic loss of TP53 and two hits
in DICER1 resulting in retention of 5p-derived miRNA hairpin loop sequences. Oncogene, 2014, 33,
5295-5302.

2.6 132

170 Diversity in the preimmune immunoglobulin repertoire of SHR lines susceptible and resistant to
end-organ injury. Genes and Immunity, 2014, 15, 528-533. 2.2 15

171 High Rhodotorula Sequences in Skin Transcriptome of Patients with Diffuse Systemic Sclerosis.
Journal of Investigative Dermatology, 2014, 134, 2138-2145. 0.3 37

172 Omics Data Integration in Systems Biology. Comprehensive Analytical Chemistry, 2014, 64, 441-459. 0.7 2

173
Novel mutation in TSPAN12 leads to autosomal recessive inheritance of congenital vitreoretinal
disease with intraâ€•familial phenotypic variability. American Journal of Medical Genetics, Part A, 2014,
164, 2996-3002.

0.7 17

174 Genome-Wide Mutant Fitness Profiling Identifies Nutritional Requirements for Optimal Growth of
Yersinia pestis in Deep Tissue. MBio, 2014, 5, . 1.8 54

175 Multiple Components of the VHL Tumor Suppressor Complex Are Frequently Affected by DNA Copy
Number Loss in Pheochromocytoma. International Journal of Endocrinology, 2014, 2014, 1-9. 0.6 7

176 Hypertensive Renal Injury Is Associated With Gene Variation Affecting Immune Signaling. Circulation:
Cardiovascular Genetics, 2014, 7, 903-910. 5.1 16

177 The Olfactory Transcriptomes of Mice. PLoS Genetics, 2014, 10, e1004593. 1.5 134

178 Genome-Wide Distribution of RNA-DNA Hybrids Identifies RNase H Targets in tRNA Genes,
Retrotransposons and Mitochondria. PLoS Genetics, 2014, 10, e1004716. 1.5 179

179 iRegulon: From a Gene List to a Gene Regulatory Network Using Large Motif and Track Collections.
PLoS Computational Biology, 2014, 10, e1003731. 1.5 787

180 Bioinformatics for precision medicine in oncology: principles and application to the SHIVA clinical
trial. Frontiers in Genetics, 2014, 5, 152. 1.1 72

181 A survey of the small RNA population during far-red light-induced apical hook opening. Frontiers in
Plant Science, 2014, 5, 156. 1.7 18

182 microRNA Profiling. Comprehensive Analytical Chemistry, 2014, 64, 23-46. 0.7 1



12

Citation Report

# Article IF Citations

183 Characterization of a Novel Influenza Virus in Cattle and Swine: Proposal for a New Genus in the
<i>Orthomyxoviridae</i> Family. MBio, 2014, 5, e00031-14. 1.8 278

184 Inferring ancestry in mouse genomes using a hidden Markov model. , 2014, , . 0

185 RNA-Seq Analysis of Enteroendocrine Cells Reveals a Role for FABP5 in the Control of GIP Secretion.
Molecular Endocrinology, 2014, 28, 1855-1865. 3.7 21

186 HapMuC: somatic mutation calling using heterozygous germ line variants near candidate mutations.
Bioinformatics, 2014, 30, 3302-3309. 1.8 23

187 Independently specified <i>Atoh1</i> domains define novel developmental compartments in
rhombomere 1. Development (Cambridge), 2014, 141, 389-398. 1.2 33

188 Quantitative Assessment of Mutant Allele Burden in Solid Tumors by Semiconductor-Based
Next-Generation Sequencing. American Journal of Clinical Pathology, 2014, 141, 559-572. 0.4 20

189 Inferring Clonal Composition from Multiple Sections of a Breast Cancer. PLoS Computational
Biology, 2014, 10, e1003703. 1.5 100

190 Changes in Colorectal Carcinoma Genomes under Anti-EGFR Therapy Identified by Whole-Genome
Plasma DNA Sequencing. PLoS Genetics, 2014, 10, e1004271. 1.5 157

191 CTCF and Rad21 Act as Host Cell Restriction Factors for Kaposi's Sarcoma-Associated Herpesvirus
(KSHV) Lytic Replication by Modulating Viral Gene Transcription. PLoS Pathogens, 2014, 10, e1003880. 2.1 58

192 Evolutionary analysis of the cystatin family in three Schistosoma species. Frontiers in Genetics, 2014,
5, 206. 1.1 13

193 SPIB and BATF provide alternate determinants of IRF4 occupancy in diffuse large B-cell lymphoma
linked to disease heterogeneity. Nucleic Acids Research, 2014, 42, 7591-7610. 6.5 43

194 Expression Profiling during Arabidopsis/Downy Mildew Interaction Reveals a Highly-Expressed
Effector That Attenuates Responses to Salicylic Acid. PLoS Pathogens, 2014, 10, e1004443. 2.1 117

195 Altered Chromatin Occupancy of Master Regulators Underlies Evolutionary Divergence in the
Transcriptional Landscape of Erythroid Differentiation. PLoS Genetics, 2014, 10, e1004890. 1.5 42

196 Utility of B-13 Progenitor-Derived Hepatocytes in Hepatotoxicity and Genotoxicity Studies.
Toxicological Sciences, 2014, 137, 350-370. 1.4 17

197 Genome-Wide Analysis of Wild-Type Epsteinâ€“Barr Virus Genomes Derived from Healthy Individuals of
the 1000 Genomes Project. Genome Biology and Evolution, 2014, 6, 846-860. 1.1 74

198 A systems biology analysis of the changes in gene expression via silencing of HPV-18 E1 expression in
HeLa cells. Open Biology, 2014, 4, 130119. 1.5 11

199 Genetic Manipulation of the Toxoplasma gondii Genome by Fosmid Recombineering. MBio, 2014, 5,
e02021. 1.8 13

200 Unisexual Reproduction Drives Meiotic Recombination and Phenotypic and Karyotypic Plasticity in
Cryptococcus neoformans. PLoS Genetics, 2014, 10, e1004849. 1.5 71



13

Citation Report

# Article IF Citations

201 Genotet: An Interactive Web-based Visual Exploration Framework to Support Validation of Gene
Regulatory Networks. IEEE Transactions on Visualization and Computer Graphics, 2014, 20, 1903-1912. 2.9 11

202 Metagenomic Assay for Identification of Microbial Pathogens in Tumor Tissues. MBio, 2014, 5, e01714-14. 1.8 27

203 Virusâ€“host mucosal interactions during early SIV rectal transmission. Virology, 2014, 464-465, 406-414. 1.1 10

204 Highly Recombinant VGII Cryptococcus gattii Population Develops Clonal Outbreak Clusters through
both Sexual Macroevolution and Asexual Microevolution. MBio, 2014, 5, e01494-14. 1.8 81

205 Crosstalk between HSF1 and HSF2 during the heat shock response in mouse testes. International
Journal of Biochemistry and Cell Biology, 2014, 57, 76-83. 1.2 36

206 Whole-exome sequencing identifies a novel somatic mutation in MMP8 associated with a t(1;22)-acute
megakaryoblastic leukemia. Leukemia, 2014, 28, 945-948. 3.3 7

207 Identification of the remains of King Richard III. Nature Communications, 2014, 5, 5631. 5.8 163

208 Robust Diagnostic Genetic Testing Using Solution Capture Enrichment and a Novel Variantâ€•Filtering
Interface. Human Mutation, 2014, 35, 434-441. 1.1 38

209 The UCSC Genome Browser: What Every Molecular Biologist Should Know. Current Protocols in
Molecular Biology, 2014, 107, 19.9.1-36. 2.9 18

210 Chromosomal Transfers in Mycoplasmas: When Minimal Genomes Go Mobile. MBio, 2014, 5, e01958. 1.8 62

211 Estimation of the Spontaneous Mutation Rate per Nucleotide Site in a<i>Drosophila
melanogaster</i>Full-Sib Family. Genetics, 2014, 196, 313-320. 1.2 248

212
Ammonium induces differential expression of methane and nitrogen metabolismâ€•related genes in
<scp><i>M</i></scp><i>ethylocystis</i> sp. strain <scp>SC</scp>2. Environmental Microbiology, 2014,
16, 3115-3127.

1.8 40

213 Changes in vitamin D target gene expression in adipose tissue monitor the vitamin D response of
human individuals. Molecular Nutrition and Food Research, 2014, 58, 2036-2045. 1.5 41

214
Metabolic and regulatory rearrangements underlying glycerol metabolism in
<i><scp>P</scp>seudomonas putida</i>â€…<scp>KT</scp>2440. Environmental Microbiology, 2014, 16,
239-254.

1.8 91

215
Transcriptome sequencing of melanocytic nevi and melanomas from <i><scp>G</scp>rm1</i>
transgenic mice to determine melanoma driver mutations. Pigment Cell and Melanoma Research, 2014,
27, 678-680.

1.5 4

216 Whole-Genome Comparison of Aspergillus fumigatus Strains Serially Isolated from Patients with
Aspergillosis. Journal of Clinical Microbiology, 2014, 52, 4202-4209. 1.8 99

217 Integrated Genomic Characterization of Papillary Thyroid Carcinoma. Cell, 2014, 159, 676-690. 13.5 2,318

218
Recurring <scp>DNA</scp> copy number gain at chromosome 9p13 plays a role in the activation of
multiple candidate oncogenes in progressing oral premalignant lesions. Cancer Medicine, 2014, 3,
1170-1184.

1.3 15



14

Citation Report

# Article IF Citations

219 Dendritic cell development requires histone deacetylase activity. European Journal of Immunology,
2014, 44, 2478-2488. 1.6 36

220 Regulation of angiopoietin-like protein 4 production during and after exercise. Physiological Reports,
2014, 2, e12109. 0.7 41

221
A Novel <i>IFITM5</i> Mutation in Severe Atypical Osteogenesis Imperfecta Type VI Impairs Osteoblast
Production of Pigment Epithelium-Derived Factor. Journal of Bone and Mineral Research, 2014, 29,
1402-1411.

3.1 63

222 Human skin color is influenced by an intergenic DNA polymorphism regulating transcription of the
nearby BNC2 pigmentation gene. Human Molecular Genetics, 2014, 23, 5750-5762. 1.4 73

224 Discrepancies in Cancer Genomic Sequencing Highlight Opportunities for Driver Mutation Discovery.
Cancer Research, 2014, 74, 6390-6396. 0.4 33

225 A Conserved Suppressor Mutation in a Tryptophan Auxotroph Results in Dysregulation of
Pseudomonas Quinolone Signal Synthesis. Journal of Bacteriology, 2014, 196, 2413-2422. 1.0 19

226
Genome-wide data (ChIP-seq) enabled identification of cell wall-related and aquaporin genes as
targets of tomato ASR1, a drought stress-responsive transcription factor. BMC Plant Biology, 2014, 14,
29.

1.6 77

227 FISH Oracle 2: a web server for integrative visualization of genomic data in cancer research. Journal
of Clinical Bioinformatics, 2014, 4, 5. 1.2 5

228
DNA copy number analysis of fresh and formalin-fixed specimens by shallow whole-genome
sequencing with identification and exclusion of problematic regions in the genome assembly. Genome
Research, 2014, 24, 2022-2032.

2.4 362

229 The somatic GNAQ mutation c.548G&gt;A (p.R183Q) is consistently found in Sturgeâ€“Weber syndrome.
Journal of Human Genetics, 2014, 59, 691-693. 1.1 100

230
Altered residues in key proteins influence the expression and activity of the nitrogenase complex in an
adaptive CO2 fixation-deficient mutant strain of Rhodobacter sphaeroides. Microbiology (United) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 337 Td (Kingdom), 2014, 160, 198-208.0.7 9

231 Global Bidirectional Transcription of the Epstein-Barr Virus Genome during Reactivation. Journal of
Virology, 2014, 88, 1604-1616. 1.5 57

232 Two Novel Toxin Variants Revealed by Whole-Genome Sequencing of 175 Clostridium botulinum Type E
Strains. Applied and Environmental Microbiology, 2014, 80, 6334-6345. 1.4 24

233 The Genome Database for Rosaceae (GDR): year 10 update. Nucleic Acids Research, 2014, 42, D1237-D1244. 6.5 195

234 Identifying structural variation in haploid microbial genomes from short-read resequencing data
using breseq. BMC Genomics, 2014, 15, 1039. 1.2 228

235 Primary transcriptome map of the hyperthermophilic archaeon Thermococcus kodakarensis. BMC
Genomics, 2014, 15, 684. 1.2 99

236 Structure and decay of a proto-Y region in Tilapia, Oreochromis niloticus. BMC Genomics, 2014, 15, 975. 1.2 48

237 De Novo variants in the KMT2A (MLL) gene causing atypical Wiedemann-Steiner syndrome in two
unrelated individuals identified by clinical exome sequencing. BMC Medical Genetics, 2014, 15, 49. 2.1 49



15

Citation Report

# Article IF Citations

238 SPANDx: a genomics pipeline for comparative analysis of large haploid whole genome re-sequencing
datasets. BMC Research Notes, 2014, 7, 618. 0.6 94

239 Expression level of a flavonoid 3â€²-hydroxylase gene determines pathogen-induced color variation in
sorghum. BMC Research Notes, 2014, 7, 761. 0.6 22

240 BamBam: genome sequence analysis tools for biologists. BMC Research Notes, 2014, 7, 829. 0.6 32

241 Analysis for co-occurring sequence features identifies link between common synonymous variant and
an early-terminated NPC1 isoform. Journal of Clinical Bioinformatics, 2014, 4, 14. 1.2 0

242 A comprehensive resource of genomic, epigenomic and transcriptomic sequencing data for the black
truffle Tuber melanosporum. GigaScience, 2014, 3, 25. 3.3 10

243
Global identification of Smad2 and Eomesodermin targets in zebrafish identifies a conserved
transcriptional network in mesendoderm and a novel role for Eomesodermin in repression of
ectodermal gene expression. BMC Biology, 2014, 12, 81.

1.7 41

244 YMAP: a pipeline for visualization of copy number variation and loss of heterozygosity in eukaryotic
pathogens. Genome Medicine, 2014, 6, 100. 3.6 95

245 Effectiveness of exome and genome sequencing guided by acuity of illness for diagnosis of
neurodevelopmental disorders. Science Translational Medicine, 2014, 6, 265ra168. 5.8 440

246 Polymorphism Identification and Improved Genome Annotation of <i>Brassica rapa</i> Through Deep
RNA Sequencing. G3: Genes, Genomes, Genetics, 2014, 4, 2065-2078. 0.8 29

247 Aberrant transcriptional regulations in cancers: genome, transcriptome and epigenome analysis of
lung adenocarcinoma cell lines. Nucleic Acids Research, 2014, 42, 13557-13572. 6.5 102

248 Extensive Cotransformation of Natural Variation into Chromosomes of Naturally Competent
<i>Haemophilus influenzae</i>. G3: Genes, Genomes, Genetics, 2014, 4, 717-731. 0.8 47

249 A New Genome-Wide Method to Track Horizontally Transferred Sequences: Application to Drosophila.
Genome Biology and Evolution, 2014, 6, 416-432. 1.1 10

250 Dissecting Vancomycin-Intermediate Resistance in Staphylococcus aureus Using Genome-Wide
Association. Genome Biology and Evolution, 2014, 6, 1174-1185. 1.1 132

251 Negative regulation of the interferon response by an interferon-induced long non-coding RNA.
Nucleic Acids Research, 2014, 42, 10668-10680. 6.5 199

252 Optimization of transcription factor binding map accuracy utilizing knockout-mouse models. Nucleic
Acids Research, 2014, 42, 13051-13060. 6.5 25

253 The personal genome browser: visualizing functions of genetic variants. Nucleic Acids Research, 2014,
42, W192-W197. 6.5 7

254 Multilineage somatic activating mutations in HRAS and NRAS cause mosaic cutaneous and skeletal
lesions, elevated FGF23 and hypophosphatemia. Human Molecular Genetics, 2014, 23, 397-407. 1.4 112

256 ReadXplorerâ€”visualization and analysis of mapped sequences. Bioinformatics, 2014, 30, 2247-2254. 1.8 127



16

Citation Report

# Article IF Citations

257 The transcriptional co-repressor TLE3 suppresses basal signaling on a subset of estrogen receptor Î±
target genes. Nucleic Acids Research, 2014, 42, 11339-11348. 6.5 26

258 Natural variation in the histone demethylase, <i>KDM4C</i>, influences expression levels of specific
genes including those that affect cell growth. Genome Research, 2014, 24, 52-63. 2.4 29

259 De Novo Insertions and Deletions of Predominantly Paternal Origin Are Associated with Autism
Spectrum Disorder. Cell Reports, 2014, 9, 16-23. 2.9 151

260 Nucleosome eviction and multiple co-factor binding predict estrogen-receptor-alpha-associated
long-range interactions. Nucleic Acids Research, 2014, 42, 6935-6944. 6.5 17

261 A programmable method for massively parallel targeted sequencing. Nucleic Acids Research, 2014, 42,
e88-e88. 6.5 13

262 Characterization of the imprinting signature of mouse embryo fibroblasts by RNA deep sequencing.
Nucleic Acids Research, 2014, 42, 1772-1783. 6.5 13

263 Genome-wide and single-cell analyses reveal a context dependent relationship between CBP
recruitment and gene expression. Nucleic Acids Research, 2014, 42, 11363-11382. 6.5 35

264 Complete Genome Sequence of Chlamydia trachomatis Ocular Serovar C Strain TW-3. Genome
Announcements, 2014, 2, . 0.8 8

265 Functional signature for the recognition of specific target mRNAs by human Staufen1 protein. Nucleic
Acids Research, 2014, 42, 4516-4526. 6.5 36

266 Analysis of the mRNA Targetome of MicroRNAs Expressed by Marekâ€™s Disease Virus. MBio, 2014, 5,
e01060-13. 1.8 32

267 Begin at the beginning: A BAC-end view of the passion fruit (Passiflora) genome. BMC Genomics, 2014,
15, 816. 1.2 34

268 DUX4 promotes transcription of FRG2 by directly activating its promoter in facioscapulohumeral
muscular dystrophy. Skeletal Muscle, 2014, 4, 19. 1.9 19

269 Insulator function and topological domain border strength scale with architectural protein
occupancy. Genome Biology, 2014, 15, R82. 13.9 275

270 Single-Nucleotide Polymorphisms in the LEPR Gene Are Associated with Divergent Phenotypes for Age
at Onset of Puberty in Davisdale Ewes1. Biology of Reproduction, 2014, 90, 33. 1.2 16

271 Evolutionary Origin and Methylation Status of Human Intronic CpG Islands that Are Not Present in
Mouse. Genome Biology and Evolution, 2014, 6, 1579-1588. 1.1 16

272 Single-molecule sequencing to track plasmid diversity of hospital-associated
carbapenemase-producing Enterobacteriaceae. Science Translational Medicine, 2014, 6, 254ra126. 5.8 307

273 Genomic and systems approaches to translational biomarker discovery in immunological diseases.
Drug Discovery Today, 2014, 19, 133-139. 3.2 3

274 Metabolic flexibility of enigmatic <scp>SAR</scp>324 revealed through metagenomics and
metatranscriptomics. Environmental Microbiology, 2014, 16, 304-317. 1.8 173



17

Citation Report

# Article IF Citations

275
Next-generation sequencing-based multi-gene mutation profiling of solid tumors using fine needle
aspiration samples: promises and challenges for routine clinical diagnostics. Modern Pathology, 2014,
27, 314-327.

2.9 196

276
Comparison of high resolution melting analysis, pyrosequencing, next generation sequencing and
immunohistochemistry to conventional Sanger sequencing for the detection of p.V600E and
non-p.V600E BRAFmutations. BMC Cancer, 2014, 14, 13.

1.1 220

277 Dynamic regulation of genome-wide pre-mRNA splicing and stress tolerance by the Sm-like protein LSm5
in Arabidopsis. Genome Biology, 2014, 15, R1. 13.9 1,501

278 NOTCH1 Mutations Occur Early during Cutaneous Squamous Cell Carcinogenesis. Journal of
Investigative Dermatology, 2014, 134, 2630-2638. 0.3 287

279 The RNA-binding protein hnRNPLL induces a T cell alternative splicing program delineated by
differential intron retention in polyadenylated RNA. Genome Biology, 2014, 15, R26. 13.9 48

280 First genome sequences of Achromobacter phages reveal new members of the N4 family. Virology
Journal, 2014, 11, 14. 1.4 59

281 Diagnosis of Noonan syndrome and related disorders using target next generation sequencing. BMC
Medical Genetics, 2014, 15, 14. 2.1 59

282 Contribution of natural antisense transcription to an endogenous siRNA signature in human cells.
BMC Genomics, 2014, 15, 19. 1.2 40

283 ChIP analysis unravels an exceptionally wide distribution of DNA binding sites for the NtcA
transcription factor in a heterocyst-forming cyanobacterium. BMC Genomics, 2014, 15, 22. 1.2 69

284 LRH-1 Governs Vital Transcriptional Programs in Endocrine-Sensitive and -Resistant Breast Cancer
Cells. Cancer Research, 2014, 74, 2015-2025. 0.4 48

285 Highâ€•throughput <scp>SNP</scp> discovery in the rabbit (<i><scp>O</scp>ryctolagus cuniculus</i>)
genome by nextâ€•generation semiconductorâ€•based sequencing. Animal Genetics, 2014, 45, 304-307. 0.6 14

286 Finding the needle in the haystack: Differentiating â€œidenticalâ€• twins in paternity testing and forensics
by ultra-deep next generation sequencing. Forensic Science International: Genetics, 2014, 9, 42-46. 1.6 128

287 Using next-generation RNA sequencing to identify imprinted genes. Heredity, 2014, 113, 156-166. 1.2 108

288 Efficacy of Intermittent Combined RAF and MEK Inhibition in a Patient with Concurrent BRAF- and
NRAS-Mutant Malignancies. Cancer Discovery, 2014, 4, 538-545. 7.7 73

289 Both <scp>CRISPR</scp>/<scp>C</scp>asâ€•based nucleases and nickases can be used efficiently for
genome engineering in <i><scp>A</scp>rabidopsis thaliana</i>. Plant Journal, 2014, 79, 348-359. 2.8 662

290 Techniques and Methodological Approaches in Breast Cancer Research. , 2014, , . 12

291 Rapid and cost effective screening of breast and ovarian cancer genes using novel sequence capture
method in clinical samples. Familial Cancer, 2014, 13, 583-589. 0.9 6

292 Reconstructing and Reprogramming the Tumor-Propagating Potential of Glioblastoma Stem-like Cells.
Cell, 2014, 157, 580-594. 13.5 751



18

Citation Report

# Article IF Citations

293 GeneProf data: a resource of curated, integrated and reusable high-throughput genomics experiments.
Nucleic Acids Research, 2014, 42, D851-D858. 6.5 18

294 CODOC: efficient access, analysis and compression of depth of coverage signals. Bioinformatics, 2014,
30, 2676-2677. 1.8 11

295
The Transcriptional Response of Lactobacillus sanfranciscensis DSM 20451 <sup>T</sup> and Its
<i>tcyB</i> Mutant Lacking a Functional Cystine Transporter to Diamide Stress. Applied and
Environmental Microbiology, 2014, 80, 4114-4125.

1.4 14

296 Genome-wide analysis of HPV integration in human cancers reveals recurrent, focal genomic
instability. Genome Research, 2014, 24, 185-199. 2.4 371

297 Expression of a non-coding RNA in ectromelia virus is required for normal plaque formation. Virus
Genes, 2014, 48, 38-47. 0.7 2

298 Integrated analysis of germline and somatic variants in ovarian cancer. Nature Communications, 2014,
5, 3156. 5.8 253

299 Pharmacological and genomic profiling identifies NF-ÎºBâ€“targeted treatment strategies for mantle cell
lymphoma. Nature Medicine, 2014, 20, 87-92. 15.2 303

300 PRDM14 promotes active DNA demethylation through the Ten-eleven translocation (TET)-mediated base
excision repair pathway in embryonic stem cells. Development (Cambridge), 2014, 141, 269-280. 1.2 113

301 Fusion of TTYH1 with the C19MC microRNA cluster drives expression of a brain-specific DNMT3B
isoform in the embryonal brain tumor ETMR. Nature Genetics, 2014, 46, 39-44. 9.4 167

302 An unbiased resource of novel SNP markers provides a new chronology for the human Y chromosome
and reveals a deep phylogenetic structure in Africa. Genome Research, 2014, 24, 535-544. 2.4 67

303 Phylogenetics and diversification of morning glories (tribe Ipomoeeae, Convolvulaceae) based on
whole plastome sequences. American Journal of Botany, 2014, 101, 92-103. 0.8 64

304 Assessing the necessity of confirmatory testing for exome-sequencing results in a clinical molecular
diagnostic laboratory. Genetics in Medicine, 2014, 16, 510-515. 1.1 121

305 Tools to Covisualize and Coanalyze Proteomic Data with Genomes and Transcriptomes: Validation of
Genes and Alternative mRNA Splicing. Journal of Proteome Research, 2014, 13, 84-98. 1.8 40

306 Chromosome-wide profiling of X-chromosome inactivation and epigenetic states in fetal brain and
placenta of the opossum, <i>Monodelphis domestica</i>. Genome Research, 2014, 24, 70-83. 2.4 48

307 Validation of a Next-Generation Sequencing Assay for Clinical Molecular Oncology. Journal of
Molecular Diagnostics, 2014, 16, 89-105. 1.2 168

308 RNA Sequencing and Proteogenomics Reveal the Importance of Leaderless mRNAs in the
Radiation-Tolerant Bacterium Deinococcus deserti. Genome Biology and Evolution, 2014, 6, 932-948. 1.1 61

309 CDK7 Inhibition Suppresses Super-Enhancer-Linked Oncogenic Transcription in MYCN-Driven Cancer.
Cell, 2014, 159, 1126-1139. 13.5 498

310 Gene structure, regulatory control, and evolution of black widow venom latrotoxins. FEBS Letters,
2014, 588, 3891-3897. 1.3 16



19

Citation Report

# Article IF Citations

311 Highâ€•throughput parallel proteogenomics: A bacterial case study. Proteomics, 2014, 14, 2780-2789. 1.3 21

312 The Maize <scp>TF</scp>ome â€“ development of a transcription factor open reading frame collection
for functional genomics. Plant Journal, 2014, 80, 356-366. 2.8 55

313 Annotation of the Zebrafish Genome through an Integrated Transcriptomic and Proteomic Analysis.
Molecular and Cellular Proteomics, 2014, 13, 3184-3198. 2.5 52

314 The Use of Next-Generation Sequencing in Molecular Diagnosis of Neurofibromatosis Type 1: A
Validation Study. Genetic Testing and Molecular Biomarkers, 2014, 18, 722-735. 0.3 33

315 Rapid modelling of cooperating genetic events in cancer through somatic genome editing. Nature,
2014, 516, 428-431. 13.7 353

316 The value of resequence data for poultry breeding: A primary layer breeder perspective. Poultry
Science, 2014, 93, 494-497. 1.5 0

317 Defining the genome-wide role of CRE1 during carbon catabolite repression in Trichoderma reesei
using RNA-Seq analysis. Fungal Genetics and Biology, 2014, 73, 93-103. 0.9 71

318 Rapid Induction of Androgen Receptor Splice Variants by Androgen Deprivation in Prostate Cancer.
Clinical Cancer Research, 2014, 20, 1590-1600. 3.2 165

319
Targeted next-generation sequencing and fine linkage disequilibrium mapping reveals association of
PNPLA3 and PARVB with the severity of nonalcoholic fatty liver disease. Journal of Human Genetics,
2014, 59, 241-246.

1.1 18

320 Transcription of the Herpes Simplex Virus 1 Genome during Productive and Quiescent Infection of
Neuronal and Nonneuronal Cells. Journal of Virology, 2014, 88, 6847-6861. 1.5 100

321 (Post-)Genomics approaches in fungal research. Briefings in Functional Genomics, 2014, 13, 424-439. 1.3 16

322 Exposure to arsenic and intra-chromosomal instability in blood. Metallomics, 2014, 6, 1387-1389. 1.0 1

323 Towards a big data exploration framework for astronomical archives. , 2014, , . 4

324 Precise detection of chromosomal translocation or inversion breakpoints by whole-genome
sequencing. Journal of Human Genetics, 2014, 59, 649-654. 1.1 46

325 Multiple technical routes to obtain a proteomics expression profile of French liver samples.
Analytical Methods, 2014, 6, 2950-2958. 1.3 0

326 Variation in soil aluminium tolerance genes is associated with local adaptation to soils at the Park
Grass Experiment. Molecular Ecology, 2014, 23, 6058-6072. 2.0 20

327 A â€˜telomere-associated secretory phenotypeâ€™ cooperates with BCR-ABL to drive malignant proliferation
of leukemic cells. Leukemia, 2014, 28, 2028-2039. 3.3 35

328 The translational landscape of fission-yeast meiosis and sporulation. Nature Structural and
Molecular Biology, 2014, 21, 641-647. 3.6 79



20

Citation Report

# Article IF Citations

329 Genomic Resource Projects. , 2014, , 153-171. 0

330 Comparative assembly hubs: Web-accessible browsers for comparative genomics. Bioinformatics, 2014,
30, 3293-3301. 1.8 33

331 Using next-generation sequencing to isolate mutant genes from forward genetic screens. Nature
Reviews Genetics, 2014, 15, 662-676. 7.7 219

332 Regions outside the DNA-binding domain are critical for proper in vivo specificity of an archetypal
zinc finger transcription factor. Nucleic Acids Research, 2014, 42, 276-289. 6.5 32

333 A survey of tools for variant analysis of next-generation genome sequencing data. Briefings in
Bioinformatics, 2014, 15, 256-278. 3.2 480

334
Dynamic Changes in the Streptococcus pneumoniae Transcriptome during Transition from Biofilm
Formation to Invasive Disease upon Influenza A Virus Infection. Infection and Immunity, 2014, 82,
4607-4619.

1.0 121

335 Preparation of Singleâ€•Cell RNAâ€•Seq Libraries for Next Generation Sequencing. Current Protocols in
Molecular Biology, 2014, 107, 4.22.1-17. 2.9 232

337 Genome Structures and Transcriptomes Signify Niche Adaptation for the Multiple-Ion-Tolerant
Extremophyte <i>Schrenkiella parvula</i>. Plant Physiology, 2014, 164, 2123-2138. 2.3 77

338 Exploiting the Extraordinary Genetic Polymorphism of<i>Ciona</i>for Developmental Genetics with
Whole Genome Sequencing. Genetics, 2014, 197, 49-59. 1.2 7

339 LEVERAGING BIOLOGICAL REPLICATES TO IMPROVE ANALYSIS IN CHIP-SEQ EXPERIMENTS. Computational and
Structural Biotechnology Journal, 2014, 9, e201401002. 1.9 57

340 Recurrent ESR1â€“CCDC170 rearrangements in an aggressive subset of oestrogen receptor-positive
breast cancers. Nature Communications, 2014, 5, 4577. 5.8 112

341 SLaP mapper: A webserver for identifying and quantifying spliced-leader addition and polyadenylation
site usage in kinetoplastid genomes. Molecular and Biochemical Parasitology, 2014, 196, 71-74. 0.5 15

342 Bioinformatics Analysis of Pancreas Cancer Genome in High-Throughput Genomic Technologies. , 2014,
, 93-131. 1

343 Clinical massively parallel next-generation sequencing analysis of 409 cancer-related genes for
mutations and copy number variations in solid tumours. British Journal of Cancer, 2014, 111, 2014-2023. 2.9 78

344 Bioinformatic approaches to augment study of epithelial-to-mesenchymal transition in lung cancer.
Physiological Genomics, 2014, 46, 699-724. 1.0 26

345 The myokine decorin is regulated by contraction and involved in muscle hypertrophy. Biochemical and
Biophysical Research Communications, 2014, 450, 1089-1094. 1.0 133

346 MendeLIMS: a web-based laboratory information management system for clinical genome sequencing.
BMC Bioinformatics, 2014, 15, 290. 1.2 15

347 Methylation-capture and Next-Generation Sequencing of free circulating DNA from human plasma.
BMC Genomics, 2014, 15, 476. 1.2 65



21

Citation Report

# Article IF Citations

348 Evaluation and optimisation of indel detection workflows for ion torrent sequencing of the BRCA1
and BRCA2 genes. BMC Genomics, 2014, 15, 516. 1.2 36

349 Whole genome sequence comparison of vtx2-converting phages from Enteroaggregative
Haemorrhagic Escherichia coli strains. BMC Genomics, 2014, 15, 574. 1.2 13

350 A Bead-based Normalization for Uniform Sequencing depth (BeNUS) protocol for multi-samples
sequencing exemplified by HLA-B. BMC Genomics, 2014, 15, 645. 1.2 29

351
Validation of multiple single nucleotide variation calls by additional exome analysis with a
semiconductor sequencer to supplement data of whole-genome sequencing of a human population.
BMC Genomics, 2014, 15, 673.

1.2 10

352 Evaluation of experimental design and computational parameter choices affecting analyses of
ChIP-seq and RNA-seq data in undomesticated poplar trees. BMC Genomics, 2014, 15, S3. 1.2 19

353 Mu-8: visualizing differences between proteins and their families. BMC Proceedings, 2014, 8, S5. 1.8 2

354 GLUT3 is induced during epithelial-mesenchymal transition and promotes tumor cell proliferation in
non-small cell lung cancer. Cancer & Metabolism, 2014, 2, 11. 2.4 115

355 Mutation and expression analysis in medulloblastoma yields prognostic variants and a putative
mechanism of disease for i17q tumors. Acta Neuropathologica Communications, 2014, 2, 74. 2.4 6

356 Hotspot activating PRKD1 somatic mutations in polymorphous low-grade adenocarcinomas of the
salivary glands. Nature Genetics, 2014, 46, 1166-1169. 9.4 188

357 What you are missing could matter: a rare, complex BRAF mutation affecting codons 599, 600, and 601
uncovered by next generation sequencing. Cancer Genetics, 2014, 207, 272-275. 0.2 16

358 Heterochromatin Controls Î³H2A Localization in Neurospora crassa. Eukaryotic Cell, 2014, 13, 990-1000. 3.4 26

359 Bromodomain Protein BRD4 Is Required for Estrogen Receptor-Dependent Enhancer Activation and
Gene Transcription. Cell Reports, 2014, 8, 460-469. 2.9 149

360 Implementation of Cloud based Next Generation Sequencing data analysis in a clinical laboratory. BMC
Research Notes, 2014, 7, 314. 0.6 22

361 Identification and characterization of alternative splicing in parasitic nematode transcriptomes.
Parasites and Vectors, 2014, 7, 151. 1.0 10

362 Multicilin drives centriole biogenesis via E2f proteins. Genes and Development, 2014, 28, 1461-1471. 2.7 130

363 Hematopoietic Stem Cell Origin of <i>BRAF</i> V600E Mutations in Hairy Cell Leukemia. Science
Translational Medicine, 2014, 6, 238ra71. 5.8 102

364
Noninvasive Diagnosis of Actionable Mutations by Deep Sequencing of Circulating Free DNA in Lung
Cancer from Never-Smokers: A Proof-of-Concept Study from BioCAST/IFCT-1002. Clinical Cancer
Research, 2014, 20, 4613-4624.

3.2 195

365 Whole exome sequencing of familial hypercholesterolaemia patients negative
for<i>LDLR</i>/<i>APOB</i>/<i>PCSK9</i>mutations. Journal of Medical Genetics, 2014, 51, 537-544. 1.5 104



22

Citation Report

# Article IF Citations

366 A pangenomic analysis of the Nannochloropsis organellar genomes reveals novel genetic variations
in key metabolic genes. BMC Genomics, 2014, 15, 212. 1.2 41

367 EXPRSS: an Illumina based high-throughput expression-profiling method to reveal transcriptional
dynamics. BMC Genomics, 2014, 15, 341. 1.2 36

368 Disruption of Mycobacterium avium subsp. paratuberculosis-specific genes impairs in vivo fitness. BMC
Genomics, 2014, 15, 415. 1.2 20

369 A novel recurrent mutation in ATP1A3 causes CAPOS syndrome. Orphanet Journal of Rare Diseases,
2014, 9, 15. 1.2 157

370 Comparative metabolism of cellulose, sophorose and glucose in Trichoderma reeseiusing
high-throughput genomic and proteomic analyses. Biotechnology for Biofuels, 2014, 7, 41. 6.2 131

371 RNA-Seq analysis identifies aberrant RNA splicing of TRIP12 in acute myeloid leukemia patients at
remission. Tumor Biology, 2014, 35, 9585-9590. 0.8 6

372 Nitrogen stress response and stringent response are coupled in Escherichia coli. Nature
Communications, 2014, 5, 4115. 5.8 144

373 Fine mapping of genome activation in bovine embryos by RNA sequencing. Proceedings of the National
Academy of Sciences of the United States of America, 2014, 111, 4139-4144. 3.3 282

374
Triclosan Can Select for an AdeIJK-Overexpressing Mutant of Acinetobacter baumannii ATCC 17978 That
Displays Reduced Susceptibility to Multiple Antibiotics. Antimicrobial Agents and Chemotherapy, 2014,
58, 6424-6431.

1.4 41

375 Dynamic GATA4 enhancers shape the chromatin landscape central to heart development and disease.
Nature Communications, 2014, 5, 4907. 5.8 142

376 Evasion of Short Interfering RNA-Directed Antiviral Silencing in Musa acuminata Persistently Infected
with Six Distinct Banana Streak Pararetroviruses. Journal of Virology, 2014, 88, 11516-11528. 1.5 27

378
eQTL Mapping of Transposon Silencing Reveals a Position-Dependent Stable Escape from Epigenetic
Silencing and Transposition of <i>AtMu1</i> in the <i>Arabidopsis</i> Lineage. Plant Cell, 2014, 26,
3261-3271.

3.1 12

379 Late-onset spinal motor neuronopathy â€“ A common form of dominant SMA. Neuromuscular Disorders,
2014, 24, 259-268. 0.3 12

380 Prognostic Significance of Biallelic Loss of <i>PTEN</i> in Clear Cell Renal Cell Carcinoma. Journal of
Urology, 2014, 192, 940-946. 0.2 14

381 Single-cell genomics for dissection of complex malaria infections. Genome Research, 2014, 24,
1028-1038. 2.4 83

382 Localization of the gene for X-linked calvarial hyperostosis to chromosome Xq27.3â€“Xqter. Bone, 2014,
58, 67-71. 1.4 10

383 Efficient screening of long terminal repeat retrotransposons that show high insertion polymorphism
via high-throughput sequencing of the primer binding site. Genome, 2014, 57, 245-252. 0.9 23

384 Genome-wide identification of transcript start and end sites by transcript isoform sequencing. Nature
Protocols, 2014, 9, 1740-1759. 5.5 57



23

Citation Report

# Article IF Citations

385 DMAP: differential methylation analysis package for RRBS and WGBS data. Bioinformatics, 2014, 30,
1814-1822. 1.8 111

386 Dissecting the function of the adult Î²-globin downstream promoter region using an artificial zinc
finger DNA-binding domain. Nucleic Acids Research, 2014, 42, 4363-4374. 6.5 14

387 LSD1 promotes oxidative metabolism of white adipose tissue. Nature Communications, 2014, 5, 4093. 5.8 96

388 An Architecture for Integrating Genetic and Clinical Data. Procedia Computer Science, 2014, 29,
1959-1969. 1.2 1

389 High-quality and high-throughput massively parallel sequencing of the human mitochondrial genome
using the Illumina MiSeq. Forensic Science International: Genetics, 2014, 12, 128-135. 1.6 155

390 Primary vitamin D receptor target genes as biomarkers for the vitamin D3 status in the hematopoietic
system. Journal of Nutritional Biochemistry, 2014, 25, 875-884. 1.9 32

391 Identification of structural variation in mouse genomes. Frontiers in Genetics, 2014, 5, 192. 1.1 19

392 Validation of predicted mRNA splicing mutations using high-throughput transcriptome data.
F1000Research, 2014, 3, 8. 0.8 14

393 A gene horizontally transferred from bacteria protects arthropods from host plant cyanide
poisoning. ELife, 2014, 3, e02365. 2.8 135

394 Exome sequencing reveals novel mutation targets in diffuse large B-cell lymphomas derived from
Chinese patients. Blood, 2014, 124, 2544-2553. 0.6 102

395 A tour through the transcriptional landscape of platelets. Blood, 2014, 124, 493-502. 0.6 103

396 Integrated Analysis of Whole-Genome Paired-End and Mate-Pair Sequencing Data for Identifying
Genomic Structural Variations in Multiple Myeloma. Cancer Informatics, 2014, 13s2, CIN.S13783. 0.9 20

397 Leveraging the new with the old: providing a framework for the integration of historic microarray
studies with next generation sequencing. BMC Bioinformatics, 2014, 15, S3. 1.2 1

398 Revealing the inherent heterogeneity of human malignancies by variant consensus strategies coupled
with cancer clonal analysis. BMC Bioinformatics, 2014, 15, S9. 1.2 5

399 SMITH: a LIMS for handling next-generation sequencing workflows. BMC Bioinformatics, 2014, 15, S3. 1.2 16

400 TIGAR2: sensitive and accurate estimation of transcript isoform expression with longer RNA-Seq reads.
BMC Genomics, 2014, 15, S5. 1.2 36

402 Nonsense Mutation in Coiled-Coil Domain Containing 151 Gene (<i>CCDC151</i>) Causes Primary Ciliary
Dyskinesia. Human Mutation, 2014, 35, 1446-1448. 1.1 33

403 Targeted high-throughput sequencing for genetic diagnostics of hemophagocytic
lymphohistiocytosis. Genome Medicine, 2015, 7, 130. 3.6 37



24

Citation Report

# Article IF Citations

404 Mitochondrial transcripts and associated heteroplasmies of Ancistrus spp. (Siluriformes:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 742 Td (Loricariidae). Data in Brief, 2015, 5, 513-515.0.5 0

405 Use of RNA sequencing to evaluate rheumatic disease patients. Arthritis Research and Therapy, 2015, 17,
167. 1.6 23

406 Tracks through the genome to physiological events. Experimental Physiology, 2015, 100, 1429-1440. 0.9 2

407 Deciphering the metabolic response of <scp><i>M</i></scp><i>ycobacterium tuberculosis</i> to
nitrogen stress. Molecular Microbiology, 2015, 97, 1142-1157. 1.2 49

408 Genomeâ€•wide identification of target genes of a matingâ€•type Î±â€•domain transcription factor reveals
functions beyond sexual development. Molecular Microbiology, 2015, 96, 1002-1022. 1.2 45

409 <i>PRIMA1</i> mutation: a new cause of nocturnal frontal lobe epilepsy. Annals of Clinical and
Translational Neurology, 2015, 2, 821-830. 1.7 21

410 Diagnostic value of <i>H3F3A</i> mutations in giant cell tumour of bone compared to osteoclastâ€•rich
mimics. Journal of Pathology: Clinical Research, 2015, 1, 113-123. 1.3 135

411 Comprehensive mutation profiling by nextâ€•generation sequencing of effusion fluids from patients
with highâ€•grade serous ovarian carcinoma. Cancer Cytopathology, 2015, 123, 289-297. 1.4 25

412 The extremophile Nicotiana benthamiana has traded viral defence for early vigour. Nature Plants, 2015,
1, 15165. 4.7 114

413 Genetic inactivation of TRAF3 in canine and human B-cell lymphoma. Blood, 2015, 125, 999-1005. 0.6 67

414 Flow sorting and exome sequencing reveal the oncogenome of primary Hodgkin and Reed-Sternberg
cells. Blood, 2015, 125, 1061-1072. 0.6 281

415
Quantitative and qualitative analysis of small RNAs in human endothelial cells and exosomes provides
insights into localized RNA processing, degradation and sorting. Journal of Extracellular Vesicles,
2015, 4, 26760.

5.5 235

416 Co-existence of intact stemness and priming of neural differentiation programs in mES cells lacking
Trim71. Scientific Reports, 2015, 5, 11126. 1.6 39

417 Distinct microbiological signatures associated with triple negative breast cancer. Scientific Reports,
2015, 5, 15162. 1.6 92

418 Membrane vesicle-mediated release of bacterial RNA. Scientific Reports, 2015, 5, 15329. 1.6 165

419 Emergence of Hemagglutinin Mutations During the Course of Influenza Infection. Scientific Reports,
2015, 5, 16178. 1.6 13

420 Intraâ€•arterial transplantation of <scp>HLA</scp> â€•matched donor mesoangioblasts in Duchenne
muscular dystrophy. EMBO Molecular Medicine, 2015, 7, 1513-1528. 3.3 146

421 DYNC2LI1 mutations broaden the clinical spectrum of dynein-2 defects. Scientific Reports, 2015, 5, 11649. 1.6 28



25

Citation Report

# Article IF Citations

422 Enhancing cancer clonality analysis with integrative genomics. BMC Bioinformatics, 2015, 16, S7. 1.2 6

423 Light-RCV: a lightweight read coverage viewer for next generation sequencing data. BMC
Bioinformatics, 2015, 16, S11. 1.2 1

424 Enhanced Reduced Representation Bisulfite Sequencing for Assessment of DNA Methylation at Base
Pair Resolution. Journal of Visualized Experiments, 2015, , e52246. 0.2 89

425 Young woman with mild bone marrow dysplasia, GATA2 and ASXL1 mutation treated with allogeneic
hematopoietic stem cell transplantation. Leukemia Research Reports, 2015, 4, 72-75. 0.2 10

426
Rapid-Onset Obesity with Hypothalamic Dysfunction, Hypoventilation, and Autonomic Dysregulation
(ROHHAD): exome sequencing of trios, monozygotic twins and tumours. Orphanet Journal of Rare
Diseases, 2015, 10, 103.

1.2 45

427 An integrative analysis of post-translational histone modifications in the marine diatom
Phaeodactylum tricornutum. Genome Biology, 2015, 16, 102. 3.8 107

428 The Haemonchus contortus kinome - a resource for fundamental molecular investigations and drug
discovery. Parasites and Vectors, 2015, 8, 623. 1.0 14

429 Molecular evolution and in vitro characterization of Botryllus histocompatibility factor.
Immunogenetics, 2015, 67, 605-623. 1.2 9

430 Complete genome sequence and description of Salinispira pacifica gen. nov., sp. nov., a novel
spirochaete isolated form a hypersaline microbial mat. Standards in Genomic Sciences, 2015, 10, 7. 1.5 38

431 ADMIRE: analysis and visualization of differential methylation in genomic regions using the Infinium
HumanMethylation450 Assay. Epigenetics and Chromatin, 2015, 8, 51. 1.8 12

432 A large and diverse collection of bovine genome sequences from the Canadian Cattle Genome Project.
GigaScience, 2015, 4, 49. 3.3 38

433
Exome sequencing of patients with histiocytoid cardiomyopathy reveals a de novo <i>NDUFB11</i>
mutation that plays a role in the pathogenesis of histiocytoid cardiomyopathy. American Journal of
Medical Genetics, Part A, 2015, 167, 2114-2121.

0.7 38

434
Repression by <scp>H</scp>â€•<scp>NS</scp> of genes required for the biosynthesis of the
<scp><i>V</i></scp><i>ibrio cholerae</i> biofilm matrix is modulated by the second messenger cyclic
diguanylic acid. Molecular Microbiology, 2015, 97, 630-645.

1.2 49

435 Draft Genome Sequence of <i>Pedobacter</i> sp. Strain Hv1, an Isolate from Medicinal Leech Mucosal
Castings. Genome Announcements, 2015, 3, . 0.8 0

436 IRcall and IRclassifier: two methods for flexible detection of intron retention events from RNA-Seq
data. BMC Genomics, 2015, 16, S9. 1.2 11

437 misFinder: identify mis-assemblies in an unbiased manner using reference and paired-end reads. BMC
Bioinformatics, 2015, 16, 386. 1.2 14

438 Integrated metabolic modelling reveals cell-type specific epigenetic control points of the macrophage
metabolic network. BMC Genomics, 2015, 16, 809. 1.2 35

439 Combined ultra-low input mRNA and whole-genome sequencing of human embryonic stem cells. BMC
Genomics, 2015, 16, 925. 1.2 4



26

Citation Report

# Article IF Citations

440 The epigenetic processes of meiosis in male mice are broadly affected by the widely used herbicide
atrazine. BMC Genomics, 2015, 16, 885. 1.2 52

441 Transcriptomic characterization of the dorsal lobes after hepatectomy of the ventral lobe in
zebrafish. BMC Genomics, 2015, 16, 979. 1.2 7

442 CHARGE syndrome due to deletion of region upstream of CHD7 gene START codon. BMC Medical
Genetics, 2015, 16, 78. 2.1 6

443 Next-generation-sequencing-based identification of familial hypercholesterolemia-related mutations
in subjects with increased LDLâ€“C levels in a latvian population. BMC Medical Genetics, 2015, 16, 86. 2.1 21

444 Novel and rare functional genomic variants in multiple autoimmune syndrome and SjÃ¶grenâ€™s
syndrome. Journal of Translational Medicine, 2015, 13, 173. 1.8 30

445 Single-cell analysis of lung adenocarcinoma cell lines reveals diverse expression patterns of
individual cells invoked by a molecular target drug treatment. Genome Biology, 2015, 16, 66. 3.8 66

446 Role of Ccr4-Not complex in heterochromatin formation at meiotic genes and subtelomeres in fission
yeast. Epigenetics and Chromatin, 2015, 8, 28. 1.8 41

447 Histone modifications rather than the novel regional centromeres of Zymoseptoria tritici distinguish
core and accessory chromosomes. Epigenetics and Chromatin, 2015, 8, 41. 1.8 139

448 Functionally distinct patterns of nucleosome remodeling at enhancers in glucocorticoid-treated
acute lymphoblastic leukemia. Epigenetics and Chromatin, 2015, 8, 53. 1.8 22

449
Whole genome sequencing provides possible explanations for the difference in phage susceptibility
among two Salmonella Typhimurium phage types (DT8 and DT30) associated with a single foodborne
outbreak. BMC Research Notes, 2015, 8, 728.

0.6 12

450 Addressing health disparities in Hispanic breast cancer: accurate and inexpensive sequencing of BRCA1
and BRCA2. GigaScience, 2015, 4, 50. 3.3 41

451 Identification of a novel frameshift mutation in the DMD gene as the cause of muscular dystrophy in a
Norfolk terrier dog. Canine Genetics and Epidemiology, 2015, 2, 7. 2.9 11

452 Data integration in biological research: an overview. Journal of Biological Research, 2015, 22, 9. 2.2 59

453 Transcription factor coâ€•occupied regions in the murine genome constitute Tâ€•helperâ€•cell subtypeâ€•specific
enhancers. European Journal of Immunology, 2015, 45, 3150-3157. 1.6 13

454 Somatic Mutations in the <scp><i>MTOR</i></scp> gene cause focal cortical dysplasia type
<scp>II</scp>b. Annals of Neurology, 2015, 78, 375-386. 2.8 169

455 Cell typeâ€•specific responses to salinity â€“ the epidermal bladder cell transcriptome of
<i>Mesembryanthemum crystallinum</i>. New Phytologist, 2015, 207, 627-644. 3.5 102

456 Genome-wide Snapshot of Chromatin Regulators and States in &lt;em&gt;Xenopus&lt;/em&gt; Embryos
by ChIP-Seq. Journal of Visualized Experiments, 2015, , . 0.2 13

457 CRCDAâ€”Comprehensive resources for cancer NGS data analysis. Database: the Journal of Biological
Databases and Curation, 2015, 2015, bav092. 1.4 3



27

Citation Report

# Article IF Citations

458 Performant Mutation Identification Using Targeted Next-Generation Sequencing of 14 Thoracic Aortic
Aneurysm Genes. Human Mutation, 2015, 36, 808-814. 1.1 97

459 Highly efficient heritable plant genome engineering using Cas9 orthologues from <i>Streptococcus
thermophilus</i> and <i>Staphylococcus aureus</i>. Plant Journal, 2015, 84, 1295-1305. 2.8 235

460

<scp>SNP</scp> rs7770370 in <i><scp>HLA</scp></i>â€•<i><scp>DPB</scp></i><i>1</i> loci as a major
genetic determinant of response to booster hepatitis <scp>B</scp> vaccination: Results of a
genomeâ€•wide association study. Journal of Gastroenterology and Hepatology (Australia), 2015, 30,
891-899.

1.4 26

461 Whole Exome Sequencing Reveals GUCY2D as a Major Gene Associated With Cone and Cone-Rod
Dystrophy in Israel. Investigative Ophthalmology and Visual Science, 2015, 56, 420-430. 3.3 32

462 An Integrated Approach for Analyzing Clinical Genomic Variant Data from Next-Generation
Sequencing. Journal of Biomolecular Techniques, 2015, 26, 19-28. 0.8 9

463 Investigation of Aberrant Splicing Induced by<i>AIPL1</i>Variations as a Cause of Leber Congenital
Amaurosis. , 2015, 56, 7784. 11

464 Exome Sequencing Reveals<i>AGBL5</i>as Novel Candidate Gene and Additional Variants for Retinitis
Pigmentosa in Five Turkish Families. , 2015, 56, 8045. 30

465 Next-Generation Sequencing in Clinical Molecular Diagnostics of Cancer: Advantages and Challenges.
Cancers, 2015, 7, 2023-2036. 1.7 107

466
Next-Generation Sequencing Workflow for NSCLC Critical Samples Using a Targeted Sequencing
Approach by Ion Torrent PGMâ„¢ Platform. International Journal of Molecular Sciences, 2015, 16,
28765-28782.

1.8 35

467 The reduced genomes of Parcubacteria (OD1) contain signatures of a symbiotic lifestyle. Frontiers in
Microbiology, 2015, 6, 713. 1.5 280

468 A new wine Torulaspora delbrueckii killer strain with broad antifungal activity and its
toxin-encoding double-stranded RNA virus. Frontiers in Microbiology, 2015, 6, 983. 1.5 54

469
Genome sequencing reveals a new lineage associated with lablab bean and genetic exchange between
Xanthomonas axonopodis pv. phaseoli and Xanthomonas fuscans subsp. fuscans. Frontiers in
Microbiology, 2015, 6, 1080.

1.5 29

470 A New Splicing Isoform ofCacna2d4Mimicking the Effects of c.2451insC Mutation in the Retina: Novel
Molecular and Electrophysiological Insights. , 2015, 56, 4846. 12

471 Perturbation of Parentally Biased Gene Expression during Interspecific Hybridization. PLoS ONE, 2015,
10, e0117293. 1.1 30

472 Dysregulation of X Chromosome Inactivation in High Grade Ovarian Serous Adenocarcinoma. PLoS
ONE, 2015, 10, e0118927. 1.1 18

473 Complete Genome Sequence of Borrelia afzelii K78 and Comparative Genome Analysis. PLoS ONE, 2015,
10, e0120548. 1.1 16

474 Lessons Learned from Whole Exome Sequencing in Multiplex Families Affected by a Complex Genetic
Disorder, Intracranial Aneurysm. PLoS ONE, 2015, 10, e0121104. 1.1 32

475 Proxy Molecular Diagnosis from Whole-Exome Sequencing Reveals Papillon-Lefevre Syndrome Caused
by a Missense Mutation in CTSC. PLoS ONE, 2015, 10, e0121351. 1.1 4



28

Citation Report

# Article IF Citations

476 Rare Variants in MYD88, IRAK4 and IKBKG and Susceptibility to Invasive Pneumococcal Disease: A
Population-Based Case-Control Study. PLoS ONE, 2015, 10, e0123532. 1.1 8

477 The Intraperitoneal Transcriptome of the Opportunistic Pathogen Enterococcus faecalis in Mice. PLoS
ONE, 2015, 10, e0126143. 1.1 36

478 Review The Cancer Genome Atlas (TCGA): an immeasurable source of knowledge. Wspolczesna
Onkologia, 2015, 1A, 68-77. 0.7 2,410

479 Genome Modeling System: A Knowledge Management Platform for Genomics. PLoS Computational
Biology, 2015, 11, e1004274. 1.5 83

480 Informatics for RNA Sequencing: A Web Resource for Analysis on the Cloud. PLoS Computational
Biology, 2015, 11, e1004393. 1.5 74

481 Canonical Poly(A) Polymerase Activity Promotes the Decay of a Wide Variety of Mammalian Nuclear
RNAs. PLoS Genetics, 2015, 11, e1005610. 1.5 100

482
A Point Mutation in Suppressor of Cytokine Signalling 2 (Socs2) Increases the Susceptibility to
Inflammation of the Mammary Gland while Associated with Higher Body Weight and Size and Higher
Milk Production in a Sheep Model. PLoS Genetics, 2015, 11, e1005629.

1.5 83

483 Increased Missense Mutation Burden of Fatty Acid Metabolism Related Genes in Nunavik Inuit
Population. PLoS ONE, 2015, 10, e0128255. 1.1 15

484 RNA-Seq Analysis of Human Trigeminal and Dorsal Root Ganglia with a Focus on Chemoreceptors. PLoS
ONE, 2015, 10, e0128951. 1.1 167

485 Analysis of Multiple Brachyspira hyodysenteriae Genomes Confirms That the Species Is Relatively
Conserved but Has Potentially Important Strain Variation. PLoS ONE, 2015, 10, e0131050. 1.1 36

486
Genome-Wide Profiling of Histone Modifications (H3K9me2 and H4K12ac) and Gene Expression in Rust
(Uromyces appendiculatus) Inoculated Common Bean (Phaseolus vulgaris L.). PLoS ONE, 2015, 10,
e0132176.

1.1 32

487 swDMR: A Sliding Window Approach to Identify Differentially Methylated Regions Based on Whole
Genome Bisulfite Sequencing. PLoS ONE, 2015, 10, e0132866. 1.1 46

488 Development of a Targeted Multi-Disorder High-Throughput Sequencing Assay for the Effective
Identification of Disease-Causing Variants. PLoS ONE, 2015, 10, e0133742. 1.1 15

489 Targeted Sequencing of the Mitochondrial Genome of Women at High Risk of Breast Cancer without
Detectable Mutations in BRCA1/2. PLoS ONE, 2015, 10, e0136192. 1.1 11

490 RNA-Seq Analysis of Differential Splice Junction Usage and Intron Retentions by DEXSeq. PLoS ONE,
2015, 10, e0136653. 1.1 44

491 Mutation Scanning in Wheat by Exon Capture and Next-Generation Sequencing. PLoS ONE, 2015, 10,
e0137549. 1.1 65

492 RNA Editing in Chloroplasts of Spirodela polyrhiza, an Aquatic Monocotelydonous Species. PLoS ONE,
2015, 10, e0140285. 1.1 27

493 Two Independent Mutations in ADAMTS17 Are Associated with Primary Open Angle Glaucoma in the
Basset Hound and Basset Fauve de Bretagne Breeds of Dog. PLoS ONE, 2015, 10, e0140436. 1.1 31



29

Citation Report

# Article IF Citations

494 Genomic Targets and Features of BarA-UvrY (-SirA) Signal Transduction Systems. PLoS ONE, 2015, 10,
e0145035. 1.1 92

495 Epigenetic Alterations in Density Selected Human Spermatozoa for Assisted Reproduction. PLoS ONE,
2015, 10, e0145585. 1.1 21

496 Utilizing Chemical Genomics to Identify Cytochrome b as a Novel Drug Target for Chagas Disease. PLoS
Pathogens, 2015, 11, e1005058. 2.1 52

497 <b>Methods for analyzing next-generation sequencing data </b><b>V. assembly, mapping, and quality
control </b>. Japanese Journal of Lactic Acid Bacteria, 2015, 26, 193-201. 0.1 1

498 How to Isolate a Plantâ€™s Hypomethylome in One Shot. BioMed Research International, 2015, 2015, 1-12. 0.9 4

499 Identifying Highly Penetrant Disease Causal Mutations Using Next Generation Sequencing: Guide to
Whole Process. BioMed Research International, 2015, 2015, 1-16. 0.9 7

500 OperomeDB: A Database of Condition-Specific Transcription Units in Prokaryotic Genomes. BioMed
Research International, 2015, 2015, 1-10. 0.9 11

501 Identification of Gene Expression Pattern Related to Breast Cancer Survival Using Integrated TCGA
Datasets and Genomic Tools. BioMed Research International, 2015, 2015, 1-10. 0.9 21

502 Whole genome sequence analysis links chromothripsis to EGFR, MDM2, MDM4, and CDK4 amplification
in glioblastoma. Oncoscience, 2015, 2, 618-628. 0.9 45

503 Novel RNA variants in colorectal cancers. Oncotarget, 2015, 6, 36587-36602. 0.8 15

504 Rare Variants in the Functional Domains of Complement Factor H Are Associated With Age-Related
Macular Degeneration. , 2015, 56, 6873. 60

505
Single molecule real-time sequencing of Xanthomonas oryzae genomes reveals a dynamic structure
and complex TAL (transcription activator-like) effector gene relationships. Microbial Genomics, 2015,
1, .

1.0 86

506 Extraordinary diversity of visual opsin genes in dragonflies. Proceedings of the National Academy of
Sciences of the United States of America, 2015, 112, E1247-56. 3.3 151

507 New splicing mutation in the choline kinase beta (CHKB) gene causing a muscular dystrophy detected
by whole-exome sequencing. Journal of Human Genetics, 2015, 60, 305-312. 1.1 33

508 Activating MET kinase rearrangements in melanoma and Spitz tumours. Nature Communications, 2015,
6, 7174. 5.8 139

509 Integrative Clinical Genomics of Advanced Prostate Cancer. Cell, 2015, 161, 1215-1228. 13.5 2,660

510 Estimation of the Spontaneous Mutation Rate in Heliconius melpomene. Molecular Biology and
Evolution, 2015, 32, 239-243. 3.5 220

511 Essential Genes in the Core Genome of the Human Pathogen Streptococcus pyogenes. Scientific
Reports, 2015, 5, 9838. 1.6 114



30

Citation Report

# Article IF Citations

512 A novel mutation in <i>COL4A1</i> gene: A possible cause of early postnatal cerebrovascular events.
American Journal of Medical Genetics, Part A, 2015, 167, 810-815. 0.7 7

513 Next-Generation Sequencing for Gene Panels. , 2015, , 209-223. 1

514 Next-Generation Sequencing and Assembly of Plant Genomes. , 2015, , 53-64. 1

515 Molecular genetic diversity and characterization of conjugation genes in the fish parasite
Ichthyophthirius multifiliis. Molecular Phylogenetics and Evolution, 2015, 86, 1-7. 1.2 14

516 Genome-wide histone acetylation correlates with active transcription in maize. Genomics, 2015, 106,
214-220. 1.3 21

517 CRISPRâ€“Cas9-mediated gene knockout in primary human airway epithelial cells reveals a
proinflammatory role for MUC18. Gene Therapy, 2015, 22, 822-829. 2.3 86

518 RNA-Seq Data Analysis for Studying Abiotic Stress in Horticultural Plants. , 2015, , 197-220. 6

519 Whole exome sequencing reveals a novel de novo FOXC1 mutation in a patient with unrecognized
Axenfeldâ€“Rieger syndrome and glaucoma. Gene, 2015, 568, 76-80. 1.0 10

520 The SLOW GROWTH3 Pentatricopeptide Repeat Protein Is Required for the Splicing of Mitochondrial
<i>NADH Dehydrogenase Subunit7</i> Intron 2 in Arabidopsis. Plant Physiology, 2015, 168, 490-501. 2.3 73

522 Long Non-Coding RNA BST2/BISPR is Induced by IFN and Regulates the Expression of the Antiviral Factor
Tetherin. Frontiers in Immunology, 2014, 5, 655. 2.2 92

523 Long-term Benefit of PD-L1 Blockade in Lung Cancer Associated with <i>JAK3</i> Activation. Cancer
Immunology Research, 2015, 3, 855-863. 1.6 60

524 A serineâ€“arginine-rich (SR) splicing factor modulates alternative splicing of over a thousand genes in
Toxoplasma gondii. Nucleic Acids Research, 2015, 43, 4661-4675. 6.5 45

525 LargeDEL: A tool for identifying large deletions in the whole genome sequencing data. , 2015, , . 0

526 Implementation of Amplicon Parallel Sequencing Leads to Improvement of Diagnosis and Therapy of
Lung Cancer Patients. Journal of Thoracic Oncology, 2015, 10, 1049-1057. 0.5 85

527 Transcriptome analysis of HIV-1 virus in understanding the effect of antiretroviral drugs (cART) and
methamphetamine on the virus. , 2015, , . 0

528 Exploratory analysis of large web datasets. , 2015, , . 0

529
Regulation of plasmidâ€•encoded isoprene metabolism in <scp><i>R</i></scp><i>hodococcus</i>, a
representative of an important link in the global isoprene cycle. Environmental Microbiology, 2015, 17,
3314-3329.

1.8 39

530 QoRTs: a comprehensive toolset for quality control and data processing of RNA-Seq experiments. BMC
Bioinformatics, 2015, 16, 224. 1.2 248



31

Citation Report

# Article IF Citations

531 The complete mitochondrial genome sequence of the green microalga Lobosphaera (Parietochloris)
incisa reveals a new type of palindromic repetitive repeat. BMC Genomics, 2015, 16, 580. 1.2 9

532 MEXPRESS: visualizing expression, DNA methylation and clinical TCGA data. BMC Genomics, 2015, 16, 636. 1.2 257

533 PAT-seq: a method to study the integration of 3â€²-UTR dynamics with gene expression in the eukaryotic
transcriptome. Rna, 2015, 21, 1502-1510. 1.6 78

534 Long-Read Single Molecule Sequencing to Resolve Tandem Gene Copies: The <i>Mst77Y</i> Region on
the <i>Drosophila melanogaster</i> Y Chromosome. G3: Genes, Genomes, Genetics, 2015, 5, 1145-1150. 0.8 40

535 Widespread Differential Expression of Coding Region and 3â€² UTR Sequences in Neurons and Other
Tissues. Neuron, 2015, 88, 1149-1156. 3.8 51

536 Bioinformatics curriculum development and skill sets for bioinformaticians. , 2015, , . 5

537 Generation of functionally distinct isoforms of PTBP3 by alternative splicing and translation
initiation. Nucleic Acids Research, 2015, 43, 5586-5600. 6.5 37

538 A unique chromatin complex occupies young Î±-satellite arrays of human centromeres. Science
Advances, 2015, 1, . 4.7 86

539 Large-scale transcriptome sequencing reveals novel expression patterns for key sex-related genes in a
sex-changing fish. Biology of Sex Differences, 2015, 6, 26. 1.8 100

540 Complete Genome Sequence of a Tomato Mottle Mosaic Virus Isolate from the United States. Genome
Announcements, 2015, 3, . 0.8 13

541 Complete Genome Sequence of Tomato Mosaic Virus Isolated from Jasmine in the United States.
Genome Announcements, 2015, 3, . 0.8 2

542 Development of a Model System for Tick-Borne Flavivirus Persistence in HEK 293T Cells. MBio, 2015, 6,
e00614. 1.8 22

543 Rapid whole genome sequencing and precision neonatology. Seminars in Perinatology, 2015, 39, 623-631. 1.1 162

544 Advantages of a next generation sequencing targeted approach for the molecular diagnosis of
retinoblastoma. BMC Cancer, 2015, 15, 841. 1.1 22

545 A 26-hour system of highly sensitive whole genome sequencing for emergency management of genetic
diseases. Genome Medicine, 2015, 7, 100. 3.6 237

546 Polymorphisms and minihaplotypes in the VvNAC26 gene associate with berry size variation in
grapevine. BMC Plant Biology, 2015, 15, 253. 1.6 41

547 Deep Sequencing to Study Microbial Transcriptomic Responses to Hydrocarbon
Degradation/Production/Stress. Springer Protocols, 2015, , 87-95. 0.1 2

548 Quality control, modeling, and visualization of CRISPR screens with MAGeCK-VISPR. Genome Biology,
2015, 16, 281. 3.8 330



32

Citation Report

# Article IF Citations

549 Accurate Microbial Genome Annotation Using an Integrated and User-Friendly Environment for
Community Expertise of Gene Functions: The MicroScope Platform. Springer Protocols, 2015, , 141-169. 0.1 2

550 Linkage and whole genome sequencing identify a locus on 6q25â€“26 for formal thought disorder and
implicate MEF2A regulation. Schizophrenia Research, 2015, 169, 441-446. 1.1 12

551 Efficient exploration of pan-cancer networks by generalized covariance selection and interactive web
content. Nucleic Acids Research, 2015, 43, e98-e98. 6.5 16

552 Chromatin Landscape Defined by Repressive Histone Methylation during Oligodendrocyte
Differentiation. Journal of Neuroscience, 2015, 35, 352-365. 1.7 103

553 Metagenomic Approaches to Disclose Disease-Associated Pathogens: Detection of Viral Pathogens in
Honeybees. Methods in Molecular Biology, 2015, 1247, 491-511. 0.4 4

554 Whole-exome sequencing identify a new mutation of MYH7 in a Chinese family with left ventricular
noncompaction. Gene, 2015, 558, 138-142. 1.0 16

555
A new extant family of primitive moths from <scp>K</scp>angaroo <scp>I</scp>sland,
<scp>A</scp>ustralia, and its significance for understanding early <scp>L</scp>epidoptera evolution.
Systematic Entomology, 2015, 40, 5-16.

1.7 32

556 Familial and sporadic pancreatic cancer share the same molecular pathogenesis. Familial Cancer, 2015,
14, 95-103. 0.9 54

557
Genomeâ€•wide methylation analysis in vestibular schwannomas shows putative mechanisms of gene
expression modulation and global hypomethylation at the HOX gene cluster. Genes Chromosomes and
Cancer, 2015, 54, 197-209.

1.5 14

558 Massively parallel sequencing of complete mitochondrial genomes from hair shaft samples. Forensic
Science International: Genetics, 2015, 15, 8-15. 1.6 85

559 Insulin-like growth factor 1 is a direct HOXA9 target important for hematopoietic transformation.
Leukemia, 2015, 29, 901-908. 3.3 21

560 The genomic and phenotypic diversity of Schizosaccharomyces pombe. Nature Genetics, 2015, 47,
235-241. 9.4 174

561 Incorporating computational resources in a cancer research program. Human Genetics, 2015, 134,
467-478. 1.8 2

562
Copper economy in <i>Chlamydomonas</i> : Prioritized allocation and reallocation of copper to
respiration vs. photosynthesis. Proceedings of the National Academy of Sciences of the United States
of America, 2015, 112, 2644-2651.

3.3 79

563 Horizontal transfer of carbohydrate metabolism genes into ectomycorrhizal
<i><scp>A</scp>manita</i>. New Phytologist, 2015, 205, 1552-1564. 3.5 17

564 BRCA1 Recruitment to Transcriptional Pause Sites Is Required for R-Loop-Driven DNA Damage Repair.
Molecular Cell, 2015, 57, 636-647. 4.5 363

565 RNA-seq Profiling of Small Numbers of Drosophila Neurons. Methods in Enzymology, 2015, 551, 369-386. 0.4 32

566 The transcriptional regulator BCL6 participates in the secondary gene regulatory response to vitamin
D. Biochimica Et Biophysica Acta - Gene Regulatory Mechanisms, 2015, 1849, 300-308. 0.9 26



33

Citation Report

# Article IF Citations

567 Conserved epigenomic signals in mice and humans reveal immune basis of Alzheimerâ€™s disease. Nature,
2015, 518, 365-369. 13.7 526

568 CLK2 Is an Oncogenic Kinase and Splicing Regulator in Breast Cancer. Cancer Research, 2015, 75,
1516-1526. 0.4 79

569 Navigating protected genomics data with UCSC Genome Browser in a Box. Bioinformatics, 2015, 31,
764-766. 1.8 49

570 Interclonal gradient of virulence in the <scp><i>P</i></scp><i>seudomonas aeruginosa</i>
pangenome from disease and environment. Environmental Microbiology, 2015, 17, 29-46. 1.8 113

571 Human Promoters Are Intrinsically Directional. Molecular Cell, 2015, 57, 674-684. 4.5 115

572 Intratumoral genome diversity parallels progression and predicts outcome in pediatric cancer. Nature
Communications, 2015, 6, 6125. 5.8 58

573 Computational and analytical challenges in single-cell transcriptomics. Nature Reviews Genetics, 2015,
16, 133-145. 7.7 1,043

574 Quantitative visualization of alternative exon expression from RNA-seq data. Bioinformatics, 2015, 31,
2400-2402. 1.8 142

575 Relationship between CFTR and CTRC Variants and the Clinical Phenotype in Late-Onset Cystic Fibrosis
Disease with Chronic Pancreatitis. Journal of Molecular Diagnostics, 2015, 17, 171-178. 1.2 8

576 In vivo murine model of acquired resistance in myeloma reveals differential mechanisms for
lenalidomide and pomalidomide in combination with dexamethasone. Leukemia, 2015, 29, 705-714. 3.3 72

577
Circulating tumor DNA as a nonâ€•invasive substitute to metastasis biopsy for tumor genotyping and
personalized medicine in a prospective trial across all tumor types. Molecular Oncology, 2015, 9,
783-790.

2.1 248

578 Semiconductor-based sequencing of genome-wide DNA methylation states. Epigenetics, 2015, 10, 153-166. 1.3 8

579 Abiotic Stress Biology in Horticultural Plants. , 2015, , . 17

580 Insertions and Deletions (Indels). , 2015, , 129-150. 12

581 Novel recurrently mutated genes in African American colon cancers. Proceedings of the National
Academy of Sciences of the United States of America, 2015, 112, 1149-1154. 3.3 118

582 Coiled-coil domain containing 68 (CCDC68) demonstrates a tumor-suppressive role in pancreatic
ductal adenocarcinoma. Oncogene, 2015, 34, 4238-4247. 2.6 26

583 The methyltransferases enhancer of zeste homolog (EZH) 1 and EZH2 control hepatocyte homeostasis
and regeneration. FASEB Journal, 2015, 29, 1653-1662. 0.2 45

584 Missense variant in CCDC22 causes X-linked recessive intellectual disability with features of
Ritscher-Schinzel/3C syndrome. European Journal of Human Genetics, 2015, 23, 633-638. 1.4 42



34

Citation Report

# Article IF Citations

585 Sixteen additional enhancers associated with the chicken<i>Sox2</i>locus outside the central 50-kb
region. Development Growth and Differentiation, 2015, 57, 24-39. 0.6 26

586 Flies expand the repertoire of protein structures that bind ice. Proceedings of the National Academy
of Sciences of the United States of America, 2015, 112, 737-742. 3.3 28

587 Whole genomes redefine the mutational landscape of pancreatic cancer. Nature, 2015, 518, 495-501. 13.7 2,132

588 Emergence of clonal hematopoiesis in the majority of patients with acquired aplastic anemia. Cancer
Genetics, 2015, 208, 115-128. 0.2 102

589 Intratumor heterogeneity and clonal evolution in an aggressive papillary thyroid cancer and matched
metastases. Endocrine-Related Cancer, 2015, 22, 205-216. 1.6 30

590 DNA methylation-based subtype prediction for pediatric acute lymphoblastic leukemia. Clinical
Epigenetics, 2015, 7, 11. 1.8 66

591 Fast forward genetics to identify mutations causing a high light tolerant phenotype in
Chlamydomonas reinhardtii by whole-genome-sequencing. BMC Genomics, 2015, 16, 57. 1.2 56

592 The alveolate translation initiation factor 4E family reveals a custom toolkit for translational
control in core dinoflagellates. BMC Evolutionary Biology, 2015, 15, 14. 3.2 24

593 The Genome 10K Project: A Way Forward. Annual Review of Animal Biosciences, 2015, 3, 57-111. 3.6 294

594
Characterizing and controlling intrinsic biases of lambda exonuclease in nascent strand sequencing
reveals phasing between nucleosomes and G-quadruplex motifs around a subset of human replication
origins. Genome Research, 2015, 25, 725-735.

2.4 70

595 Comparative analysis of active retrotransposons in the transcriptomes of three species of heteromyid
rodents. Gene, 2015, 562, 95-106. 1.0 3

596 Coupling of T cell receptor specificity to natural killer T cell development by bivalent histone H3
methylation. Journal of Experimental Medicine, 2015, 212, 297-306. 4.2 43

597 MAP4-Dependent Regulation of Microtubule Formation Affects Centrosome, Cilia, and Golgi
Architecture as a Central Mechanism in Growth Regulation. Human Mutation, 2015, 36, 87-97. 1.1 21

598
The <scp>Crc</scp>/<scp>CrcZ</scp>â€•<scp>CrcY</scp> global regulatory system helps the integration
of gluconeogenic and glycolytic metabolism in <scp><i>P</i></scp><i>seudomonas putida</i>.
Environmental Microbiology, 2015, 17, 3362-3378.

1.8 44

599 Driver Gene Mutations of Non-Small-Cell Lung Cancer are Rare in Primary Carcinoids of the Lung: NGS
Study by Ion Torrent. Lung, 2015, 193, 303-308. 1.4 25

600
Gestational Diabetes Alters Offspring DNA Methylation Profiles in Human and Rat: Identification of
Key Pathways Involved in Endocrine System Disorders, Insulin Signaling, Diabetes Signaling, and ILK
Signaling. Endocrinology, 2015, 156, 2222-2238.

1.4 63

601 Characterization of Cav1.4 Complexes (Î±11.4, Î²2, and Î±2Î´4) in HEK293T Cells and in the Retina. Journal of
Biological Chemistry, 2015, 290, 1505-1521. 1.6 52

602 Application of Next Generation Sequencing for personalized medicine for sudden cardiac death.
Frontiers in Genetics, 2015, 6, 55. 1.1 17



35

Citation Report

# Article IF Citations

603 Germline and somatic SDHx alterations in apparently sporadic differentiated thyroid cancer.
Endocrine-Related Cancer, 2015, 22, 121-130. 1.6 30

604 Anatomical distribution of Mycobacterium bovis genotypes in experimentally infected white-tailed
deer. Veterinary Microbiology, 2015, 180, 75-81. 0.8 11

605
Whole-genome sequencing for identification of Mendelian disorders in critically ill infants: a
retrospective analysis of diagnostic and clinical findings. Lancet Respiratory Medicine,the, 2015, 3,
377-387.

5.2 322

606 Diagnostic yield of targeted next generation sequencing in various cancer types: An
information-theoretic approach. Cancer Genetics, 2015, 208, 441-447. 0.2 9

607 Deep sequencing of HPV16 genomes: A new high-throughput tool for exploring the carcinogenicity
and natural history of HPV16 infection. Papillomavirus Research (Amsterdam, Netherlands), 2015, 1, 3-11. 4.5 75

608 Novel and Recently Evolved MicroRNA Clusters Regulate Expansive <i>F-BOX</i> Gene Networks
through Phased Small Interfering RNAs in Wild Diploid Strawberry. Plant Physiology, 2015, 169, 594-610. 2.3 73

609 Rapid mapping of insertional mutations to probe cell wall regulation in Cryptococcus neoformans.
Fungal Genetics and Biology, 2015, 82, 9-21. 0.9 21

610 <i>TP53</i>mutations, tetraploidy and homologous recombination repair defects in early stage
high-grade serous ovarian cancer. Nucleic Acids Research, 2015, 43, 6945-6958. 6.5 46

611 Decrease of mRNA Editing after Spinal Cord Injury is Caused by Down-regulation of ADAR2 that is
Triggered by Inflammatory Response. Scientific Reports, 2015, 5, 12615. 1.6 27

612 HeLa Nucleic Acid Contamination in The Cancer Genome Atlas Leads to the Misidentification of Human
Papillomavirus 18. Journal of Virology, 2015, 89, 4051-4057. 1.5 35

613 De novo missense mutations in the NAA10 gene cause severe non-syndromic developmental delay in
males and females. European Journal of Human Genetics, 2015, 23, 602-609. 1.4 72

614 Somatic V600E BRAF Mutation in Linear and Sporadic Syringocystadenoma Papilliferum. Journal of
Investigative Dermatology, 2015, 135, 2536-2538. 0.3 31

615 Direct DNA Extraction from Mycobacterium tuberculosis Frozen Stocks as a Reculture-Independent
Approach to Whole-Genome Sequencing. Journal of Clinical Microbiology, 2015, 53, 2716-2719. 1.8 16

616 Identification of mammalian-adapting mutations in the polymerase complex of an avian H5N1 influenza
virus. Nature Communications, 2015, 6, 7491. 5.8 91

617 IL-10 Production in Macrophages Is Regulated by a TLR-Driven CREB-Mediated Mechanism That Is Linked
to Genes Involved in Cell Metabolism. Journal of Immunology, 2015, 195, 1218-1232. 0.4 92

618 Intratumoral morphologic and molecular heterogeneity of rhabdoid renal cell carcinoma:
challenges for personalized therapy. Modern Pathology, 2015, 28, 1225-1235. 2.9 23

619
Concurrent exome-targeted next-generation sequencing and single nucleotide polymorphism array to
identify the causative genetic aberrations of isolated Mayer-Rokitansky-Kuster-Hauser syndrome.
Human Reproduction, 2015, 30, 1732-1742.

0.4 19

620 Differential Expression of HERV-K (HML-2) Proviruses in Cells and Virions of the Teratocarcinoma Cell
Line Tera-1. Viruses, 2015, 7, 939-968. 1.5 65



36

Citation Report

# Article IF Citations

621 Lysoplex: An efficient toolkit to detect DNA sequence variations in the autophagy-lysosomal pathway.
Autophagy, 2015, 11, 928-938. 4.3 47

622 Targeted deep DNA methylation analysis of circulating cell-free DNA in plasma using massively parallel
semiconductor sequencing. Epigenomics, 2015, 7, 353-362. 1.0 36

623 Deep Sequencing Reveals the Complete Genome and Evidence for Transcriptional Activity of the First
Virus-Like Sequences Identified in Aristotelia chilensis (Maqui Berry). Viruses, 2015, 7, 1685-1699. 1.5 6

624 Genome-wide Association Study Identifies Shared Risk Loci Common to Two Malignancies in Golden
Retrievers. PLoS Genetics, 2015, 11, e1004922. 1.5 66

625 Targeted next generation sequencing application in cardiac channelopathies: Analysis of a cohort of
autopsy-negative sudden unexplained deaths. Forensic Science International, 2015, 254, 5-11. 1.3 35

626 Widespread Inducible Transcription Downstream of Human Genes. Molecular Cell, 2015, 59, 449-461. 4.5 156

627 Extraordinary Genetic Diversity in a Wood Decay Mushroom. Molecular Biology and Evolution, 2015,
32, 2775-2783. 3.5 42

628 Integrative Epigenomics. Translational Bioinformatics, 2015, , 127-139. 0.0 0

629 CTCF-dependent co-localization of canonical Smad signaling factors at architectural protein binding
sites in <i>D. melanogaster</i>. Cell Cycle, 2015, 14, 2677-2687. 1.3 22

630 Active promoters give rise to false positive â€˜Phantom Peaksâ€™ in ChIP-seq experiments. Nucleic Acids
Research, 2015, 43, 6959-6968. 6.5 144

631 Parentâ€“progeny sequencing indicates higher mutation rates in heterozygotes. Nature, 2015, 523,
463-467. 13.7 157

632 miR-137 Targets p160 Steroid Receptor Coactivators SRC1, SRC2, and SRC3 and Inhibits Cell
Proliferation. Molecular Endocrinology, 2015, 29, 1170-1183. 3.7 32

633 Experimental Swap of Anopheles gambiae's Assortative Mating Preferences Demonstrates Key Role of
X-Chromosome Divergence Island in Incipient Sympatric Speciation. PLoS Genetics, 2015, 11, e1005141. 1.5 34

634 Blind study evaluation illustrates utility of the Ion PGMâ„¢ system for use in human identity DNA
typing. Croatian Medical Journal, 2015, 56, 218-229. 0.2 37

635 Validation of a Next-Generationâ€“Sequencing Cancer Panel for Use in the Clinical Laboratory. Archives
of Pathology and Laboratory Medicine, 2015, 139, 508-517. 1.2 55

636
Evaluation of Mutational Testing of Preneoplastic Barrett's Mucosa by Next-Generation Sequencing
of Formalin-Fixed, Paraffin-Embedded Endoscopic SamplesÂ for Detection of Concurrent Dysplasia
andÂ Adenocarcinoma in Barrett's Esophagus. Journal of Molecular Diagnostics, 2015, 17, 412-419.

1.2 14

637 Polymerase Î˜ is a key driver of genome evolution and of CRISPR/Cas9-mediated mutagenesis. Nature
Communications, 2015, 6, 7394. 5.8 87

638 Unique somatic and malignant expression patterns implicate PIWI-interacting RNAs in cancer-type
specific biology. Scientific Reports, 2015, 5, 10423. 1.6 139



37

Citation Report

# Article IF Citations

639 Evolutionary analysis of the female-specific avian W chromosome. Nature Communications, 2015, 6,
7330. 5.8 121

640 HITS-CLIP Analysis Uncovers a Link between the Kaposiâ€™s Sarcoma-Associated Herpesvirus ORF57 Protein
and Host Pre-mRNA Metabolism. PLoS Pathogens, 2015, 11, e1004652. 2.1 19

641 <i>De novo</i>point mutations in patients diagnosed with ataxic cerebral palsy. Brain, 2015, 138,
1817-1832. 3.7 129

642 RNA-Seq analysis of isolated satellite cells in Prmt5 deficient mice. Genomics Data, 2015, 5, 122-125. 1.3 4

643 Combinatorial Control of Light Induced Chromatin Remodeling and Gene Activation in Neurospora.
PLoS Genetics, 2015, 11, e1005105. 1.5 54

644 Genome-Wide Identification of the Target Genes of AP2-O, a Plasmodium AP2-Family Transcription
Factor. PLoS Pathogens, 2015, 11, e1004905. 2.1 94

645 The Exosome Component Rrp6 Is Required for RNA Polymerase II Termination at Specific Targets of the
Nrd1-Nab3 Pathway. PLoS Genetics, 2015, 11, e1004999. 1.5 54

646 A Genetic Strategy for Probing the Functional Diversity of Magnetosome Formation. PLoS Genetics,
2015, 11, e1004811. 1.5 48

647 Whole genome sequence analysis of multidrug-resistant Mycobacterium tuberculosis Beijing isolates
from an outbreak in Thailand. Molecular Genetics and Genomics, 2015, 290, 1933-1941. 1.0 20

648 Assessing the performance of the Oxford Nanopore Technologies MinION. Biomolecular Detection
and Quantification, 2015, 3, 1-8. 7.0 436

649 Dissecting high from low responders in a vitamin D3 intervention study. Journal of Steroid
Biochemistry and Molecular Biology, 2015, 148, 275-282. 1.2 44

650
Functional and mechanistic studies of XPC DNA-repair complex as transcriptional coactivator in
embryonic stem cells. Proceedings of the National Academy of Sciences of the United States of
America, 2015, 112, E2317-26.

3.3 38

651 Flow-induced protein kinase Aâ€“CREB pathway acts via BMP signaling to promote HSC emergence.
Journal of Experimental Medicine, 2015, 212, 633-648. 4.2 47

652 Systems Biology Tools for Methylotrophs. Springer Protocols, 2015, , 97-118. 0.1 4

653 Allele-specific transcriptional regulation of IRF4 in melanocytes is mediated by chromatin looping of
the intronic rs12203592 enhancer to the IRF4 promoter. Human Molecular Genetics, 2015, 24, 2649-2661. 1.4 47

654
Deep comparative genomics among Chlamydia trachomatis lymphogranuloma venereum isolates
highlights genes potentially involved in pathoadaptation. Infection, Genetics and Evolution, 2015, 32,
74-88.

1.0 17

655 Spinocerebellar ataxia in the Italian Spinone dog is associated with an intronic GAA repeat expansion
in ITPR1. Mammalian Genome, 2015, 26, 108-117. 1.0 23

656 Full genome sequence of guinea fowl coronavirus associated with fulminating disease. Virus Genes,
2015, 50, 514-517. 0.7 10



38

Citation Report

# Article IF Citations

657 PGTools: A Software Suite for Proteogenomic Data Analysis and Visualization. Journal of Proteome
Research, 2015, 14, 2255-2266. 1.8 52

658 Combining RNA and Protein Profiling Data with Network Interactions Identifies Genes Associated with
Spermatogenesis in Mouse and Human1. Biology of Reproduction, 2015, 92, 71. 1.2 24

659 Two new loci and gene sets related to sex determination and cancer progression are associated with
susceptibility to testicular germ cell tumor. Human Molecular Genetics, 2015, 24, 4138-4146. 1.4 49

660 Viral subpopulation diversity in influenza virus isolates compared to clinical specimens. Journal of
Clinical Virology, 2015, 68, 16-23. 1.6 10

661 Evaluation of methods to purify virus-like particles for metagenomic sequencing of intestinal
viromes. BMC Genomics, 2015, 16, 7. 1.2 183

662 Complete genome sequence of the Clostridium difficile laboratory strain 630Î”erm reveals differences
from strain 630, including translocation of the mobile element CTn5. BMC Genomics, 2015, 16, 31. 1.2 76

663 Development and preliminary evaluation of a 90Â K AxiomÂ® SNP array for the allo-octoploid cultivated
strawberry Fragaria Ã— ananassa. BMC Genomics, 2015, 16, 155. 1.2 179

664 The distribution and mutagenesis of short coding INDELs from 1,128 whole exomes. BMC Genomics,
2015, 16, 143. 1.2 9

665 RNASeqBrowser: A genome browser for simultaneous visualization of raw strand specific RNAseq
reads and UCSC genome browser custom tracks. BMC Genomics, 2015, 16, 145. 1.2 7

666 NexGenEx-Tom: a gene expression platform to investigate the functionalities of the tomato genome.
BMC Plant Biology, 2015, 15, 48. 1.6 16

667 Dawn- and dusk-phased circadian transcription rhythms coordinate anabolic and catabolic functions
in Neurospora. BMC Biology, 2015, 13, 17. 1.7 79

668 Epidermolysis bullosa in Danish Hereford calves is caused by a deletion in LAMC2 gene. BMC Veterinary
Research, 2015, 11, 23. 0.7 13

669 DNA-based diagnosis of rare diseases in veterinary medicine: a 4.4Â kb deletion of ITGB4 is associated
with epidermolysis bullosa in Charolais cattle. BMC Veterinary Research, 2015, 11, 48. 0.7 14

670 Modulation of microRNA editing, expression and processing by ADAR2 deaminase in glioblastoma.
Genome Biology, 2015, 16, 5. 3.8 125

671 A genomic data viewer for iPad. Genome Biology, 2015, 16, 46. 3.8 7

672 Combinatorial activities of SHORT VEGETATIVE PHASE and FLOWERING LOCUS C define distinct modes of
flowering regulation in Arabidopsis. Genome Biology, 2015, 16, 31. 3.8 150

673 Habitat Visualization and Genomic Analysis of â€œCandidatus Pantoea carbekii,â€• the Primary Symbiont of
the Brown Marmorated Stink Bug. Genome Biology and Evolution, 2015, 7, 620-635. 1.1 50

674 Somatic neurofibromatosis type 1 (NF1) inactivation events in cutaneous neurofibromas of a single NF1
patient. European Journal of Human Genetics, 2015, 23, 870-873. 1.4 20



39

Citation Report

# Article IF Citations

675 A Variant Detection Pipeline for Inherited Cardiomyopathyâ€“Associated Genes Using Next-Generation
Sequencing. Journal of Molecular Diagnostics, 2015, 17, 420-430. 1.2 4

676 Proteomic Validation of Transcript Isoforms, Including Those Assembled from RNA-Seq Data. Journal
of Proteome Research, 2015, 14, 3541-3554. 1.8 13

677 Transcriptional events co-regulated by hypoxia and cold stresses in Zebrafish larvae. BMC Genomics,
2015, 16, 385. 1.2 92

678 Whole-exome sequencing as a diagnostic tool: current challenges and future opportunities. Expert
Review of Molecular Diagnostics, 2015, 15, 749-760. 1.5 62

679 Genome-wide analysis of small nucleolar RNAs of<i>Leishmania major</i>reveals a rich repertoire of
RNAs involved in modification and processing of rRNA. RNA Biology, 2015, 12, 1222-1255. 1.5 29

680
Whole genome analyses reveal no pathogenetic single nucleotide or structural differences between
monozygotic twins discordant for amyotrophic lateral sclerosis. Amyotrophic Lateral Sclerosis and
Frontotemporal Degeneration, 2015, 16, 385-392.

1.1 27

681 Long non-coding RNA discovery across the genus anopheles reveals conserved secondary structures
within and beyond the Gambiae complex. BMC Genomics, 2015, 16, 337. 1.2 85

682 Homozygosity mapping and sequencing identify two genes that might contribute to pointing behavior
in hunting dogs. Canine Genetics and Epidemiology, 2015, 2, 5. 2.9 11

683 Integrated analysis of whole-exome sequencing and transcriptome profiling in males with autism
spectrum disorders. Molecular Autism, 2015, 6, 21. 2.6 106

684 Whole-genome analysis of Fusarium graminearum insertional mutants identifies virulence associated
genes and unmasks untagged chromosomal deletions. BMC Genomics, 2015, 16, 261. 1.2 18

685 Factors influencing success of clinical genome sequencing across a broad spectrum of disorders.
Nature Genetics, 2015, 47, 717-726. 9.4 310

686 Genome wide expression profiling of p53 regulated miRNAs in neuroblastoma. Scientific Reports, 2015,
5, 9027. 1.6 29

687 Translating Ribosome Affinity Purification (TRAP) Followed by RNA Sequencing Technology (TRAP-SEQ)
for Quantitative Assessment of Plant Translatomes. Methods in Molecular Biology, 2015, 1284, 185-207. 0.4 65

688 Enhancers compete with a long non-coding RNA for regulation of the Kcnq1 domain. Nucleic Acids
Research, 2015, 43, 745-759. 6.5 35

689
Polymorphisms in drug-resistant-related genes shared among drug-resistant and pan-susceptible
strains of sequence type 10, Beijing family of Mycobacterium tuberculosis. International Journal of
Mycobacteriology, 2015, 4, 67-72.

0.3 5

690
Characterization of 26 deletion CNVs reveals the frequent occurrence of micro-mutations within the
breakpoint-flanking regions and frequent repair of double-strand breaks by templated insertions
derived from remote genomic regions. Human Genetics, 2015, 134, 589-603.

1.8 25

691 Polyploidy can drive rapid adaptation in yeast. Nature, 2015, 519, 349-352. 13.7 376

692 Absence of germline mutations in BAP1 in sporadic cases of malignant mesothelioma. Gene, 2015, 563,
103-105. 1.0 27



40

Citation Report

# Article IF Citations

693 Wholeâ€•exome <scp>DNA</scp> sequence analysis of <i>Brca2</i>â€• and <i>Trp53</i>â€•deficient mouse
mammary gland tumours. Journal of Pathology, 2015, 236, 186-200. 2.1 14

694 Big Data in product lifecycle management. International Journal of Advanced Manufacturing
Technology, 2015, 81, 667-684. 1.5 406

695 Identification of Reproduction-Related Gene Polymorphisms Using Whole Transcriptome Sequencing
in the Large White Pig Population. G3: Genes, Genomes, Genetics, 2015, 5, 1351-1360. 0.8 39

696 A novel locus on canine chromosome 13 is associated with cataract in the Australian Shepherd breed
of domestic dog. Mammalian Genome, 2015, 26, 257-263. 1.0 6

697 Indole Glucosinolate Biosynthesis Limits Phenylpropanoid Accumulation in <i>Arabidopsis
thaliana</i>. Plant Cell, 2015, 27, 1529-1546. 3.1 100

698 Spontaneous Dominant Mutations in Chlamydomonas Highlight Ongoing Evolution by Gene
Diversification. Plant Cell, 2015, 27, 984-1001. 3.1 35

699 Inter-laboratory evaluation of SNP-based forensic identification by massively parallel sequencing
using the Ion PGMâ„¢. Forensic Science International: Genetics, 2015, 17, 110-121. 1.6 105

700
New Noncoding Lytic Transcripts Derived from the Epstein-Barr Virus Latency Origin of Replication,
<i>oriP</i> , Are Hyperedited, Bind the Paraspeckle Protein, NONO/p54nrb, and Support Viral Lytic
Transcription. Journal of Virology, 2015, 89, 7120-7132.

1.5 46

701 N6-methyladenosine marks primary microRNAs for processing. Nature, 2015, 519, 482-485. 13.7 1,054

702
Whole-genome sequencing is more powerful than whole-exome sequencing for detecting exome
variants. Proceedings of the National Academy of Sciences of the United States of America, 2015, 112,
5473-5478.

3.3 475

703 Cohort Comparison of Event Sequences with Balanced Integration of Visual Analytics and Statistics. ,
2015, , . 58

704 Sequential de novo centromere formation and inactivation on a chromosomal fragment in maize.
Proceedings of the National Academy of Sciences of the United States of America, 2015, 112, E1263-E1271. 3.3 46

705 Epigenetic regulation of the ELOVL6 gene is associated with a major QTL effect on fatty acid
composition in pigs. Genetics Selection Evolution, 2015, 47, 20. 1.2 35

706 hiCLIP reveals the in vivo atlas of mRNA secondary structures recognized by Staufen 1. Nature, 2015,
519, 491-494. 13.7 248

707 Developmental exposure to 2,3,7,8-tetrachlorodibenzo-p-dioxin alters DNA methyltransferase (dnmt)
expression in zebrafish (Danio rerio). Toxicology and Applied Pharmacology, 2015, 284, 142-151. 1.3 60

708 Noninvasive Prenatal Diagnosis of Duchenne Muscular Dystrophy: Comprehensive Genetic Diagnosis
in Carrier, Proband, and Fetus. Clinical Chemistry, 2015, 61, 829-837. 1.5 42

709 Clinical implementation of integrated whole-genome copy number and mutation profiling for
glioblastoma. Neuro-Oncology, 2015, 17, 1344-1355. 0.6 40

710 Deciphering the RNA landscape by RNAome sequencing. RNA Biology, 2015, 12, 30-42. 1.5 23



41

Citation Report

# Article IF Citations

711 Chromatin analyses of Zymoseptoria tritici : Methods for chromatin immunoprecipitation followed by
high-throughput sequencing (ChIP-seq). Fungal Genetics and Biology, 2015, 79, 63-70. 0.9 35

712
Metatranscriptomic Analysis of Diminutive Thiomargarita-Like Bacteria (â€œCandidatus Thiopilulaâ€• spp.)
from Abyssal Cold Seeps of the Barbados Accretionary Prism. Applied and Environmental
Microbiology, 2015, 81, 3142-3156.

1.4 20

713 Genome sequence comparison of Aspergillus fumigatus strains isolated from patients with pulmonary
aspergilloma and chronic necrotizing pulmonary aspergillosis. Medical Mycology, 2015, 53, 353-360. 0.3 60

714
Genome-wide tests for introgression between cactophilic<i>Drosophila</i>implicate a role of
inversions during speciation. Evolution; International Journal of Organic Evolution, 2015, 69,
1178-1190.

1.1 70

715 Loss-of-Function<i>FANCL</i>Mutations Associate with Severe Fanconi Anemia Overlapping the
VACTERL Association. Human Mutation, 2015, 36, 562-568. 1.1 23

716 A coding-independent function of an alternative Ube3a transcript during neuronal development.
Nature Neuroscience, 2015, 18, 666-673. 7.1 95

717 SAMSVM: A tool for misalignment filtration of SAM-format sequences with support vector machine.
Journal of Bioinformatics and Computational Biology, 2015, 13, 1550025. 0.3 13

718 Precise Identification of Genome-Wide Transcription Start Sites in Bacteria by 5â€²-Rapid Amplification of
cDNA Ends (5â€²-RACE). Methods in Molecular Biology, 2015, 1334, 143-159. 0.4 6

719 Inner Kinetochore Protein Interactions with Regional Centromeres of Fission Yeast. Genetics, 2015,
201, 543-561. 1.2 32

720
Global transcriptional repression: An initial and essential step for <i>Plasmodium</i> sexual
development. Proceedings of the National Academy of Sciences of the United States of America, 2015,
112, 12824-12829.

3.3 101

721 Single-cell RNA-seq reveals changes in cell cycle and differentiation programs upon aging of
hematopoietic stem cells. Genome Research, 2015, 25, 1860-1872. 2.4 614

722 Single nucleotide resolution RNA-seq uncovers new regulatory mechanisms in the opportunistic
pathogen Streptococcus agalactiae. BMC Genomics, 2015, 16, 419. 1.2 53

723 Linked genetic variants on chromosome 10 control ear morphology and body mass among dog breeds.
BMC Genomics, 2015, 16, 474. 1.2 32

724 The impact of chromatin remodelling on cellulase expression in Trichoderma reesei. BMC Genomics,
2015, 16, 588. 1.2 55

725 Genomic landscapes of breast fibroepithelial tumors. Nature Genetics, 2015, 47, 1341-1345. 9.4 167

726 Non-p.V600E BRAF Mutations Are Common Using a More Sensitive and Broad Detection Tool. American
Journal of Clinical Pathology, 2015, 144, 620-628. 0.4 43

727
Global Mapping of Open Chromatin Regulatory Elements by Formaldehyde-Assisted Isolation of
Regulatory Elements Followed by Sequencing (FAIRE-seq). Methods in Molecular Biology, 2015, 1334,
261-272.

0.4 17

729
Targeted multi-gene panel testing for the diagnosis of Bardet Biedl syndrome: Identification of nine
novel mutations across BBS1, BBS2, BBS4, BBS7, BBS9, BBS10 genes. European Journal of Medical
Genetics, 2015, 58, 689-694.

0.7 37



42

Citation Report

# Article IF Citations

730 Proteogenomic Discovery of a Small, Novel Protein in Yeast Reveals a Strategy for the Detection of
Unannotated Short Open Reading Frames. Journal of Proteome Research, 2015, 14, 5038-5047. 1.8 25

731 Genome-wide redistribution of H3K27me3 is linked to genotoxic stress and defective growth.
Proceedings of the National Academy of Sciences of the United States of America, 2015, 112, E6339-48. 3.3 84

732 High-throughput screening identified inherited genetic variations in the EGFR pathway contributing
to skin toxicity of EGFR inhibitors. Pharmacogenomics, 2015, 16, 1605-1619. 0.6 7

733 A novel RET/PTC variant detected in a pediatric patient with papillary thyroid cancer without
ionization history. Human Pathology, 2015, 46, 1962-1969. 1.1 7

734 Comparative genome analysis of Mycoplasma pneumoniae. BMC Genomics, 2015, 16, 610. 1.2 59

735 Identification and functional analysis of olfactory receptor family reveal unusual characteristics of
the olfactory system in the migratory locust. Cellular and Molecular Life Sciences, 2015, 72, 4429-4443. 2.4 107

736 Population genomics of<i>Mycobacterium tuberculosis</i>in the Inuit. Proceedings of the National
Academy of Sciences of the United States of America, 2015, 112, 13609-13614. 3.3 77

737 Identification of quantitative trait loci underlying resistance to southern root-knot and reniform
nematodes in soybean accession PI 567516C. Molecular Breeding, 2015, 35, 131. 1.0 34

738 Germline Heterozygous Variants in SEC23B Are Associated with Cowden Syndrome and Enriched in
Apparently Sporadic Thyroid Cancer. American Journal of Human Genetics, 2015, 97, 661-676. 2.6 76

739 AnABlast: a new<i>in silico</i>strategy for the genome-wide search of novel genes and fossil regions.
DNA Research, 2015, 22, 439-449. 1.5 11

740 Longevity Genes Revealed by Integrative Analysis of Isoform-Specific <i>daf-16/FoxO</i> Mutants of
<i>Caenorhabditis elegans</i>. Genetics, 2015, 201, 613-629. 1.2 63

741 A comparison of genetically matched cell lines reveals the equivalence of human iPSCs and ESCs.
Nature Biotechnology, 2015, 33, 1173-1181. 9.4 235

742 Two contemporaneous mitogenomes from terminal Pleistocene burials in eastern Beringia.
Proceedings of the National Academy of Sciences of the United States of America, 2015, 112, 13833-13838. 3.3 56

743 Visualizing genome and systems biology: technologies, tools, implementation techniques and trends,
past, present and future. GigaScience, 2015, 4, 38. 3.3 84

744 Ubiquitous Promoter-Localization of Essential Virulence Regulators in Francisella tularensis. PLoS
Pathogens, 2015, 11, e1004793. 2.1 25

745
Odintifier - A computational method for identifying insertions of organellar origin from modern and
ancient high-throughput sequencing data based on haplotype phasing. BMC Bioinformatics, 2015, 16,
232.

1.2 7

746 Dynamic transition of transcription and chromatin landscape during fission yeast adaptation to
glucose starvation. Genes To Cells, 2015, 20, 392-407. 0.5 29

747
Differential Effects of Hepatocyte Nuclear Factor 4Î± Isoforms on Tumor Growth and T-Cell Factor
4/AP-1 Interactions in Human Colorectal Cancer Cells. Molecular and Cellular Biology, 2015, 35,
3471-3490.

1.1 57



43

Citation Report

# Article IF Citations

748 Extensive de novo mutation rate variation between individuals and across the genome of
<i>Chlamydomonas reinhardtii</i>. Genome Research, 2015, 25, 1739-1749. 2.4 107

749 Strong spontaneous tumor neoantigen responses induced by a natural human carcinogen.
OncoImmunology, 2015, 4, e1011492. 2.1 26

750 Application of whole genome and RNA sequencing to investigate the genomic landscape of common
variable immunodeficiency disorders. Clinical Immunology, 2015, 160, 301-314. 1.4 100

751 Visualizing Brazilian justice. , 2015, , . 6

752
Identification of<i>in vivo</i>DNA-binding mechanisms of Pax6 and reconstruction of Pax6-dependent
gene regulatory networks during forebrain and lens development. Nucleic Acids Research, 2015, 43,
6827-6846.

6.5 102

753 High-level of viral genomic diversity in cervical cancers: A Brazilian study on human papillomavirus
type 16. Infection, Genetics and Evolution, 2015, 34, 44-51. 1.0 22

754 Human Lymphoid Translocation Fragile Zones Are Hypomethylated and Have Accessible Chromatin.
Molecular and Cellular Biology, 2015, 35, 1209-1222. 1.1 8

755 Identification of point mutations and large intragenic deletions in Fanconi anemia using
nextâ€•generation sequencing technology. Molecular Genetics &amp; Genomic Medicine, 2015, 3, 500-512. 0.6 9

756 Precise Identification of DNA-Binding Proteins Genomic Location by Exonuclease Coupled Chromatin
Immunoprecipitation (ChIP-exo). Methods in Molecular Biology, 2015, 1334, 173-193. 0.4 5

757 Differentiating between monozygotic twins in forensics through next generation mtGenome
sequencing. Forensic Science International: Genetics Supplement Series, 2015, 5, e58-e59. 0.1 7

758
A novel mouse model for ataxia-telangiectasia with a N-terminal mutation displays a behavioral defect
and a low incidence of lymphoma but no increased oxidative burden. Human Molecular Genetics, 2015,
24, 6331-6349.

1.4 16

759 Global analysis of uncapped mRNA changes under drought stress and microRNA-dependent
endonucleolytic cleavages in foxtail millet. BMC Plant Biology, 2015, 15, 241. 1.6 10

760 Exome sequencing of lymphomas from three dog breeds reveals somatic mutation patterns reflecting
genetic background. Genome Research, 2015, 25, 1634-1645. 2.4 96

761 An Updated Collection of Sequence Barcoded Temperature-Sensitive Alleles of Yeast Essential Genes.
G3: Genes, Genomes, Genetics, 2015, 5, 1879-1887. 0.8 38

762 Genomic landscape of adenoid cystic carcinoma of the breast. Journal of Pathology, 2015, 237, 179-189. 2.1 133

763 Identification of a common risk haplotype for canine idiopathic epilepsy in the ADAM23 gene. BMC
Genomics, 2015, 16, 465. 1.2 25

764
Mapping of histone modifications in episomal HBV cccDNA uncovers an unusual chromatin
organization amenable to epigenetic manipulation. Proceedings of the National Academy of Sciences
of the United States of America, 2015, 112, E5715-24.

3.3 191

765 Paenibacilluslarvae-Directed Bacteriophage HB10c2 and Its Application in American
Foulbrood-Affected Honey Bee Larvae. Applied and Environmental Microbiology, 2015, 81, 5411-5419. 1.4 42



44

Citation Report

# Article IF Citations

766 Recessive mutations in POLR1C cause a leukodystrophy by impairing biogenesis of RNA polymerase III.
Nature Communications, 2015, 6, 7623. 5.8 127

767 Analysis of dynamic changes in retinoid-induced transcription and epigenetic profiles of murine
<i>Hox</i> clusters in ES cells. Genome Research, 2015, 25, 1229-1243. 2.4 64

768 Dynamic changes in the transcriptome and methylome of Chlamydomonas reinhardtii throughout its
life cycle. Plant Physiology, 2015, 169, pp.00861.2015. 2.3 51

769 A 3-bp Deletion VK600-1E in the BRAF Gene Detected in a Young Woman with Papillary Thyroid
Carcinoma. Endocrine Pathology, 2015, 26, 309-314. 5.2 1

770 Differentiating between monozygotic twins through next-generation mitochondrial genome
sequencing. Analytical Biochemistry, 2015, 490, 1-6. 1.1 22

771 Integrated tRNA, transcript, and protein profiles in response to steroid hormone signaling. Rna, 2015,
21, 1807-1817. 1.6 7

772 Repression of Esophageal Neoplasia and Inflammatory Signaling by Anti-miR-31 Delivery In Vivo. Journal
of the National Cancer Institute, 2015, 107, djv220. 3.0 35

773 Buying in to bioinformatics: an introduction to commercial sequence analysis software. Briefings in
Bioinformatics, 2015, 16, 700-709. 3.2 36

774 Recurrent AAV2-related insertional mutagenesis in human hepatocellular carcinomas. Nature
Genetics, 2015, 47, 1187-1193. 9.4 387

775 Promoter-specific regulation of PPARGC1A gene expression in human skeletal muscle. Journal of
Molecular Endocrinology, 2015, 55, 159-168. 1.1 18

776 The use of transcriptomic next-generation sequencing data to assemble mitochondrial genomes of
Ancistrus spp. (Loricariidae). Gene, 2015, 573, 171-175. 1.0 16

777 Chlamydomonas Genome Resource for Laboratory Strains Reveals a Mosaic of Sequence Variation,
Identifies True Strain Histories, and Enables Strain-Specific Studies. Plant Cell, 2015, 27, 2335-2352. 3.1 102

778 Integrative analysis of methylome and transcriptome in human blood identifies extensive sex- and
immune cell-specific differentially methylated regions. Epigenetics, 2015, 10, 943-957. 1.3 57

779 Changes in the Common Bean Transcriptome in Response to Secreted and Surface Signal Molecules of
<i>Rhizobium etli</i>. Plant Physiology, 2015, 169, 1356-1370. 2.3 24

780 Novel splice variants of CXCR4 identified by transcriptome sequencing. Biochemical and Biophysical
Research Communications, 2015, 466, 89-94. 1.0 10

781 RIG: Recalibration and Interrelation of Genomic Sequence Data with the GATK. G3: Genes, Genomes,
Genetics, 2015, 5, 655-665. 0.8 75

782 Tracking Distinct RNA Populations Using Efficient and Reversible Covalent Chemistry. Molecular Cell,
2015, 59, 858-866. 4.5 179

783 <i>FGFR2</i>mutation in 46,XY sex reversal with craniosynostosis. Human Molecular Genetics, 2015,
24, 6699-6710. 1.4 44



45

Citation Report

# Article IF Citations

784 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

785 Loss-of-Function Mutations in the WNT Co-receptor LRP6 Cause Autosomal-Dominant Oligodontia.
American Journal of Human Genetics, 2015, 97, 621-626. 2.6 93

786
Autotetraploid rice methylome analysis reveals methylation variation of transposable elements and
their effects on gene expression. Proceedings of the National Academy of Sciences of the United
States of America, 2015, 112, E7022-9.

3.3 137

787 Deciphering H3K4me3 broad domains associated with gene-regulatory networks and conserved
epigenomic landscapes in the human brain. Translational Psychiatry, 2015, 5, e679-e679. 2.4 57

788 An antimicrobial peptide essential for bacterial survival in the nitrogen-fixing symbiosis. Proceedings
of the National Academy of Sciences of the United States of America, 2015, 112, 15238-15243. 3.3 128

789
Genetic alterations in periprosthetic soft-tissue masses from patients with metal-on-metal hip
replacement. Mutation Research - Fundamental and Molecular Mechanisms of Mutagenesis, 2015, 781,
1-6.

0.4 15

790 Job Sharing in the Endomembrane System: Vacuolar Acidification Requires the Combined Activity of
V-ATPase and V-PPase. Plant Cell, 2015, 27, 3383-3396. 3.1 92

791 Asparagine Synthetase Deficiency causes reduced proliferation of cells under conditions of limited
asparagine. Molecular Genetics and Metabolism, 2015, 116, 178-186. 0.5 47

792 Prokaryotic Metatranscriptomics. Springer Protocols, 2015, , 69-98. 0.1 1

793 Dissecting neural differentiation regulatory networks through epigenetic footprinting. Nature, 2015,
518, 355-359. 13.7 172

794 A knockin mouse model of spinocerebellar ataxia type 3 exhibits prominent aggregate pathology and
aberrant splicing of the disease gene transcript. Human Molecular Genetics, 2015, 24, 1211-1224. 1.4 41

795 JAMM: a peak finder for joint analysis of NGS replicates. Bioinformatics, 2015, 31, 48-55. 1.8 57

796 Sequencing the Cancer Methylome. Methods in Molecular Biology, 2015, 1238, 627-651. 0.4 15

797 Abiraterone Treatment in Castration-Resistant Prostate Cancer Selects for Progesterone Responsive
Mutant Androgen Receptors. Clinical Cancer Research, 2015, 21, 1273-1280. 3.2 152

798 SNPlice: variants that modulate Intron retention from RNA-sequencing data. Bioinformatics, 2015, 31,
1191-1198. 1.8 18

799 Deep sequencing analysis of the Kineococcus radiotolerans transcriptome in response to ionizing
radiation. Microbiological Research, 2015, 170, 248-254. 2.5 8

800 Prevalence of Germline Mutations in Cancer Predisposition Genes in Patients With Pancreatic Cancer.
Gastroenterology, 2015, 148, 556-564. 0.6 256

801 Role of TP53 mutations in the origin and evolution of therapy-related acute myeloid leukaemia. Nature,
2015, 518, 552-555. 13.7 685



46

Citation Report

# Article IF Citations

802 Late onset spinal motor neuronopathy is caused by mutation in <scp><i>CHCHD</i></scp><i>10</i>.
Annals of Neurology, 2015, 77, 163-172. 2.8 90

803 LRH-1 controls proliferation in breast tumor cells by regulating CDKN1A gene expression. Oncogene,
2015, 34, 4509-4518. 2.6 51

804 Mechanisms of epigenetic and cell-type specific regulation of Hey target genes in ES cells and
cardiomyocytes. Journal of Molecular and Cellular Cardiology, 2015, 79, 79-88. 0.9 23

805 Evaluation of methods to detect CALR mutations in myeloproliferative neoplasms. Leukemia Research,
2015, 39, 82-87. 0.4 55

806 Bioinformatics for Clinical Next Generation Sequencing. Clinical Chemistry, 2015, 61, 124-135. 1.5 114

807 The Mutational Landscape in Pediatric Acute Lymphoblastic Leukemia Deciphered by Whole Genome
Sequencing. Human Mutation, 2015, 36, 118-128. 1.1 38

808 Methodological aspects of whole-genome bisulfite sequencing analysis. Briefings in Bioinformatics,
2015, 16, 369-379. 3.2 63

809 Nextâ€•generation sequencing improves the diagnosis of thyroid <scp>FNA</scp> specimens with
indeterminate cytology. Histopathology, 2015, 66, 215-224. 1.6 74

810 Biomarkers of glioblastoma multiforme. Metabolism: Clinical and Experimental, 2015, 64, S22-S27. 1.5 36

811 Optimization of the genotypingâ€•byâ€•sequencing strategy for population genomic analysis in conifers.
Molecular Ecology Resources, 2015, 15, 711-722. 2.2 32

813 Amyotrophic lateral sclerosis onset is influenced by the burden of rare variants in known
amyotrophic lateral sclerosis genes. Annals of Neurology, 2015, 77, 100-113. 2.8 171

814
The <i>Populus</i> ARBORKNOX1 homeodomain transcription factor regulates woody growth
through binding to evolutionarily conserved target genes of diverse function. New Phytologist, 2015,
205, 682-694.

3.5 44

815 Methane-fed microbial microcosms show differential community dynamics and pinpoint taxa involved
in communal response. ISME Journal, 2015, 9, 1119-1129. 4.4 118

816 High-Throughput RNA Sequencing-Based Virome Analysis of 50 Lymphoma Cell Lines from the Cancer
Cell Line Encyclopedia Project. Journal of Virology, 2015, 89, 713-729. 1.5 61

817 <i>De novo <scp>WNT5A</scp></i>â€•associated autosomal dominant Robinow syndrome suggests
specificity of genotype and phenotype. Clinical Genetics, 2015, 87, 34-41. 1.0 56

818 Comparative Genomics of Domesticated and Wild Sunflower: Complete Chloroplast and
Mitochondrial Genomes. OnLine Journal of Biological Sciences, 2016, 16, 71-75. 0.2 9

820 Iterative Fragmentation Improves the Detection of ChIP-seq Peaks for Inactive Histone Marks.
Bioinformatics and Biology Insights, 2016, 10, BBI.S40628. 1.0 3

821
Concordant Results of Epidermal Growth Factor Receptor Mutation Detection by Real-Time
Polymerase Chain Reaction and Ion Torrent Technology in Non-Small Cell Lung Cancer. Journal of
Clinical Respiratory Diseases and Care, 2016, 02, .

0.0 2



47

Citation Report

# Article IF Citations

822 Somatic Variants in the Human Lens Epithelium: A Preliminary Assessment. , 2016, 57, 4063. 6

823 Analysis of the Langat Virus Genome in Persistent Infection of an Ixodes scapularis Cell Line. Viruses,
2016, 8, 252. 1.5 6

824
KdmB, a Jumonji Histone H3 Demethylase, Regulates Genome-Wide H3K4 Trimethylation and Is Required
for Normal Induction of Secondary Metabolism in Aspergillus nidulans. PLoS Genetics, 2016, 12,
e1006222.

1.5 68

825 Design and application of a target capture sequencing of exons and conserved non-coding sequences
for the rat. BMC Genomics, 2016, 17, 593. 1.2 12

826 Computational Analysis of Single Nucleotide Polymorphisms Associated with Altered Drug
Responsiveness in Type 2 Diabetes. International Journal of Molecular Sciences, 2016, 17, 1008. 1.8 8

827 Reevaluation of the Retinal Dystrophy Due to Recessive Alleles of <i>RGR</i> With the Discovery of a
Cis-Acting Mutation in <i>CDHR1</i>. , 2016, 57, 4806. 25

828 Systematic identification of Ctr9 regulome in ERÎ±-positive breast cancer. BMC Genomics, 2016, 17, 902. 1.2 8

829 High-specificity detection of rare alleles with Paired-End Low Error Sequencing (PELE-Seq). BMC
Genomics, 2016, 17, 464. 1.2 14

830 Similar Mutation Rates but Highly Diverse Mutation Spectra in Ascomycete and Basidiomycete Yeasts.
Genome Biology and Evolution, 2016, 8, 3815-3821. 1.1 40

831 The complete mitochondrial genome of Corydoras nattereri (Callichthyidae: Corydoradinae).
Neotropical Ichthyology, 2016, 14, . 0.5 11

832 Co-existence of <i>BRAF</i> and <i>NRAS</i> driver mutations in the same melanoma cells results in
heterogeneity of targeted therapy resistance. Oncotarget, 2016, 7, 77163-77174. 0.8 73

833 Genetic heterogeneity in primary and relapsed mantle cell lymphomas: Impact of recurrent
<i>CARD11</i> mutations. Oncotarget, 2016, 7, 38180-38190. 0.8 130

834 Extensive Molecular Analysis Suggested the Strong Genetic Heterogeneity of Idiopathic Chronic
Pancreatitis. Molecular Medicine, 2016, 22, 300-309. 1.9 17

835 Population genomics reveals the origin and asexual evolution of human infective trypanosomes. ELife,
2016, 5, e11473. 2.8 88

836 Integrated epigenomic analyses of enhancer as well as promoter regions in gastric cancer.
Oncotarget, 2016, 7, 25620-25631. 0.8 15

837 Using diverse U.S. beef cattle genomes to identify missense mutations in EPAS1, a gene associated with
pulmonary hypertension. F1000Research, 2016, 5, 2003. 0.8 21

838 Workflow for Genome-Wide Determination of Pre-mRNA Splicing Efficiency from Yeast RNA-seq Data.
BioMed Research International, 2016, 2016, 1-9. 0.9 13

839 Epigenetic Studies Point to DNA Replication/Repair Genes as a Basis for the Heritable Nature of Long
Term Complications in Diabetes. Journal of Diabetes Research, 2016, 2016, 1-10. 1.0 10



48

Citation Report

# Article IF Citations

840 Molecular shifts in limb identity underlie development of feathered feet in two domestic avian
species. ELife, 2016, 5, e12115. 2.8 64

841 Rare frequency of gene variation and survival analysis in thymic epithelial tumors. OncoTargets and
Therapy, 2016, Volume 9, 6337-6342. 1.0 9

842 Mitochondrial genetic diversity, selection and recombination in a canine transmissible cancer. ELife,
2016, 5, . 2.8 49

843 PHF13 is a molecular reader and transcriptional co-regulator of H3K4me2/3. ELife, 2016, 5, . 2.8 22

844 Dissecting the Effect of Genetic Variation on the Hepatic Expression of Drug Disposition Genes across
the Collaborative Cross Mouse Strains. Frontiers in Genetics, 2016, 7, 172. 1.1 12

845 Understanding the Role of the Master Regulator XYR1 in Trichoderma reesei by Global Transcriptional
Analysis. Frontiers in Microbiology, 2016, 7, 175. 1.5 91

846 A Network of Paralogous Stress Response Transcription Factors in the Human Pathogen Candida
glabrata. Frontiers in Microbiology, 2016, 7, 645. 1.5 31

847 Fuerstia marisgermanicae gen. nov., sp. nov., an Unusual Member of the Phylum Planctomycetes from
the German Wadden Sea. Frontiers in Microbiology, 2016, 7, 2079. 1.5 49

848 Characterization of the Olfactory Receptors Expressed in Human Spermatozoa. Frontiers in
Molecular Biosciences, 2015, 2, 73. 1.6 74

849 Determination of Genetic Variations of Toll-Like Receptor (TLR) 2, 4, and 6 with Next-Generation
Sequencing in Native Cattle Breeds of Anatolia and Holstein Friesian. Diversity, 2016, 8, 23. 0.7 12

850 Segregation of Incomplete Achromatopsia and Alopecia Due to PDE6H and LPAR6 Variants in a
Consanguineous Family from Pakistan. Genes, 2016, 7, 41. 1.0 8

851 Global identification of hnRNP A1 binding sites for SSO-based splicing modulation. BMC Biology, 2016,
14, 54. 1.7 62

852 Tumor Evolution in Two Patients with Basal-like Breast Cancer: A Retrospective Genomics Study of
Multiple Metastases. PLoS Medicine, 2016, 13, e1002174. 3.9 86

853 A Comprehensive Genomic Analysis Reveals the Genetic Landscape of Mitochondrial Respiratory Chain
Complex Deficiencies. PLoS Genetics, 2016, 12, e1005679. 1.5 236

854 The Transcriptional Activator KrÃ¼ppel-like Factor-6 Is Required for CNS Myelination. PLoS Biology,
2016, 14, e1002467. 2.6 31

855 CNVkit: Genome-Wide Copy Number Detection and Visualization from Targeted DNA Sequencing. PLoS
Computational Biology, 2016, 12, e1004873. 1.5 1,260

856
Arabidopsis Flower and Embryo Developmental Genes are Repressed in Seedlings by Different
Combinations of Polycomb Group Proteins in Association with Distinct Sets of Cis-regulatory
Elements. PLoS Genetics, 2016, 12, e1005771.

1.5 125

857 Analysis of the Microprocessor in Dictyostelium: The Role of RbdB, a dsRNA Binding Protein. PLoS
Genetics, 2016, 12, e1006057. 1.5 16



49

Citation Report

# Article IF Citations

858 Alternative Splicing within and between Drosophila Species, Sexes, Tissues, and Developmental Stages.
PLoS Genetics, 2016, 12, e1006464. 1.5 53

859
A Genome Wide Comparison to Identify Markers to Differentiate the Sex of Larval Stages of
Schistosoma haematobium, Schistosoma bovis and their Respective Hybrids. PLoS Neglected Tropical
Diseases, 2016, 10, e0005138.

1.3 16

860 Metagenomic Characterisation of the Viral Community of Lough Neagh, the Largest Freshwater Lake in
Ireland. PLoS ONE, 2016, 11, e0150361. 1.1 87

861 Coordinated Evolution of Transcriptional and Post-Transcriptional Regulation for Mitochondrial
Functions in Yeast Strains. PLoS ONE, 2016, 11, e0153523. 1.1 9

862 Lack of Genotype and Phenotype Correlation in a Rice T-DNA Tagged Line Is Likely Caused by
Introgression in the Seed Source. PLoS ONE, 2016, 11, e0155768. 1.1 7

863
De Novo Assembly of Human Herpes Virus Type 1 (HHV-1) Genome, Mining of Non-Canonical Structures
and Detection of Novel Drug-Resistance Mutations Using Short- and Long-Read Next Generation
Sequencing Technologies. PLoS ONE, 2016, 11, e0157600.

1.1 43

864 Characterisation of CDKL5 Transcript Isoforms in Human and Mouse. PLoS ONE, 2016, 11, e0157758. 1.1 53

865 LATS2 Positively Regulates Polycomb Repressive Complex 2. PLoS ONE, 2016, 11, e0158562. 1.1 8

866 Transcriptome Dynamics during Maize Endosperm Development. PLoS ONE, 2016, 11, e0163814. 1.1 26

867 The Epstein-Barr Virus Immunoevasins BCRF1 and BPLF1 Are Expressed by a Mechanism Independent of
the Canonical Late Pre-initiation Complex. PLoS Pathogens, 2016, 12, e1006008. 2.1 29

868 Analyses of Methylomes Derived from Meso-American Common Bean (Phaseolus vulgaris L.) Using
MeDIP-Seq and Whole Genome Sodium Bisulfite-Sequencing. Frontiers in Plant Science, 2016, 7, 447. 1.7 12

869 Bioinformatics Tools in Epigenomics Studies. , 2016, , 73-107. 1

870 Genomic and epigenomic analysis of high-risk prostate cancer reveals changes in hydroxymethylation
and TET1. Oncotarget, 2016, 7, 24326-24338. 0.8 33

871
Analysis of Short Tandem Repeat and Single Nucleotide Polymorphism Loci From Single-Source
Samples Using a Custom HaloPlex Target Enrichment System Panel. American Journal of Forensic
Medicine and Pathology, 2016, 37, 99-107.

0.4 16

872 Profiling genome-wide DNA methylation. Epigenetics and Chromatin, 2016, 9, 26. 1.8 282

873 A comprehensive overview of computational resources to aid in precision genome editing with
engineered nucleases. Briefings in Bioinformatics, 2017, 18, bbw052. 3.2 15

874 Type IV pili promote early biofilm formation by<i>Clostridium difficile</i>. Pathogens and Disease, 2016,
74, ftw061. 0.8 86

875 Species- and Strain-Specific Adaptation of the HSP70 Super Family in Pathogenic Trypanosomatids.
Genome Biology and Evolution, 2016, 8, 1980-1995. 1.1 20



50

Citation Report

# Article IF Citations

876 Frequency and mitotic heritability of epimutations in <i>Schistosoma mansoni</i>. Molecular
Ecology, 2016, 25, 1741-1758. 2.0 19

877 Requirements for Carnitine Shuttle-Mediated Translocation of Mitochondrial Acetyl Moieties to the
Yeast Cytosol. MBio, 2016, 7, . 1.8 19

878 Eye movement disorders are an early manifestation of <i><scp>CACNA</scp>1A</i> mutations in
children. Developmental Medicine and Child Neurology, 2016, 58, 639-644. 1.1 58

879 <i><scp>FN1â€“EGF</scp></i> gene fusions are recurrent in calcifying aponeurotic fibroma. Journal of
Pathology, 2016, 238, 502-507. 2.1 60

880 Genome-Wide Mapping of Binding Sites Reveals Multiple Biological Functions of the Transcription
Factor Cst6p in Saccharomyces cerevisiae. MBio, 2016, 7, . 1.8 22

881 An effective combination of sanger and next generation sequencing in diagnostics of primary ciliary
dyskinesia. Pediatric Pulmonology, 2016, 51, 498-509. 1.0 28

882 Clinical mutational profiling of bone metastases of lung and colon carcinoma and malignant
melanoma using nextâ€•generation sequencing. Cancer Cytopathology, 2016, 124, 744-753. 1.4 31

883 DNA Diagnostics of Hereditary Hearing Loss: A Targeted Resequencing Approach Combined with a
Mutation Classification System. Human Mutation, 2016, 37, 812-819. 1.1 76

884 Wholeâ€•exome sequencing of duodenal adenocarcinoma identifies recurrent Wnt/Î²â€•catenin signaling
pathway mutations. Cancer, 2016, 122, 1689-1696. 2.0 20

885 Studying RNA Homology and Conservation with Infernal: From Single Sequences to RNA Families.
Current Protocols in Bioinformatics, 2016, 54, 12.13.1-12.13.25. 25.8 21

886 Intratumor Heterogeneity of KRAS Mutation Status in Pancreatic Ductal Adenocarcinoma Is
Associated With Smaller Lesions. Pancreas, 2016, 45, 876-881. 0.5 9

887
Identification and qualification of 500 nuclear, singleâ€•copy, orthologous genes for the Eupulmonata
(Gastropoda) using transcriptome sequencing and exon capture. Molecular Ecology Resources, 2016,
16, 1107-1123.

2.2 40

888 Integrated genomic profiling identifies micro<scp>RNA</scp>â€•92a regulation of <scp>IQGAP</scp>2 in
locally advanced rectal cancer. Genes Chromosomes and Cancer, 2016, 55, 311-321. 1.5 9

889 NGS-Based Assay for the Identification of Individuals Carrying Recessive Genetic Mutations in
Reproductive Medicine. Human Mutation, 2016, 37, 516-523. 1.1 43

890 Function, expression, specificity, diversity and incompatibility of actinobacteriophage <i>parABS</i>
systems. Molecular Microbiology, 2016, 101, 625-644. 1.2 29

891
Expression and diversification analysis reveals transposable elements play important roles in the
origin of <scp>L</scp>ycopersiconâ€•specific lnc<scp>RNA</scp>s in tomato. New Phytologist, 2016, 209,
1442-1455.

3.5 87

892
Digital Sorting of Pure Cell Populations Enables Unambiguous Genetic Analysis of Heterogeneous
Formalin-Fixed Paraffin-Embedded Tumors by Next Generation Sequencing. Scientific Reports, 2016, 6,
20944.

1.6 35

893 Transcriptome regulation and chromatin occupancy by E2F3 and MYC in mice. Scientific Data, 2016, 3,
160008. 2.4 8



51

Citation Report

# Article IF Citations

894 Genome-wide recruitment profiling of transcription factor Crz1 in response to high pH stress. BMC
Genomics, 2016, 17, 662. 1.2 25

895 Newborn Screening Quality Assurance Program for CFTR Mutation Detection and Gene Sequencing to
Identify Cystic Fibrosis. FIRE Forum for International Research in Education, 2016, 4, 232640981666135. 0.7 7

896 Biogenesis and Transcriptional Regulation of Long Noncoding RNAs in the Human Immune System.
Journal of Immunology, 2016, 197, 4509-4517. 0.4 39

897 Genomic evolution and chemoresistance in germ-cell tumours. Nature, 2016, 540, 114-118. 13.7 139

898
A potential founder variant in<i>CARMIL2/RLTPR</i>in three Norwegian families with warts,
molluscum contagiosum, and T-cell dysfunction. Molecular Genetics &amp; Genomic Medicine, 2016, 4,
604-616.

0.6 59

899 Linear ubiquitination by <scp>LUBEL</scp> has a role in <i>Drosophila</i> heat stress response. EMBO
Reports, 2016, 17, 1624-1640. 2.0 34

900 Genomic Signatures of Experimental Adaptation to Antimicrobial Peptides in <i>Staphylococcus
aureus</i>. G3: Genes, Genomes, Genetics, 2016, 6, 1535-1539. 0.8 28

901 Variation in KRAS driver substitution distributions between tumor types is determined by both
mutation and natural selection. Scientific Reports, 2016, 6, 21927. 1.6 11

902 Deficiency of the myogenic factor MyoD causes a perinatally lethal fetal akinesia. Journal of Medical
Genetics, 2016, 53, 264-269. 1.5 15

903 Plastid: nucleotide-resolution analysis of next-generation sequencing and genomics data. BMC
Genomics, 2016, 17, 958. 1.2 136

904 Fast and sensitive mapping of nanopore sequencing reads with GraphMap. Nature Communications,
2016, 7, 11307. 5.8 331

905 A developmental transcriptomic analysis of<i>Pax1</i>and<i>Pax9</i>in embryonic intervertebral disc
development. Biology Open, 2017, 6, 187-199. 0.6 49

906 An Inversion Disrupting FAM134B Is Associated with Sensory Neuropathy in the Border Collie Dog
Breed. G3: Genes, Genomes, Genetics, 2016, 6, 2687-2692. 0.8 20

907 Targeted next-generation sequencing helps to decipher the genetic and phenotypic heterogeneity of
hypertrophic cardiomyopathy. International Journal of Molecular Medicine, 2016, 38, 1111-1124. 1.8 20

908 Deciphering the importance of the palindromic architecture of the immunoglobulin heavy-chain 3â€™
regulatory region. Nature Communications, 2016, 7, 10730. 5.8 33

909 Recurrent evolution of host and vector association in bacteria of the Borrelia burgdorferi sensu
lato species complex. BMC Genomics, 2016, 17, 734. 1.2 42

910 Targeted bisulfite sequencing of the dynamic DNA methylome. Epigenetics and Chromatin, 2016, 9, 55. 1.8 18

911 The plastid genome of some eustigmatophyte algae harbours a bacteria-derived six-gene cluster for
biosynthesis of a novel secondary metabolite. Open Biology, 2016, 6, 160249. 1.5 35



52

Citation Report

# Article IF Citations

912 Ischemic Preconditioning Confers Epigenetic Repression of <i>Mtor</i> and Induction of Autophagy
Through G9aâ€•Dependent H3K9 Dimethylation. Journal of the American Heart Association, 2016, 5, . 1.6 32

913 The chemosensory receptors of codling moth Cydia pomonellaâ€“expression in larvae and adults.
Scientific Reports, 2016, 6, 23518. 1.6 57

914 Genome maintenance and bioenergetics of the long-lived hypoxia-tolerant and cancer-resistant blind
mole rat, Spalax: a cross-species analysis of brain transcriptome. Scientific Reports, 2016, 6, 38624. 1.6 25

915 A Metabolic Widget Adjusts the Phosphoenolpyruvate-Dependent Fructose Influx in Pseudomonas
putida. MSystems, 2016, 1, . 1.7 28

916 A whole mitochondria analysis of the Tyrolean Icemanâ€™s leather provides insights into the animal
sources of Copper Age clothing. Scientific Reports, 2016, 6, 31279. 1.6 95

917 Germline compound heterozygous poly-glutamine deletion inUSF3may be involved in predisposition to
heritable and sporadic epithelial thyroid carcinoma. Human Molecular Genetics, 2016, 26, ddw382. 1.4 14

918 MIB2variants altering NOTCH signalling result in left ventricle hypertrabeculation/non-compaction
and are associated with MÃ©nÃ©trier-like gastropathy. Human Molecular Genetics, 2016, 26, ddw365. 1.4 7

919 A Population of Deletion Mutants and an Integrated Mapping and Exome-seq Pipeline for Gene
Discovery in Maize. G3: Genes, Genomes, Genetics, 2016, 6, 2385-2395. 0.8 14

920 Lineage-Specific and Non-specific Cytokine-Sensing Genes Respond Differentially to the Master
Regulator STAT5. Cell Reports, 2016, 17, 3333-3346. 2.9 14

921 RNA sequencing analysis of the developing chicken retina. Scientific Data, 2016, 3, 160117. 2.4 39

922 Slit-Robo GTPase-Activating Protein 2 as a metastasis suppressor in osteosarcoma. Scientific Reports,
2016, 6, 39059. 1.6 32

923 Distinctive features of single nucleotide alterations in induced pluripotent stem cells with different
types of DNA repair deficiency disorders. Scientific Reports, 2016, 6, 26342. 1.6 8

924 Genomic variation and DNA repair associated with soybean transgenesis: a comparison to cultivars
and mutagenized plants. BMC Biotechnology, 2016, 16, 41. 1.7 54

925 Differential transcriptional responses to Ebola and Marburg virus infection in bat and human cells.
Scientific Reports, 2016, 6, 34589. 1.6 47

926 BATCH-GE: Batch analysis of Next-Generation Sequencing data for genome editing assessment.
Scientific Reports, 2016, 6, 30330. 1.6 82

927 Expression and epigenomic landscape of the sex chromosomes in mouse post-meiotic male germ cells.
Epigenetics and Chromatin, 2016, 9, 47. 1.8 30

928 Two novel viruses associated with the Apis mellifera pathogenic mite Varroa destructor. Scientific
Reports, 2016, 6, 37710. 1.6 51

929 Exome sequencing reveals germline gain-of-function <i>EGFR</i> mutation in an adult with
Lhermitteâ€“Duclos disease. Journal of Physical Education and Sports Management, 2016, 2, a001230. 0.5 19



53

Citation Report

# Article IF Citations

930 Suitability of Different Mapping Algorithms for Genome-Wide Polymorphism Scans with Pool-Seq
Data. G3: Genes, Genomes, Genetics, 2016, 6, 3507-3515. 0.8 38

931 Genome Sequence of Prosthecochloris sp. Strain CIB 2401 of the Phylum Chlorobi. Genome
Announcements, 2016, 4, . 0.8 3

932 Replication Errors Made During Oogenesis Lead to Detectable <i>De Novo</i> mtDNA Mutations in
Zebrafish Oocytes with a Low mtDNA Copy Number. Genetics, 2016, 204, 1423-1431. 1.2 11

933 CAP protein superfamily members in Toxocara canis. Parasites and Vectors, 2016, 9, 360. 1.0 6

934 Live single-cell laser tag. Nature Communications, 2016, 7, 11636. 5.8 22

935 Mutations in CACNA2D4 Cause Distinctive Retinal Dysfunction in Humans. Ophthalmology, 2016, 123,
668-671.e2. 2.5 29

936 GNATY: Optimized NGS Variant Calling and Coverage Analysis. Lecture Notes in Computer Science, 2016,
, 446-454. 1.0 0

937 WDR45 mutations in three male patients with West syndrome. Journal of Human Genetics, 2016, 61,
653-661. 1.1 39

938
The Modifier of Transcription 1 (Mot1) ATPase and Spt16 Histone Chaperone Co-regulate Transcription
through Preinitiation Complex Assembly and Nucleosome Organization. Journal of Biological
Chemistry, 2016, 291, 15307-15319.

1.6 33

939 Identification of Regulatory DNA Elements Using Genome-wide Mapping of DNase I Hypersensitive Sites
during Tomato Fruit Development. Molecular Plant, 2016, 9, 1168-1182. 3.9 24

940 Exploring phenotype patterns of breast cancer within somatic mutations: a modicum in the intrinsic
code. Briefings in Bioinformatics, 2017, 18, bbw040. 3.2 2

941 Parallel Evolution inStreptococcus pneumoniaeBiofilms. Genome Biology and Evolution, 2016, 8,
1316-1326. 1.1 8

942 ABO allele-level frequency estimation based on population-scale genotyping by next generation
sequencing. BMC Genomics, 2016, 17, 374. 1.2 52

943 Functional analysis of androgen receptor mutations that confer anti-androgen resistance identified
in circulating cell-free DNA from prostate cancer patients. Genome Biology, 2016, 17, 10. 3.8 165

944 The implications of whole-genome sequencing in the control of tuberculosis. Therapeutic Advances in
Infectious Disease, 2016, 3, 47-62. 1.1 28

945 Association of SNP Haplotypes of HKT Family Genes with Salt Tolerance in Indian Wild Rice Germplasm.
Rice, 2016, 9, 15. 1.7 91

946 Randomized phase II study of axitinib versus physicians best alternative choice of therapy in patients
with recurrent glioblastoma. Journal of Neuro-Oncology, 2016, 128, 147-155. 1.4 40

947 Genetic Load of Loss-of-Function Polymorphic Variants in Great Apes. Genome Biology and Evolution,
2016, 8, 871-877. 1.1 22



54

Citation Report

# Article IF Citations

948 Whole genome semiconductor based sequencing of farmed European sea bass (Dicentrarchus labrax)
Mediterranean genetic stocks using a DNA pooling approach. Marine Genomics, 2016, 28, 63-70. 0.4 11

949 Novel bioinformatic developments for exome sequencing. Human Genetics, 2016, 135, 603-614. 1.8 37

950
Gain of An Auto-regulatory Site Led to Divergence of the Arabidopsis APETALA1 and CAULIFLOWER
Duplicate Genes in the Time, Space and Level of Expression and Regulation of One Paralog by the Other.
Plant Physiology, 2016, 171, pp.00320.2016.

2.3 42

951 Atypical parkinsonism caused by Pro105Leu mutation of prion protein. Neurology: Genetics, 2016, 2, e48. 0.9 12

952 Identification of novel APOB mutations by targeted next-generation sequencing for the molecular
diagnosis of familial hypobetalipoproteinemia. Atherosclerosis, 2016, 250, 52-56. 0.4 17

953 Does Choice Matter? Reference-Based Alignment for Molecular Epidemiology of Tuberculosis. Journal
of Clinical Microbiology, 2016, 54, 1891-1895. 1.8 25

954 Potato tuber expression of Arabidopsis WRINKLED1 increase triacylglycerol and membrane lipids while
affecting central carbohydrate metabolism. Plant Biotechnology Journal, 2016, 14, 1883-1898. 4.1 74

955 FOXA1 defines cancer cell specificity. Science Advances, 2016, 2, e1501473. 4.7 41

956 The CRISPR-associated DNA-cleaving enzyme Cpf1 also processes precursor CRISPR RNA. Nature, 2016,
532, 517-521. 13.7 737

957 Proteogenomics of<i>Candida tropicalis</i>â€”An Opportunistic Pathogen with Importance for Global
Health. OMICS A Journal of Integrative Biology, 2016, 20, 239-247. 1.0 16

958 Comparative analysis of plant immune receptor architectures uncovers host proteins likely targeted
by pathogens. BMC Biology, 2016, 14, 8. 1.7 293

959 Plasmid-Based Materials as Multiplex Quality Controls and Calibrators for Clinical Next-Generation
Sequencing Assays. Journal of Molecular Diagnostics, 2016, 18, 336-349. 1.2 27

960 Modulation of splicing catalysis for therapeutic targeting of leukemia with mutations in genes
encoding spliceosomal proteins. Nature Medicine, 2016, 22, 672-678. 15.2 301

961 Kinesin-5 inhibitor resistance is driven by kinesin-12. Journal of Cell Biology, 2016, 213, 213-227. 2.3 95

962 Carrier Screening is a Deficient Strategy for Determining Sperm Donor Eligibility and Reducing Risk of
Disease in Recipient Children. Genetic Testing and Molecular Biomarkers, 2016, 20, 276-284. 0.3 23

963 A barrier to homologous recombination between sympatric strains of the cooperative soil bacterium
<i>Myxococcus xanthus</i>. ISME Journal, 2016, 10, 2468-2477. 4.4 52

964 Copper-responsive gene expression in the methanotroph Methylosinus trichosporium OB3b.
Metallomics, 2016, 8, 931-940. 1.0 55

965 Metagenomic analysis of rapid gravity sand filter microbial communities suggests novel physiology of
<i>Nitrospira</i> spp.. ISME Journal, 2016, 10, 2569-2581. 4.4 213



55

Citation Report

# Article IF Citations

966 Base-resolution profiling of active DNA demethylation using MAB-seq and caMAB-seq. Nature
Protocols, 2016, 11, 1081-1100. 5.5 30

967 A hot L1 retrotransposon evades somatic repression and initiates human colorectal cancer. Genome
Research, 2016, 26, 745-755. 2.4 233

968 Evaluating Cancer of the Central Nervous System Through Next-Generation Sequencing of
Cerebrospinal Fluid. Journal of Clinical Oncology, 2016, 34, 2404-2415. 0.8 297

969 Setd1a and NURF mediate chromatin dynamics and gene regulation during erythroid lineage
commitment and differentiation. Nucleic Acids Research, 2016, 44, gkw327. 6.5 39

970 Protecting genome integrity during CRISPR immune adaptation. Nature Structural and Molecular
Biology, 2016, 23, 876-883. 3.6 70

971 CRISPRDetect: A flexible algorithm to define CRISPR arrays. BMC Genomics, 2016, 17, 356. 1.2 277

972 The Tbr2 Molecular Network Controls Cortical Neuronal Differentiation Through Complementary
Genetic and Epigenetic Pathways. Cerebral Cortex, 2017, 27, 3378-3396. 1.6 31

973 A Primer on Infectious Disease Bacterial Genomics. Clinical Microbiology Reviews, 2016, 29, 881-913. 5.7 42

974 Genome-wide identification and characterisation of human DNA replication origins by initiation site
sequencing (ini-seq). Nucleic Acids Research, 2016, 44, gkw760. 6.5 86

975 Homeobox genes gain trimethylation of histone H3 lysine 4 in glioblastoma tissue. Bioscience Reports,
2016, 36, . 1.1 4

976 TP53 gene mutation analysis in chronic lymphocytic leukemia by nanopore MinION sequencing.
Diagnostic Pathology, 2016, 11, 96. 0.9 51

977 Dominant <i>KCNA2</i> mutation causes episodic ataxia and pharmacoresponsive epilepsy. Neurology,
2016, 87, 1975-1984. 1.5 71

978 Integrating Open Data on Cancer in Support to Tumor Growth Analysis. Lecture Notes in Computer
Science, 2016, , 49-66. 1.0 12

979 Massively parallel sequencing of 68 insertion/deletion markers identifies novel microhaplotypes for
utility in human identity testing. Forensic Science International: Genetics, 2016, 25, 198-209. 1.6 29

982 CSL protein regulates transcription of genes required to prevent catastrophic mitosis in fission yeast.
Cell Cycle, 2016, 15, 3082-3093. 1.3 13

983 Single-Nucleotide Resolution Mapping of Hepatitis B Virus Promoters in Infected Human Livers and
Hepatocellular Carcinoma. Journal of Virology, 2016, 90, 10811-10822. 1.5 27

984 Comprehensive evaluation of <i>de novo</i> transcriptome assembly programs and their effects on
differential gene expression analysis. Bioinformatics, 2017, 33, 327-333. 1.8 65

985 A unified analytic framework for prioritization of non-coding variants of uncertain significance in
heritable breast and ovarian cancer. BMC Medical Genomics, 2016, 9, 19. 0.7 28



56

Citation Report

# Article IF Citations

986 Targeted next-generation sequencing for TP53, RAS, BRAF, ALK and NF1 mutations in anaplastic thyroid
cancer. Endocrine, 2016, 54, 733-741. 1.1 41

987 Differential cytokine sensitivities of STAT5-dependent enhancers rely onStat5autoregulation. Nucleic
Acids Research, 2016, 44, gkw844. 6.5 21

988 The essential genome of Streptococcus agalactiae. BMC Genomics, 2016, 17, 406. 1.2 41

989 Subpallial Enhancer Transgenic Lines: a Data and Tool Resource to Study Transcriptional Regulation
of GABAergic Cell Fate. Neuron, 2016, 92, 59-74. 3.8 62

990
Allelic barley MLA immune receptors recognize sequence-unrelated avirulence effectors of the
powdery mildew pathogen. Proceedings of the National Academy of Sciences of the United States of
America, 2016, 113, E6486-E6495.

3.3 162

991 Novel small molecules potentiate premature termination codon readthrough by aminoglycosides.
Nucleic Acids Research, 2016, 44, 6583-6598. 6.5 67

992
Exposure to the widely used herbicide atrazine results in deregulation of global tissue-specific RNA
transcription in the third generation and is associated with a global decrease of histone
trimethylation in mice. Nucleic Acids Research, 2016, 44, gkw840.

6.5 47

993 Functional characterization of the Arabidopsis transcription factor bZIP29 reveals its role in leaf and
root development. Journal of Experimental Botany, 2016, 67, 5825-5840. 2.4 78

994 ChIP-seq Data Processing for PcG Proteins and Associated Histone Modifications. Methods in
Molecular Biology, 2016, 1480, 37-53. 0.4 2

995 Exon Junction Complexes Show a Distributional Bias toward Alternatively Spliced mRNAs and against
mRNAs Coding for Ribosomal Proteins. Cell Reports, 2016, 16, 1588-1603. 2.9 65

996 GNA14 Somatic Mutation Causes Congenital and Sporadic Vascular Tumors by MAPK Activation.
American Journal of Human Genetics, 2016, 99, 443-450. 2.6 114

997 GOAT. , 2016, , . 3

998 Haplotype distribution and association of candidate genes with salt tolerance in Indian wild rice
germplasm. Plant Cell Reports, 2016, 35, 2295-2308. 2.8 41

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

1000 Transcriptome sequencing analysis of novel sRNAs of Kineococcus radiotolerans in response to
ionizing radiation. Microbiological Research, 2016, 192, 122-129. 2.5 5

1001 <scp>NTRK3</scp> kinase fusions in Spitz tumours. Journal of Pathology, 2016, 240, 282-290. 2.1 128

1002 Mapping Recombination Initiation Sites Using Chromatin Immunoprecipitation. Methods in Molecular
Biology, 2016, 1429, 177-188. 0.4 2

1003 Different Types of Small RNAs in Protozoa. , 2016, , 177-196. 0



57

Citation Report

# Article IF Citations

1004
<i>FAR-RED ELONGATED HYPOCOTYL3</i> activates <i>SEPALLATA2</i> but inhibits <i>CLAVATA3</i> to
regulate meristem determinacy and maintenance in <i>Arabidopsis</i>. Proceedings of the National
Academy of Sciences of the United States of America, 2016, 113, 9375-9380.

3.3 36

1005 Screening of CD96 and ASXL1 in 11 patients with Opitz C or Bohringâ€“Opitz syndromes. American
Journal of Medical Genetics, Part A, 2016, 170, 24-31. 0.7 13

1006 Nextâ€•generation sequencing identifies novel <i><scp>CACNA</scp>1A</i> gene mutations in episodic
ataxia type 2. Molecular Genetics &amp; Genomic Medicine, 2016, 4, 211-222. 0.6 27

1007
Rapid Molecular Profiling of Myeloproliferative Neoplasms Using Targeted Exon Resequencing of 86
Genes Involved in JAK-STAT Signaling and Epigenetic Regulation. Journal of Molecular Diagnostics,
2016, 18, 707-718.

1.2 18

1008 Comprehensive red blood cell and platelet antigen prediction from whole genome sequencing: proof
of principle. Transfusion, 2016, 56, 743-754. 0.8 81

1009 Disrupted lymphocyte homeostasis in hepatitisâ€•associated acquired aplastic anemia is associated with
short telomeres. American Journal of Hematology, 2016, 91, 243-247. 2.0 11

1010 Utility of nextâ€•generation <scp>RNA</scp>â€•sequencing in identifying chimeric transcription involving
human endogenous retroviruses. Apmis, 2016, 124, 127-139. 0.9 10

1011 Advances, practice, and clinical perspectives in highâ€•throughput sequencing. Oral Diseases, 2016, 22,
353-364. 1.5 11

1012
Acadian variant of Fanconi syndrome is caused by mitochondrial respiratory chain complex I
deficiency due to a non-coding mutation in complex I assembly factor NDUFAF6. Human Molecular
Genetics, 2016, 25, 4062-4079.

1.4 55

1013 Transcription factor PRO1 targets genes encoding conserved components of fungal developmental
signaling pathways. Molecular Microbiology, 2016, 102, 792-809. 1.2 44

1014 RNA2DNAlign: nucleotide resolution allele asymmetries through quantitative assessment of RNA and
DNA paired sequencing data. Nucleic Acids Research, 2016, 44, e161-e161. 6.5 13

1015 A robust (re-)annotation approach to generate unbiased mapping references for RNA-seq-based
analyses of differential expression across closely related species. BMC Genomics, 2016, 17, 392. 1.2 26

1016 Recurrent somatic mutations in POLR2A define a distinct subset of meningiomas. Nature Genetics, 2016,
48, 1253-1259. 9.4 265

1017 Plant Synthetic Promoters. Methods in Molecular Biology, 2016, , . 0.4 3

1018 Cell-Type-Specific Alternative Splicing Governs Cell Fate in the Developing Cerebral Cortex. Cell, 2016,
166, 1147-1162.e15. 13.5 276

1019 RSAT::Plants: Motif Discovery in ChIP-Seq Peaks of Plant Genomes. Methods in Molecular Biology, 2016,
1482, 297-322. 0.4 4

1020 Selecting Hypomethylated Genomic Regions Using MRE-Seq. Methods in Molecular Biology, 2016, 1482,
83-102. 0.4 5

1021 Pentatricopeptide repeat 336 as the candidate gene for paternal sorting of mitochondria (Psm) in
cucumber. Theoretical and Applied Genetics, 2016, 129, 1951-1959. 1.8 8



58

Citation Report

# Article IF Citations

1022 Optimization of CRISPR/Cas9 genome editing to modify abiotic stress responses in plants. Scientific
Reports, 2016, 6, 26685. 1.6 270

1023
Rapid emergence and mechanisms of resistance by U87 glioblastoma cells to doxorubicin in an in vitro
tumor microfluidic ecology. Proceedings of the National Academy of Sciences of the United States of
America, 2016, 113, 14283-14288.

3.3 62

1024 Intronic polyadenylation of PDGFRÎ± in resident stem cells attenuates muscle fibrosis. Nature, 2016, 540,
276-279. 13.7 93

1025 Targeted next generation sequencing identifies novel NOTCH3 gene mutations in CADASIL diagnostics
patients. Human Genomics, 2016, 10, 38. 1.4 21

1026 Gene Expression Profiling in the Hibernating Primate,<i>Cheirogaleus Medius</i>. Genome Biology and
Evolution, 2016, 8, 2413-2426. 1.1 23

1027 Redefining the invertebrate RNA virosphere. Nature, 2016, 540, 539-543. 13.7 1,328

1028 A Comprehensive Characterization of the Function of LincRNAs in Transcriptional Regulation
Through Long-Range Chromatin Interactions. Scientific Reports, 2016, 6, 36572. 1.6 19

1029 Mutations in REEP6 Cause Autosomal-Recessive Retinitis Pigmentosa. American Journal of Human
Genetics, 2016, 99, 1305-1315. 2.6 121

1030 Epigenetic profiles signify cell fate plasticity in unipotent spermatogonial stem and progenitor cells.
Nature Communications, 2016, 7, 11275. 5.8 27

1031 Identification of a haplotype associated with cholesterol deficiency and increased juvenile mortality
in Holstein cattle. Journal of Dairy Science, 2016, 99, 8915-8931. 1.4 33

1032 Histone Deacetylases with Antagonistic Roles in <i>Saccharomyces cerevisiae</i> Heterochromatin
Formation. Genetics, 2016, 204, 177-190. 1.2 18

1033 Fine-tuning of chromatin composition and Polycomb recruitment by two Mi2 homologues during C.
elegans early embryonic development. Epigenetics and Chromatin, 2016, 9, 39. 1.8 7

1034 Adhesion G Protein-Coupled Receptor G1 (ADGRG1/GPR56) and Pancreatic Î²-Cell Function. Journal of
Clinical Endocrinology and Metabolism, 2016, 101, 4637-4645. 1.8 53

1035 Coordinate redeployment of PRC1 proteins suppresses tumor formation during Drosophila
development. Nature Genetics, 2016, 48, 1436-1442. 9.4 70

1036 Fetal brain lesions after subcutaneous inoculation of Zika virus in a pregnant nonhuman primate.
Nature Medicine, 2016, 22, 1256-1259. 15.2 241

1037 Identification of a LargeDNAJB2Deletion in a Family with Spinal Muscular Atrophy and Parkinsonism.
Human Mutation, 2016, 37, 1180-1189. 1.1 36

1038 Phytohormone sensing in the biotrophic fungus <i>Ustilago maydis</i> â€“ the dual role of the
transcription factor Rss1. Molecular Microbiology, 2016, 102, 290-305. 1.2 19

1039 Locus- and cell type-specific epigenetic switching during cellular differentiation in mammals.
Frontiers in Biology, 2016, 11, 311-322. 0.7 6



59

Citation Report

# Article IF Citations

1040 Relative contributions of the structural and catalytic roles of Rrp6 in exosomal degradation of
individual mRNAs. Rna, 2016, 22, 1311-1319. 1.6 11

1041 Transcriptional analysis and adaptive evolution of Escherichia coli strains growing on acetate.
Applied Microbiology and Biotechnology, 2016, 100, 7777-7785. 1.7 38

1043 Integrative Analysis of Histone ChIPâ€•seq and RNAâ€•seq Data. Current Protocols in Human Genetics, 2016,
90, 20.3.1-20.3.16. 3.5 3

1044 Direct estimate of the rate of germline mutation in a bird. Genome Research, 2016, 26, 1211-1218. 2.4 190

1045 A large deletion in RPGR causes XLPRA in Weimaraner dogs. Canine Genetics and Epidemiology, 2016, 3, 7. 2.9 18

1046
Genome-Wide Chromatin Immunoprecipitation Sequencing Analysis of the <i>Penicillium
chrysogenum</i> Velvet Protein PcVelA Identifies Methyltransferase PcLlmA as a Novel Downstream
Regulator of Fungal Development. MSphere, 2016, 1, .

1.3 9

1047 Optimized p53 immunohistochemistry is an accurate predictor of <i>TP53</i> mutation in ovarian
carcinoma. Journal of Pathology: Clinical Research, 2016, 2, 247-258. 1.3 280

1048 Impact of mutational profiles on response of primary oestrogen receptor-positive breast cancers to
oestrogen deprivation. Nature Communications, 2016, 7, 13294. 5.8 34

1049 Hybridization-Based Enrichment and Next Generation Sequencing to Explore Genetic Diversity in
Plants. , 2016, , 117-136. 2

1050 Systematic comparison of monoclonal versus polyclonal antibodies for mapping histone
modifications by ChIP-seq. Epigenetics and Chromatin, 2016, 9, 49. 1.8 25

1051 Developmentally programmed germ cell remodelling by endodermal cell cannibalism. Nature Cell
Biology, 2016, 18, 1302-1310. 4.6 56

1052
Spatio-temporal mutation profiles of case-matched colorectal carcinomas and their metastases reveal
unique de novo mutations in metachronous lung metastases by targeted next generation sequencing.
Molecular Cancer, 2016, 15, 63.

7.9 40

1053 The state of play in higher eukaryote gene annotation. Nature Reviews Genetics, 2016, 17, 758-772. 7.7 74

1054 Computational pan-genomics: status, promises and challenges. Briefings in Bioinformatics, 2018, 19,
bbw089. 3.2 207

1055
Identification of Complete Repertoire of<i>Apis florea</i>Odorant Receptors Reveals Complex
Orthologous Relationships with<i>Apis mellifera</i>. Genome Biology and Evolution, 2016, 8,
2879-2895.

1.1 37

1056 Endoglin integrates BMP and Wnt signalling to induce haematopoiesis through JDP2. Nature
Communications, 2016, 7, 13101. 5.8 18

1057 Deleterious coding variants in multi-case families with non-syndromic cleft lip and/or palate
phenotypes. Scientific Reports, 2016, 6, 30457. 1.6 19

1058 Differential expression of lncRNAs during the HIV replication cycle: an underestimated layer in the
HIV-host interplay. Scientific Reports, 2016, 6, 36111. 1.6 28



60

Citation Report

# Article IF Citations

1059
Stable <i>Caenorhabditis elegans</i> chromatin domains separate broadly expressed and
developmentally regulated genes. Proceedings of the National Academy of Sciences of the United
States of America, 2016, 113, E7020-E7029.

3.3 73

1060 Modeling neurological diseases with induced pluripotent cells reprogrammed from immortalized
lymphoblastoid cell lines. Molecular Brain, 2016, 9, 88. 1.3 21

1061 An H4K16 histone acetyltransferase mediates decondensation of the X chromosome in C. elegans
males. Epigenetics and Chromatin, 2016, 9, 44. 1.8 16

1062 Genomic characterization of the Atlantic cod sex-locus. Scientific Reports, 2016, 6, 31235. 1.6 34

1063 Dynamics of Mathematical Models in Biology. , 2016, , . 1

1064 Investigation of rare and low-frequency variants using high-throughput sequencing with pooled DNA
samples. Scientific Reports, 2016, 6, 33256. 1.6 13

1065 FocalScan: Scanning for altered genes in cancer based on coordinated DNA and RNA change. Nucleic
Acids Research, 2016, 44, gkw674. 6.5 3

1066 NGS for Sequence Variants. Advances in Experimental Medicine and Biology, 2016, 939, 1-20. 0.8 2

1067 Genome-wide analysis of alternative splicing during human heart development. Scientific Reports,
2016, 6, 35520. 1.6 29

1068 Assessment of the latest NGS enrichment capture methods in clinical context. Scientific Reports, 2016,
6, 20948. 1.6 76

1069 Genomic resources for wild populations of the house mouse, Mus musculus and its close relative
Mus spretus. Scientific Data, 2016, 3, 160075. 2.4 125

1070 OncoMiner: A Pipeline for Bioinformatics Analysis of Exonic Sequence Variants in Cancer. , 2016, ,
373-396. 2

1071 A Bioinformatics Approach for Understanding Genotypeâ€“Phenotype Correlation in Breast Cancer. ,
2016, , 397-428. 1

1072 Next generation sequencing identifies abnormal Y chromosome and candidate causal variants in
premature ovarian failure patients. Genomics, 2016, 108, 209-215. 1.3 12

1073 Rapid identification of causal mutations in tomato EMS populations via mapping-by-sequencing. Nature
Protocols, 2016, 11, 2401-2418. 5.5 62

1074 Epistasis and destabilizing mutations shape gene expression variability in humans via distinct modes of
action. Human Molecular Genetics, 2016, 25, ddw314. 1.4 5

1075 DISMISS: detection of stranded methylation in MeDIP-Seq data. BMC Bioinformatics, 2016, 17, 295. 1.2 16

1076 Integrative epigenomic analysis reveals unique epigenetic signatures involved in unipotency of mouse
female germline stem cells. Genome Biology, 2016, 17, 162. 3.8 61



61

Citation Report

# Article IF Citations

1077 <b>Methods for analyzing next-generation sequencing data VIII. Post-assembly analysis</b>. Japanese
Journal of Lactic Acid Bacteria, 2016, 27, 187-195. 0.1 0

1078 Investigation of Viral and Host Chromatin by ChIPâ€•PCR or ChIPâ€•Seq Analysis. Current Protocols in
Microbiology, 2016, 40, 1E.10.1-1E.10.21. 6.5 9

1079
Third Chromosome Balancer Inversions Disrupt Protein-Coding Genes and Influence Distal
Recombination Events in<i>Drosophila melanogaster</i>. G3: Genes, Genomes, Genetics, 2016, 6,
1959-1967.

0.8 32

1080 Complete Genome Sequence of Edwardsiella piscicida Isolate S11-285 Recovered from Channel Catfish () Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 622 Td (Ictalurus punctatus ) in Mississippi, USA. Genome Announcements, 2016, 4, .0.8 20

1081 Mutation tendency of mutator Plasmodium berghei with proofreading-deficient DNA polymerase Î´.
Scientific Reports, 2016, 6, 36971. 1.6 11

1082 DNA methylation profiling of primary neuroblastoma tumors using methyl-CpG-binding domain
sequencing. Scientific Data, 2016, 3, 160004. 2.4 11

1083 Genomic amplification of the caprine EDNRA locus might lead to a dose dependent loss of
pigmentation. Scientific Reports, 2016, 6, 28438. 1.6 41

1084 HANDS2: accurate assignment of homoeallelic base-identity in allopolyploids despite missing data.
Scientific Reports, 2016, 6, 29234. 1.6 6

1085
Mutation rate analysis via parentâ€“progeny sequencing of the perennial peach. I. A low rate in woody
perennials and a higher mutagenicity in hybrids. Proceedings of the Royal Society B: Biological
Sciences, 2016, 283, 20161016.

1.2 64

1086 Identification and quantification of novel RNA isoforms in horn cancer of Bos indicus by
comprehensive RNA-Seq. 3 Biotech, 2016, 6, 259. 1.1 3

1087 Host-induced aneuploidy and phenotypic diversification in the Sudden Oak Death pathogen
Phytophthora ramorum. BMC Genomics, 2016, 17, 385. 1.2 55

1088 Gigwaâ€”Genotype investigator for genome-wide analyses. GigaScience, 2016, 5, 25. 3.3 20

1089 Chromoanasynthetic Genomic Rearrangement Identified in a <i>N</i>-Ethyl-<i>N</i>-Nitrosourea (ENU)
Mutagenesis Screen in <i>Caenorhabditis elegans</i>. G3: Genes, Genomes, Genetics, 2016, 6, 351-356. 0.8 15

1090 Common and rare<i>CARD14</i>gene variants affect the antitumour necrosis factor response among
patients with psoriasis. British Journal of Dermatology, 2016, 175, 134-141. 1.4 27

1091
The transcriptomic response of the coral <i>Acropora digitifera</i> to a competent
<i>Symbiodinium</i> strain: the symbiosome as an arrested early phagosome. Molecular Ecology, 2016,
25, 3127-3141.

2.0 88

1092 A response regulator promotes <i>Francisella tularensis</i> intramacrophage growth by repressing
an antiâ€•virulence factor. Molecular Microbiology, 2016, 101, 688-700. 1.2 20

1093 Identification of interleukin genes in Pogona vitticeps using a de novo transcriptome assembly from
RNA-seq data. Immunogenetics, 2016, 68, 719-731. 1.2 3

1094 NMFP: a non-negative matrix factorization based preselection method to increase accuracy of
identifying mRNA isoforms from RNA-seq data. BMC Genomics, 2016, 17, 11. 1.2 10



62

Citation Report

# Article IF Citations

1095 Role of molecular testing in the multidisciplinary diagnostic approach of ichthyosis. Orphanet
Journal of Rare Diseases, 2016, 11, 4. 1.2 21

1096 Transcriptome Profiling Strategies. , 2016, , 69-104. 0

1097 Differential mRNA Alternative Splicing. , 2016, , 105-119. 4

1098 Next-generation sequencing-based detection of germline L1-mediated transductions. BMC Genomics,
2016, 17, 342. 1.2 7

1099 Primary cancer cell culture: mammary-optimized vs conditional reprogramming. Endocrine-Related
Cancer, 2016, 23, 535-554. 1.6 16

1100 Integrated genome browser: visual analytics platform for genomics. Bioinformatics, 2016, 32,
2089-2095. 1.8 347

1101 The Evolution of COP9 Signalosome in Unicellular and Multicellular Organisms. Genome Biology and
Evolution, 2016, 8, 1279-1289. 1.1 26

1102 De Novo Genes Arise at a Slow but Steady Rate along the Primate Lineage and Have Been Subject to
Incomplete Lineage Sorting. Genome Biology and Evolution, 2016, 8, 1222-1232. 1.1 45

1103 Recurrent cis-SAGe chimeric RNA, D2HGDH-GAL3ST2, in prostate cancer. Cancer Letters, 2016, 380, 39-46. 3.2 38

1104 Phorbol ester-mediated re-expression of endogenous LAT adapter in J.CaM2 cells: a model for
dissecting drivers and blockers of LAT transcription. Genes and Immunity, 2016, 17, 313-320. 2.2 4

1105 A novel algorithm for calling mRNA m 6 A peaks by modeling biological variances in MeRIP-seq data.
Bioinformatics, 2016, 32, i378-i385. 1.8 81

1106
Unusual Presentation of an Adenocarcinoma of the Lung Metastasizing to the Mandible, Including
Molecular Analysis and a Review of the Literature. Journal of Oral and Maxillofacial Surgery, 2016, 74,
2007.e1-2007.e8.

0.5 8

1107
Implementation of next generation sequencing in clinical molecular diagnostic laboratories:
advantages, challenges and potential. Expert Review of Precision Medicine and Drug Development,
2016, 1, 109-120.

0.4 25

1108 A novel enrichment strategy reveals unprecedented number of novel transcription start sites at
single base resolution in a model prokaryote and the gut microbiome. BMC Genomics, 2016, 17, 199. 1.2 127

1109 The complete nucleotide sequence and genomic characterization of tropical soda apple mosaic virus.
Archives of Virology, 2016, 161, 2317-2320. 0.9 6

1110 Variants within the SP110 nuclear body protein modify risk of canine degenerative myelopathy.
Proceedings of the National Academy of Sciences of the United States of America, 2016, 113, E3091-100. 3.3 32

1111 Chemical genetic discovery of PARP targets reveals a role for PARP-1 in transcription elongation.
Science, 2016, 353, 45-50. 6.0 302

1112 Test Feasibility of Next-Generation Sequencing Assays in Clinical Mutation Detection of Small Biopsy
and Fine Needle Aspiration Specimens. American Journal of Clinical Pathology, 2016, 145, 696-702. 0.4 22



63

Citation Report

# Article IF Citations

1113 Effects of the Ion PGMâ„¢ Hi-Qâ„¢ sequencing chemistry on sequence data quality. International Journal
of Legal Medicine, 2016, 130, 1169-1180. 1.2 28

1114 Inter-laboratory evaluation of the EUROFORGEN Global ancestry-informative SNP panel by massively
parallel sequencing using the Ion PGMâ„¢. Forensic Science International: Genetics, 2016, 23, 178-189. 1.6 65

1115 Identification of CELF1 RNA targets by CLIP-seq in human HeLa cells. Genomics Data, 2016, 8, 97-103. 1.3 20

1116 CRISPR/Cas9 genome editing of rubber producing dandelion Taraxacum kok-saghyz using
Agrobacterium rhizogenes without selection. Industrial Crops and Products, 2016, 89, 356-362. 2.5 76

1117 North Carolina Macular Dystrophy Is Caused by Dysregulation of the Retinal Transcription Factor
PRDM13. Ophthalmology, 2016, 123, 9-18. 2.5 105

1118 Detection and visualization of differential splicing in RNA-Seq data with JunctionSeq. Nucleic Acids
Research, 2016, 44, gkw501. 6.5 126

1119 Frequent variations in cancer-related genes may play prognostic role in treatment of patients with
chronic myeloid leukemia. BMC Genetics, 2016, 17, 14. 2.7 12

1120 Microdissection of lampbrush chromosomes as an approach for generation of locus-specific
FISH-probes and samples for high-throughput sequencing. BMC Genomics, 2016, 17, 126. 1.2 22

1121 Genome-wide polymorphism and signatures of selection in the symbiotic sea anemone Aiptasia. BMC
Genomics, 2016, 17, 160. 1.2 22

1122 Comparative transcriptomics and proteomics of three different aphid species identifies core and
diverse effector sets. BMC Genomics, 2016, 17, 172. 1.2 92

1123 Identification of mRNA isoform switching in breast cancer. BMC Genomics, 2016, 17, 181. 1.2 27

1124 Reconstruction of the insulin-like signalling pathway of Haemonchus contortus. Parasites and
Vectors, 2016, 9, 64. 1.0 12

1125 pVAC-Seq: A genome-guided in silico approach to identifying tumor neoantigens. Genome Medicine,
2016, 8, 11. 3.6 350

1126 Clinical Validation of Chemotherapy Response Biomarker<i>ERCC2</i>in Muscle-Invasive Urothelial
Bladder Carcinoma. JAMA Oncology, 2016, 2, 1094. 3.4 205

1127 Haplotype diversity in mitochondrial genome in a Chinese Han population. Journal of Human Genetics,
2016, 61, 903-906. 1.1 6

1128 Exome sequencing reveals a nebulin nonsense mutation in a dog model of nemaline myopathy.
Mammalian Genome, 2016, 27, 495-502. 1.0 14

1129 Pooled Enrichment Sequencing Identifies Diversity and Evolutionary Pressures at NLR Resistance
Genes within a Wild Tomato Population. Genome Biology and Evolution, 2016, 8, 1501-1515. 1.1 47

1130 Novel modes of RNA editing in mitochondria. Nucleic Acids Research, 2016, 44, 4907-4919. 6.5 49



64

Citation Report

# Article IF Citations

1131
Molecular Evolution of a<i>Klebsiella pneumoniae</i>ST278 Isolate
Harboring<i>bla</i><sub>NDM-7</sub>and Involved in Nosocomial Transmission. Journal of Infectious
Diseases, 2016, 214, 798-806.

1.9 27

1132 NEAT: a framework for building fully automated NGS pipelines and analyses. BMC Bioinformatics, 2016,
17, 53. 1.2 13

1133 Survey of cryptic unstable transcripts in yeast. BMC Genomics, 2016, 17, 305. 1.2 13

1134 Enhanced diagnostic yield in Meckel-Gruber and Joubert syndrome through exome sequencing
supplemented with split-read mapping. BMC Medical Genetics, 2016, 17, 1. 2.1 67

1135 Somatic mutation profiling of follicular thyroid cancer by next generation sequencing. Molecular
and Cellular Endocrinology, 2016, 433, 130-137. 1.6 36

1136 Characterization of the first cultured representative of <i>Verrucomicrobia</i> subdivision 5
indicates the proposal of a novel phylum. ISME Journal, 2016, 10, 2801-2816. 4.4 173

1137 Malignant pheochromocytomas/paragangliomas harbor mutations in transport and cell adhesion
genes. International Journal of Cancer, 2016, 138, 2201-2211. 2.3 24

1138
The <i>transformer</i> genes in the fig wasp <scp><i>C</i></scp><i>eratosolen solmsi</i> provide
new evidence for duplications independent of complementary sex determination. Insect Molecular
Biology, 2016, 25, 191-201.

1.0 7

1139
Selection against recombinant hybrids maintains reproductive isolation in hybridizing <i>Populus</i>
species despite F<sub>1</sub> fertility and recurrent gene flow. Molecular Ecology, 2016, 25,
2482-2498.

2.0 95

1140 Highâ€•resolution analysis of the <i>m</i>â€•xylene/toluene biodegradation subtranscriptome of
<scp><i>P</i></scp><i>seudomonas putida</i> mtâ€•2. Environmental Microbiology, 2016, 18, 3327-3341. 1.8 18

1141 Genomeâ€•wide mapping of transcription start sites yields novel insights into the primary transcriptome
of <i>Pseudomonas putida</i>. Environmental Microbiology, 2016, 18, 3466-3481. 1.8 22

1142 The exercise-regulated myokine chitinase-3-like protein 1 stimulates human myocyte proliferation. Acta
Physiologica, 2016, 216, 330-345. 1.8 35

1143
Pathotypic and Sequence Characterization of Newcastle Disease Viruses from Vaccinated Chickens
Reveals Circulation of Genotype II, IV and XIII and in India. Transboundary and Emerging Diseases, 2016,
63, 523-539.

1.3 24

1144 Analysis of circulating tumour DNA to monitor disease burden following colorectal cancer surgery.
Gut, 2016, 65, 625-634. 6.1 381

1145 Metagenomic resolution of microbial functions in deep-sea hydrothermal plumes across the Eastern
Lau Spreading Center. ISME Journal, 2016, 10, 225-239. 4.4 115

1146 Robust and exact structural variation detection with paired-end and soft-clipped alignments: SoftSV
compared with eight algorithms. Briefings in Bioinformatics, 2016, 17, 51-62. 3.2 44

1147 Activating ERBB2/HER2 mutations indicate susceptibility to pan-HER inhibitors in Lynch and Lynch-like
colorectal cancer. Gut, 2016, 65, 1296-1305. 6.1 65

1148 Transcriptome analysis of the euryhaline alga, <i>Prymnesium parvum</i> (Prymnesiophyceae): effects
of salinity on differential gene expression. Phycologia, 2016, 55, 33-44. 0.6 17



65

Citation Report

# Article IF Citations

1149 Genome-wide quantification of 5â€²-phosphorylated mRNA degradation intermediates for analysis of
ribosome dynamics. Nature Protocols, 2016, 11, 359-376. 5.5 45

1150 De novo comparative transcriptome analysis provides new insights into sucrose induced somatic
embryogenesis in camphor tree (Cinnamomum camphora L.). BMC Genomics, 2016, 17, 26. 1.2 58

1151 Identification of novel alternative splice variants of the BCL2L12 gene in human cancer cells using
next-generation sequencing methodology. Cancer Letters, 2016, 373, 119-129. 3.2 26

1152 RNA-seq of human reference RNA samples using a thermostable group II intron reverse transcriptase.
Rna, 2016, 22, 597-613. 1.6 80

1153 Whole-Genome Sequencing of a Canine Family Trio Reveals a <i>FAM83G</i> Variant Associated with
Hereditary Footpad Hyperkeratosis. G3: Genes, Genomes, Genetics, 2016, 6, 521-527. 0.8 19

1154
Mutation Profiling of Usual Ductal Hyperplasia ofÂ the Breast Reveals Activating Mutations
Predominantly at Different Levels of the PI3K/AKT/mTOR Pathway. American Journal of Pathology, 2016,
186, 15-23.

1.9 20

1155
Repression of p53-target gene Bbc3/PUMA by MYSM1 is essential for the survival of hematopoietic
multipotent progenitors and contributes to stem cell maintenance. Cell Death and Differentiation,
2016, 23, 759-775.

5.0 48

1156 ORegAnno 3.0: a community-driven resource for curated regulatory annotation. Nucleic Acids
Research, 2016, 44, D126-D132. 6.5 142

1157 EHMT2 directs DNA methylation for efficient gene silencing in mouse embryos. Genome Research, 2016,
26, 192-202. 2.4 60

1158 Genetic Effect of Chemotherapy Exposure in Children of Testicular Cancer Survivors. Clinical Cancer
Research, 2016, 22, 2183-2189. 3.2 15

1159 Dicer-independent RNA-directed DNA methylation in Arabidopsis. Cell Research, 2016, 26, 66-82. 5.7 95

1160
Analytical Validation and Application of a Targeted Next-Generation Sequencing Mutation-Detection
Assay for Use in Treatment Assignment in the NCI-MPACT Trial. Journal of Molecular Diagnostics, 2016,
18, 51-67.

1.2 42

1161 Recurrent Fusions in <i>MYB</i> and <i>MYBL1</i> Define a Common, Transcription Factorâ€“Driven
Oncogenic Pathway in Salivary Gland Adenoid Cystic Carcinoma. Cancer Discovery, 2016, 6, 176-187. 7.7 179

1162 PGx: Putting Peptides to BED. Journal of Proteome Research, 2016, 15, 795-799. 1.8 20

1163 Long noncoding RNAs in T lymphocytes. Journal of Leukocyte Biology, 2016, 99, 31-44. 1.5 31

1164 Next-Generation mRNA Sequencing Reveals Pyroptosis-Induced CD4 <sup>+</sup> T Cell Death in Early
Simian Immunodeficiency Virus-Infected Lymphoid Tissues. Journal of Virology, 2016, 90, 1080-1087. 1.5 18

1165 KLF4 is downregulated but not mutated during human esophageal squamous cell carcinogenesis and
has tumor stage-specific functions. Cancer Biology and Therapy, 2016, 17, 422-429. 1.5 21

1166 MISIS-2: A bioinformatics tool for in-depth analysis of small RNAs and representation of consensus
master genome in viral quasispecies. Journal of Virological Methods, 2016, 233, 37-40. 1.0 41



66

Citation Report

# Article IF Citations

1167 The macrophage IRF8/IRF1 regulome is required for protection against infections and is associated
with chronic inflammation. Journal of Experimental Medicine, 2016, 213, 585-603. 4.2 194

1168 Overview of Sequence Data Formats. Methods in Molecular Biology, 2016, 1418, 3-17. 0.4 30

1169 caOmicsV: an R package for visualizing multidimensional cancer genomic data. BMC Bioinformatics,
2016, 17, 141. 1.2 4

1170 A transposable element insertion in <i><scp>APOB</scp></i> causes cholesterol deficiency in Holstein
cattle. Animal Genetics, 2016, 47, 253-257. 0.6 59

1171 Genome-wide association study identifies multiple susceptibility loci for craniofacial microsomia.
Nature Communications, 2016, 7, 10605. 5.8 40

1172 New mutations in DYNC2H1 and WDR60 genes revealed by whole-exome sequencing in two unrelated
Sardinian families with Jeune asphyxiating thoracic dystrophy. Clinica Chimica Acta, 2016, 455, 172-180. 0.5 18

1173 Integrated analysis in bi-parental and natural populations reveals CsCLAVATA3 (CsCLV3) underlying
carpel number variations in cucumber. Theoretical and Applied Genetics, 2016, 129, 1007-1022. 1.8 43

1174 Quantitative and qualitative transcriptome analysis of four industrial strains of Claviceps purpurea
with respect to ergot alkaloid production. New Biotechnology, 2016, 33, 743-754. 2.4 6

1175 JAK-STAT and G-protein-coupled receptor signaling pathways are frequently altered in epitheliotropic
intestinal T-cell lymphoma. Leukemia, 2016, 30, 1311-1319. 3.3 130

1176 Antisocial <i>luxO</i> Mutants Provide a Stationary-Phase Survival Advantage in Vibrio fischeri ES114.
Journal of Bacteriology, 2016, 198, 673-687. 1.0 24

1177 Structural variation detection using next-generation sequencing data. Methods, 2016, 102, 36-49. 1.9 129

1178 A survey of best practices for RNA-seq data analysis. Genome Biology, 2016, 17, 13. 3.8 1,898

1179 How are they different? A quantitative domain comparison of information visualization and data
visualization (2000â€“2014). Scientometrics, 2016, 107, 123-165. 1.6 37

1180 An oncogenic MYB feedback loop drives alternate cell fates in adenoid cystic carcinoma. Nature
Genetics, 2016, 48, 265-272. 9.4 216

1181 NeuN+ neuronal nuclei in non-human primate prefrontal cortex and subcortical white matter after
clozapine exposure. Schizophrenia Research, 2016, 170, 235-244. 1.1 20

1182 Identification of Factors Affecting the Success of Next-Generation Sequencing Testing in Solid
Tumors. American Journal of Clinical Pathology, 2016, 145, 222-237. 0.4 91

1183 Massively parallel sequencing of 17 commonly used forensic autosomal STRs and amelogenin with
small amplicons. Forensic Science International: Genetics, 2016, 22, 1-7. 1.6 53

1184 Mutational Landscape of Aggressive Prostate Tumors in African American Men. Cancer Research, 2016,
76, 1860-1868. 0.4 61



67

Citation Report

# Article IF Citations

1185
Whole-Genome Analysis of Individual Meiotic Events in <i>Drosophila melanogaster</i> Reveals That
Noncrossover Gene Conversions Are Insensitive to Interference and the Centromere Effect. Genetics,
2016, 203, 159-171.

1.2 84

1186 chromPlot: visualization of genomic data in chromosomal context. Bioinformatics, 2016, 32, 2366-2368. 1.8 45

1187 p73 Is Required for Multiciliogenesis and Regulates the Foxj1-Associated Gene Network. Cell Reports,
2016, 14, 2289-2300. 2.9 120

1188 Whole-Exome Sequencing and Whole-Genome Sequencing in Critically Ill Neonates Suspected to Have
Single-Gene Disorders. Cold Spring Harbor Perspectives in Medicine, 2016, 6, a023168. 2.9 83

1189 Analysis of hepatitis C NS5A resistance associated polymorphisms using ultra deep single molecule
real time (SMRT) sequencing. Antiviral Research, 2016, 126, 81-89. 1.9 17

1190 Infection by Herpes Simplex Virus 1 Causes Near-Complete Loss of RNA Polymerase II Occupancy on the
Host Cell Genome. Journal of Virology, 2016, 90, 2503-2513. 1.5 46

1191 Targeted next-generation sequencing panel (GlioSeq) provides comprehensive genetic profiling of
central nervous system tumors. Neuro-Oncology, 2016, 18, 379-387. 0.6 101

1192 Unique cistrome defined as CsMBE is strictly required for Nrf2-sMaf heterodimer function in
cytoprotection. Free Radical Biology and Medicine, 2016, 91, 45-57. 1.3 55

1193 The Antisense Transcriptome and the Human Brain. Journal of Molecular Neuroscience, 2016, 58, 1-15. 1.1 12

1194 Identification of an Immunogenic Subset of Metastatic Uveal Melanoma. Clinical Cancer Research,
2016, 22, 2237-2249. 3.2 71

1195 Analysis of Genotyping-by-Sequencing (GBS) Data. Methods in Molecular Biology, 2016, 1374, 269-284. 0.4 6

1196 RNA sequencing of <i>Sleeping Beauty</i> transposon-induced tumors detects transposon-RNA
fusions in forward genetic cancer screens. Genome Research, 2016, 26, 119-129. 2.4 28

1197 The Interleaved Genome. Trends in Genetics, 2016, 32, 57-71. 2.9 45

1198 Proteorhodopsin light-enhanced growth linked to vitamin-B1 acquisition in marine Flavobacteria.
ISME Journal, 2016, 10, 1102-1112. 4.4 58

1199 Defective Store-Operated Calcium Entry Causes Partial Nephrogenic Diabetes Insipidus. Journal of the
American Society of Nephrology: JASN, 2016, 27, 2035-2048. 3.0 32

1200 Both Hd1 and Ehd1 are important for artificial selection of flowering time in cultivated rice. Plant
Science, 2016, 242, 187-194. 1.7 54

1201 Association analysis of grapevine bunch traits using a comprehensive approach. Theoretical and
Applied Genetics, 2016, 129, 227-242. 1.8 28

1202 A supergene determines highly divergent male reproductive morphs in the ruff. Nature Genetics, 2016,
48, 79-83. 9.4 411



68

Citation Report

# Article IF Citations

1203 Ultra-fast local-haplotype variant calling using paired-end DNA-sequencing data reveals somatic
mosaicism in tumor and normal blood samples. Nucleic Acids Research, 2016, 44, e25-e25. 6.5 12

1204 Molecular marker development from transcript sequences and germplasm evaluation for cultivated
peanut (Arachis hypogaea L.). Molecular Genetics and Genomics, 2016, 291, 363-381. 1.0 21

1205
Performance characteristics of the AmpliSeq Cancer Hotspot panel v2 in combination with the Ion
Torrent Next Generation Sequencing Personal Genome Machine. Regulatory Toxicology and
Pharmacology, 2016, 74, 178-186.

1.3 18

1206 The complement of family M1 aminopeptidases of Haemonchus contortus â€” Biotechnological
implications. Biotechnology Advances, 2016, 34, 65-76. 6.0 8

1207 Plant Bioinformatics. Methods in Molecular Biology, 2016, , . 0.4 11

1208 Divergent Viruses Discovered in Arthropods and Vertebrates Revise the Evolutionary History of the
Flaviviridae and Related Viruses. Journal of Virology, 2016, 90, 659-669. 1.5 242

1209 Identification and Resolution of Microdiversity through Metagenomic Sequencing of Parallel
Consortia. Applied and Environmental Microbiology, 2016, 82, 255-267. 1.4 41

1210 Using RNA-seq for Analysis of Differential Gene Expression in Fungal Species. Methods in Molecular
Biology, 2016, 1361, 1-40. 0.4 10

1211 An RNA-based approach to sequence the mitogenome of <i>Hypoptopoma incognitum</i> (Siluriformes:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 422 Td (Loricariidae). Mitochondrial DNA Part A: DNA Mapping, Sequencing, and Analysis, 2016, 27, 3784-3786.0.7 7

1212 The initial state of the human gut microbiome determines its reshaping by antibiotics. ISME Journal,
2016, 10, 707-720. 4.4 251

1213 Developmental, transcriptome, and genetic alterations associated with parthenocarpy in the
grapevine seedless somatic variant Corinto bianco. Journal of Experimental Botany, 2016, 67, 259-273. 2.4 61

1214 High-sensitivity sequencing reveals multi-organ somatic mosaicism causing DICER1 syndrome. Journal
of Medical Genetics, 2016, 53, 43-52. 1.5 67

1215 Public data and open source tools for multi-assay genomic investigation of disease. Briefings in
Bioinformatics, 2016, 17, 603-615. 3.2 46

1216 An autoregulatory enhancer controls mammary-specific STAT5 functions. Nucleic Acids Research,
2016, 44, 1052-1063. 6.5 44

1217 Driver Gene and Novel Mutations in Asbestos-Exposed Lung Adenocarcinoma and Malignant
Mesothelioma Detected by Exome Sequencing. Lung, 2016, 194, 125-135. 1.4 34

1218 Ovarian tumors related to intronic mutations in DICER1: a report from the international ovarian and
testicular stromal tumor registry. Familial Cancer, 2016, 15, 105-110. 0.9 43

1219 The use of whole-exome sequencing to disentangle complex phenotypes. European Journal of Human
Genetics, 2016, 24, 298-301. 1.4 15

1220 Genetic analysis of durable resistance to Magnaporthe oryzae in the rice accession Gigante Vercelli
identified two blast resistance loci. Molecular Genetics and Genomics, 2016, 291, 17-32. 1.0 13



69

Citation Report

# Article IF Citations

1221 Long non-coding RNAs in innate and adaptive immunity. Virus Research, 2016, 212, 146-160. 1.1 79

1222 Omics Informatics: From Scattered Individual Software Tools to Integrated Workflow Management
Systems. IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2017, 14, 926-946. 1.9 7

1223 An Annotation Agnostic Algorithm for Detecting Nascent RNA Transcripts in GRO-Seq. IEEE/ACM
Transactions on Computational Biology and Bioinformatics, 2017, 14, 1070-1081. 1.9 19

1224 Mutation Analysis of Cell-Free DNA and Single Circulating Tumor Cells in Metastatic Breast Cancer
Patients with High Circulating Tumor Cell Counts. Clinical Cancer Research, 2017, 23, 88-96. 3.2 186

1225 Molecular evaluation of vitamin D responsiveness of healthy young adults. Journal of Steroid
Biochemistry and Molecular Biology, 2017, 174, 314-321. 1.2 43

1226 Molecular analysis of urothelial cancer cell lines for modeling tumor biology and drug response.
Oncogene, 2017, 36, 35-46. 2.6 85

1227 Xenopus genomic data and browser resources. Developmental Biology, 2017, 426, 194-199. 0.9 13

1228 A novel mutation in steroidogenic factor (SF1/NR5A1) gene in a patient with 46 XY DSD without adrenal
insufficiency. Andrologia, 2017, 49, e12589. 1.0 7

1229 Proteogenomics from a bioinformatics angle: A growing field. Mass Spectrometry Reviews, 2017, 36,
584-599. 2.8 65

1230 Genomics pipelines and data integration: challenges and opportunities in the research setting. Expert
Review of Molecular Diagnostics, 2017, 17, 225-237. 1.5 54

1231 RNF43 germline and somatic mutation in serrated neoplasia pathway and its association with BRAF
mutation. Gut, 2017, 66, 1645-1656. 6.1 157

1232 Transient structural variations have strong effects on quantitative traits and reproductive isolation
in fission yeast. Nature Communications, 2017, 8, 14061. 5.8 472

1233 The protein expression landscape of mitosis and meiosis in diploid budding yeast. Journal of
Proteomics, 2017, 156, 5-19. 1.2 7

1234 Clarification of Photorespiratory Processes and the Role of Malic Enzyme in Diatoms. Protist, 2017,
168, 134-153. 0.6 40

1235 Common Variable Immunodeficiency patients with a phenotypic profile of immunosenescence present
with thrombocytopenia. Scientific Reports, 2017, 7, 39710. 1.6 31

1236 Translational control of lipogenic enzymes in the cell cycle of synchronous, growing yeast cells.
EMBO Journal, 2017, 36, 487-502. 3.5 59

1237 Î”N-ASPP2, a novel isoform of the ASPP2 tumor suppressor, promotes cellular survival. Biochemical and
Biophysical Research Communications, 2017, 482, 1271-1277. 1.0 12

1238 Temperature-dependent sRNA transcriptome of the Lyme disease spirochete. BMC Genomics, 2017, 18, 28. 1.2 43



70

Citation Report

# Article IF Citations

1239 The liver transcriptome of suckermouth armoured catfish (Pterygoplichthys anisitsi, Loricariidae):
Identification of expansions in defensome gene families. Marine Pollution Bulletin, 2017, 115, 352-361. 2.3 14

1240 Prophage-mediated defence against viral attack and viral counter-defence. Nature Microbiology, 2017,
2, 16251. 5.9 196

1241 MicroScope in 2017: an expanding and evolving integrated resource for community expertise of
microbial genomes. Nucleic Acids Research, 2017, 45, D517-D528. 6.5 199

1242 Whole-genome analysis of introgressive hybridization and characterization of the bovine legacy of
Mongolian yaks. Nature Genetics, 2017, 49, 470-475. 9.4 90

1243 Cooperative Binding of Transcription Factors Orchestrates Reprogramming. Cell, 2017, 168,
442-459.e20. 13.5 432

1244 Procedure Graph Model for Automatic RFID Data Processing Service Management. IEEE Internet of
Things Journal, 2017, 4, 713-722. 5.5 8

1245 Ecotype diversification of an abundant Roseobacter lineage. Environmental Microbiology, 2017, 19,
1625-1638. 1.8 17

1246 Multiregion ultraâ€•deep sequencing reveals early intermixing and variable levels of intratumoral
heterogeneity in colorectal cancer. Molecular Oncology, 2017, 11, 124-139. 2.1 38

1247 Biallelic Mutation of ARHGEF18, Involved in the Determination of Epithelial Apicobasal Polarity,
Causes Adult-Onset Retinal Degeneration. American Journal of Human Genetics, 2017, 100, 334-342. 2.6 26

1248 Global Transcriptional Responses to Osmotic, Oxidative, and Imipenem Stress Conditions in
Pseudomonas putida. Applied and Environmental Microbiology, 2017, 83, . 1.4 55

1249 Quorum Sensing Regulators Are Required for Metabolic Fitness in Vibrio parahaemolyticus. Infection
and Immunity, 2017, 85, . 1.0 30

1250 Biological or pharmacological activation of protein kinase C alpha constrains hepatitis E virus
replication. Antiviral Research, 2017, 140, 1-12. 1.9 13

1251 DifferentÂ enhancer classes in Drosophila bind distinct architectural proteins and mediate unique
chromatin interactions and 3D architecture. Nucleic Acids Research, 2017, 45, 1714-1730. 6.5 133

1252 Sequence of Reston Virus Isolate AZ-1435, an Ebolavirus Isolate Obtained during the 1989â€“1990 Reston
Virus Epizootic in the United States. Genome Announcements, 2017, 5, . 0.8 3

1253 GenomeCAT: a versatile tool for the analysis and integrative visualization of DNA copy number
variants. BMC Bioinformatics, 2017, 18, 19. 1.2 8

1254
Comparative Transcriptome Analyses in<i>Zymoseptoria tritici</i>Reveal Significant Differences in
Gene Expression Among Strains During Plant Infection. Molecular Plant-Microbe Interactions, 2017,
30, 231-244.

1.4 129

1255 Gleason Score 7 Prostate Cancers Emerge through Branched Evolution of Clonal Gleason Pattern 3
and 4. Clinical Cancer Research, 2017, 23, 3823-3833. 3.2 43

1256 Circadian deep sequencing reveals stress-response genes that adopt robust rhythmic expression
during aging. Nature Communications, 2017, 8, 14529. 5.8 112



71

Citation Report

# Article IF Citations

1257 A Viral Satellite DNA Vector (TYLCCNV) for Functional Analysis of miRNAs and siRNAs in Plants. Plant
Physiology, 2017, 173, 1940-1952. 2.3 14

1258 Selective Whole-Genome Amplification Is a Robust Method That Enables Scalable Whole-Genome
Sequencing of <i>Plasmodium vivax</i> from Unprocessed Clinical Samples. MBio, 2017, 8, . 1.8 59

1259 The <i>Saccharomyces cerevisiae</i> Cdk8 Mediator Represses <i>AQY1</i> Transcription by Inhibiting
Set1p-Dependent Histone Methylation. G3: Genes, Genomes, Genetics, 2017, 7, 1001-1010. 0.8 6

1260 The genome of the protozoan parasite Cystoisospora suis and a reverse vaccinology approach to
identify vaccine candidates. International Journal for Parasitology, 2017, 47, 189-202. 1.3 28

1261
Transcriptome-wide microRNA and target dynamics in the fat body during the gonadotrophic cycle
ofAedes aegypti. Proceedings of the National Academy of Sciences of the United States of America,
2017, 114, E1895-E1903.

3.3 38

1262 Exome sequencing identifies SLC26A4, GJB2, SCARB2 and DUOX2 mutations in 2 siblings with Pendred
syndrome in a Malaysian family. Orphanet Journal of Rare Diseases, 2017, 12, 40. 1.2 7

1263 Loss of PTEN Is Associated with Resistance to Anti-PD-1 Checkpoint Blockade Therapy in Metastatic
Uterine Leiomyosarcoma. Immunity, 2017, 46, 197-204. 6.6 400

1264
High-throughput whole genome sequencing of <i>Porcine reproductive and respiratory syndrome
virus</i> from cell culture materials and clinical specimens using next-generation sequencing
technology. Journal of Veterinary Diagnostic Investigation, 2017, 29, 41-50.

0.5 70

1265 Genome sequence, prevalence and quantification of the first iflavirus identified in a phytoplasma
insect vector. Archives of Virology, 2017, 162, 799-809. 0.9 14

1266 Proteogenomic studies on cancer drug resistance: towards biomarker discovery and target
identification. Expert Review of Proteomics, 2017, 14, 351-362. 1.3 10

1267 MCM5: a new actor in the link between DNA replication and Meier-Gorlin syndrome. European Journal
of Human Genetics, 2017, 25, 646-650. 1.4 60

1268 NucTools: analysis of chromatin feature occupancy profiles from high-throughput sequencing data.
BMC Genomics, 2017, 18, 158. 1.2 39

1269 Recurrent patterns of DNA copy number alterations in tumors reflect metabolic selection pressures.
Molecular Systems Biology, 2017, 13, 914. 3.2 73

1270 OTX2 Activity at Distal Regulatory Elements Shapes the Chromatin Landscape of Group 3
Medulloblastoma. Cancer Discovery, 2017, 7, 288-301. 7.7 53

1271 Systematic <i>In Vivo</i> Inactivation of Chromatin-Regulating Enzymes Identifies Setd2 as a Potent
Tumor Suppressor in Lung Adenocarcinoma. Cancer Research, 2017, 77, 1719-1729. 0.4 110

1272 The Long Noncoding RNA Transcriptome of<i>Dictyostelium discoideum</i>Development. G3: Genes,
Genomes, Genetics, 2017, 7, 387-398. 0.8 8

1273 RNF40 regulates gene expression in an epigenetic context-dependent manner. Genome Biology, 2017, 18,
32. 3.8 41

1274 Non-invasive prenatal diagnosis of beta-thalassemia by semiconductor sequencing: a feasibility study
in the sardinian population. European Journal of Human Genetics, 2017, 25, 600-607. 1.4 25



72

Citation Report

# Article IF Citations

1275 Molecular Analysis of Twelve Pakistani Families with Nonsyndromic or Syndromic Hearing Loss.
Genetic Testing and Molecular Biomarkers, 2017, 21, 316-321. 0.3 13

1276
Responsiveness of <i>Brca1</i> and <i>Trp53</i> Deficiencyâ€“Induced Mammary Preneoplasia to
Selective Estrogen Modulators versus an Aromatase Inhibitor in <i>Mus musculus</i>. Cancer
Prevention Research, 2017, 10, 244-254.

0.7 6

1277
Cascade of chromosomal rearrangements caused by a heterogeneous Tâ€•<scp>DNA</scp> integration
supports the doubleâ€•stranded break repair model for Tâ€•<scp>DNA</scp> integration. Plant Journal, 2017,
90, 954-965.

2.8 19

1278 Genetic separation of southern and northern soybean breeding programs in North America and their
associated allelic variation at four maturity loci. Molecular Breeding, 2017, 37, 8. 1.0 32

1279 RdRP-synthesized antisense ribosomal siRNAs silence pre-rRNA via the nuclear RNAi pathway. Nature
Structural and Molecular Biology, 2017, 24, 258-269. 3.6 52

1280 <i><scp>HAX</scp>1</i> mutation positive children presenting with haemophagocytic
lymphohistiocytosis. British Journal of Haematology, 2017, 177, 597-600. 1.2 8

1281 Conserved effect of aging on DNA methylation and association with EZH2 polycomb protein in mice
and humans. Mechanisms of Ageing and Development, 2017, 162, 27-37. 2.2 38

1282
A Putative O-Linked Î²- <i>N</i> -Acetylglucosamine Transferase Is Essential for Hormogonium
Development and Motility in the Filamentous Cyanobacterium Nostoc punctiforme. Journal of
Bacteriology, 2017, 199, .

1.0 18

1283 A novel Bxb1 integrase RMCE system for high fidelity siteâ€•specific integration of mAb expression
cassette in CHO Cells. Biotechnology and Bioengineering, 2017, 114, 1837-1846. 1.7 74

1284 Paf1 Has Distinct Roles in Transcription Elongation and Differential Transcript Fate. Molecular Cell,
2017, 65, 685-698.e8. 4.5 55

1285 The creatine kinase pathway is a metabolic vulnerability in EVI1-positive acute myeloid leukemia. Nature
Medicine, 2017, 23, 301-313. 15.2 79

1286 Full-length genome sequence of the tospovirus melon severe mosaic virus. Archives of Virology, 2017,
162, 1419-1422. 0.9 4

1287 CCCTC-Binding Factor Transcriptionally Targets Wdr5 to Mediate Somatic Cell Reprogramming. Stem
Cells and Development, 2017, 26, 743-750. 1.1 10

1288 Postmortem genetic testing should be recommended in sudden cardiac death cases due to thoracic
aortic dissection. International Journal of Legal Medicine, 2017, 131, 1211-1219. 1.2 13

1289 Parental diuron-exposure alters offspring transcriptome and fitness in Pacific oyster Crassostrea
gigas. Ecotoxicology and Environmental Safety, 2017, 142, 51-58. 2.9 23

1290 Maintenance of the marginal-zone B cell compartment specifically requires the RNA-binding protein
ZFP36L1. Nature Immunology, 2017, 18, 683-693. 7.0 59

1291
Mitochondrial Mutation Rate, Spectrum and Heteroplasmy in <i>Caenorhabditis elegans</i>
Spontaneous Mutation Accumulation Lines of Differing Population Size. Molecular Biology and
Evolution, 2017, 34, msx051.

3.5 57

1292 Fat mass and obesity-associated (FTO) protein regulates adult neurogenesis. Human Molecular
Genetics, 2017, 26, 2398-2411. 1.4 221



73

Citation Report

# Article IF Citations

1293 Simultaneous processing and degradation of mitochondrial RNAs revealed by circularized RNA
sequencing. Nucleic Acids Research, 2017, 45, 5487-5500. 6.5 36

1294 Chromatin and Polycomb: Biology and bioinformatics. Molecular Biology, 2017, 51, 14-24. 0.4 0

1295 Validation of OncoPanel: A Targeted Next-Generation Sequencing Assay for the Detection of Somatic
Variants in Cancer. Archives of Pathology and Laboratory Medicine, 2017, 141, 751-758. 1.2 350

1296 Visualization of RNA structure models within the Integrative Genomics Viewer. Rna, 2017, 23, 1012-1018. 1.6 23

1297 Phylogenetic analysis of metastatic progression in breast cancer using somatic mutations and copy
number aberrations. Nature Communications, 2017, 8, 14944. 5.8 126

1298 Stable Polycomb-dependent transgenerational inheritance of chromatin states in Drosophila. Nature
Genetics, 2017, 49, 876-886. 9.4 81

1299 Spinal poly-GA inclusions in a C9orf72 mouse model trigger motor deficits and inflammation without
neuron loss. Acta Neuropathologica, 2017, 134, 241-254. 3.9 99

1300 ORIO (Online Resource for Integrative Omics): a web-based platform for rapid integration of next
generation sequencing data. Nucleic Acids Research, 2017, 45, 5678-5690. 6.5 11

1301 The Hippo Pathway Maintains the Equatorial Division Plane in the Ciliate<i>Tetrahymena</i>. Genetics,
2017, 206, 873-888. 1.2 21

1302 Enhancing faba bean (Vicia faba L.) genome resources. Journal of Experimental Botany, 2017, 68,
1941-1953. 2.4 37

1303 Ranid Herpesvirus 3 and Proliferative Dermatitis in Free-Ranging Wild Common Frogs (Rana) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 342 Td (Temporaria). Veterinary Pathology, 2017, 54, 686-694.0.8 19

1304 Melorheostosis: Exome sequencing of an associated dermatosis implicates postzygotic mosaicism of
mutated KRAS. Bone, 2017, 101, 145-155. 1.4 37

1305
Insight into the Recent Genome Duplication of the Halophilic Yeast <i>Hortaea werneckii</i>:
Combining an Improved Genome with Gene Expression and Chromatin Structure. G3: Genes, Genomes,
Genetics, 2017, 7, 2015-2022.

0.8 39

1306 Regulation of DNA demethylation by the XPC DNA repair complex in somatic and pluripotent stem cells.
Genes and Development, 2017, 31, 830-844. 2.7 21

1307 Mutational landscape of metastatic cancer revealed from prospective clinical sequencing of 10,000
patients. Nature Medicine, 2017, 23, 703-713. 15.2 2,473

1308 RNA Polymerase III Subunit POLR3G Regulates Specific Subsets of PolyA+ and SmallRNA Transcriptomes
and Splicing in Human Pluripotent Stem Cells. Stem Cell Reports, 2017, 8, 1442-1454. 2.3 16

1309 A Wnt-producing niche drives proliferative potential and progression in lung adenocarcinoma.
Nature, 2017, 545, 355-359. 13.7 265

1310 Worldwide circulation of HSV-2â€‰Ã—â€‰HSV-1 recombinant strains. Scientific Reports, 2017, 7, 44084. 1.6 81



74

Citation Report

# Article IF Citations

1311 In vivo genome editing and organoid transplantation models of colorectal cancer and metastasis.
Nature Biotechnology, 2017, 35, 569-576. 9.4 248

1312 Metformin inhibits SUV39H1-mediated migration of prostate cancer cells. Oncogenesis, 2017, 6,
e324-e324. 2.1 46

1313 Automated multiplex genome-scale engineering in yeast. Nature Communications, 2017, 8, 15187. 5.8 162

1314 Targeted Next Generation Sequencing in patients with Myotonia Congenita. Clinica Chimica Acta, 2017,
470, 1-7. 0.5 10

1315 Pediatric Cystic Nephroma Is Morphologically, Immunohistochemically, and Genetically Distinct From
Adult Cystic Nephroma. American Journal of Surgical Pathology, 2017, 41, 472-481. 2.1 35

1316
Emergence and Evolution of Multidrug-Resistant Klebsiella pneumoniae with both <i>bla</i>
<sub>KPC</sub> and <i>bla</i> <sub>CTX-M</sub> Integrated in the Chromosome. Antimicrobial
Agents and Chemotherapy, 2017, 61, .

1.4 66

1317 Transcriptome profile analysis of cadmium tolerance in Chinese flowering cabbage. Horticulture
Environment and Biotechnology, 2017, 58, 56-65. 0.7 8

1318 Nextâ€•generation sequencing as a tool for breakpoint analysis in rearrangements of the globin gene
clusters. International Journal of Laboratory Hematology, 2017, 39, 111-120. 0.7 19

1319 Evolutionary History of Chemosensory-Related Gene Families across the Arthropoda. Molecular
Biology and Evolution, 2017, 34, 1838-1862. 3.5 157

1320 Genome Annotation. Methods in Molecular Biology, 2017, 1525, 107-121. 0.4 3

1321 Genomic Database Searching. Methods in Molecular Biology, 2017, 1525, 225-269. 0.4 2

1322
Antagonistic regulation of the second mitotic wave by Eyes absent-Sine oculis and Combgap
coordinates proliferation and specification in the Drosophila retina. Development (Cambridge), 2017,
144, 2640-2651.

1.2 3

1323 Genome-wide characterization of mammalian promoters with distal enhancer functions. Nature
Genetics, 2017, 49, 1073-1081. 9.4 222

1324 Study of Preanalytic and Analytic Variables for Clinical Next-Generation Sequencing of Circulating
Cell-Free Nucleic Acid. Journal of Molecular Diagnostics, 2017, 19, 514-524. 1.2 22

1325 Plastic roles of pericytes in the bloodâ€“retinal barrier. Nature Communications, 2017, 8, 15296. 5.8 210

1326 Identification of a novel <i>RASD1</i> somatic mutation in a <i>USP8</i>-mutated corticotroph
adenoma. Journal of Physical Education and Sports Management, 2017, 3, a001602. 0.5 8

1327 PathOS: a decision support system for reporting high throughput sequencing of cancers in clinical
diagnostic laboratories. Genome Medicine, 2017, 9, 38. 3.6 25

1328 Nonsense-mediated mRNA decay in Tetrahymena is EJC independent and requires a protozoa-specific
nuclease. Nucleic Acids Research, 2017, 45, 6848-6863. 6.5 22



75

Citation Report

# Article IF Citations

1329 Targeted sequencing-based analyses of candidate gene variants in ulcerative colitis-associated
colorectal neoplasia. British Journal of Cancer, 2017, 117, 136-143. 2.9 29

1330 Complete Genome Sequence of Edwardsiella ictaluri Isolate RUSVM-1 Recovered from Nile Tilapia () Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 702 Td (Oreochromis niloticus ) in the Western Hemisphere. Genome Announcements, 2017, 5, .0.8 7

1331 TEAD3, implicated by association to grilsing in Atlantic salmon. Aquaculture, 2017, 479, 571-578. 1.7 15

1332 The Conserved RNA Binding Cyclophilin, Rct1, Regulates Small RNA Biogenesis and Splicing Independent
of Heterochromatin Assembly. Cell Reports, 2017, 19, 2477-2489. 2.9 6

1333 The CCAAT-Binding Complex Controls Respiratory Gene Expression and Iron Homeostasis in Candida
Glabrata. Scientific Reports, 2017, 7, 3531. 1.6 21

1334
An exome sequencing study of Moebius syndrome including atypical cases reveals an individual with
CFEOM3A and a <i>TUBB3</i> mutation. Journal of Physical Education and Sports Management, 2017, 3,
a000984.

0.5 18

1335 Transcriptome-wide measurement of translation by ribosome profiling. Methods, 2017, 126, 112-129. 1.9 361

1336 proBAMconvert: A Conversion Tool for proBAM/proBed. Journal of Proteome Research, 2017, 16,
2639-2644. 1.8 8

1337 Epigenetic and Genetic Contributions to Adaptation in Chlamydomonas. Molecular Biology and
Evolution, 2017, 34, 2285-2306. 3.5 97

1338 The RNA workbench: best practices for RNA and high-throughput sequencing bioinformatics in Galaxy.
Nucleic Acids Research, 2017, 45, W560-W566. 6.5 38

1339
Genetic Polymorphisms in Aromatase (&lt;b&gt;&lt;i&gt;cyp19a1&lt;/i&gt;&lt;/b&gt;) Are Not Associated
with Gonadal Phenotypes in Red-Eared Slider Turtle Hatchlings Developed at a Pivotal Temperature.
Sexual Development, 2017, 11, 151-160.

1.1 3

1340 Reducing the information gap on Loricarioidei (Siluriformes) mitochondrial genomics. BMC Genomics,
2017, 18, 345. 1.2 12

1341 Genome-wide profiling of the 3' ends of polyadenylated RNAs. Methods, 2017, 126, 86-94. 1.9 20

1342 Succession of transiently active tumorâ€•initiating cell clones in human pancreatic cancer xenografts.
EMBO Molecular Medicine, 2017, 9, 918-932. 3.3 36

1343 Cis-perturbation of cancer drivers by the HTLV-1/BLV proviruses is an early determinant of
leukemogenesis. Nature Communications, 2017, 8, 15264. 5.8 77

1344 UTX promotes hormonally responsive breast carcinogenesis through feed-forward transcription
regulation with estrogen receptor. Oncogene, 2017, 36, 5497-5511. 2.6 45

1345 An outbreak of severe infections among Australian infants caused by a novel recombinant strain of
human parechovirus type 3. Scientific Reports, 2017, 7, 44423. 1.6 34

1346 Tailing and degradation of Argonaute-bound small RNAs protect the genome from uncontrolled RNAi.
Nature Communications, 2017, 8, 15332. 5.8 41



76

Citation Report

# Article IF Citations

1347 Germline and somatic genetic changes in multicentric tumors obtained from a patient with multiple
endocrine neoplasia type 1. Human Genome Variation, 2017, 4, 17013. 0.4 1

1348 Epigenetic Regulation of ZBTB18 Promotes Glioblastoma Progression. Molecular Cancer Research,
2017, 15, 998-1011. 1.5 30

1349 A novel PRKAG2 mutation in a Chinese family with cardiac hypertrophy and ventricular pre-excitation.
Scientific Reports, 2017, 7, 2407. 1.6 11

1350 Temporal regulation of epithelium formation mediated by FoxA, MKLP1, MgcRacGAP, and PAR-6.
Molecular Biology of the Cell, 2017, 28, 2042-2065. 0.9 16

1351 Treatment inferred from mutations identified using massive parallel sequencing leads to clinical
benefit in some heavily pretreated cancer patients. Medicine (United States), 2017, 96, e6931. 0.4 3

1352 Multi-platform analysis reveals a complex transcriptome architecture of a circovirus. Virus Research,
2017, 237, 37-46. 1.1 49

1353 The Transcription Factor T-bet Limits Amplification of Type I IFN Transcriptome and Circuitry in T
Helper 1 Cells. Immunity, 2017, 46, 983-991.e4. 6.6 79

1354 Red Blood Cell Invasion by the Malaria Parasite Is Coordinated by the PfAP2-I Transcription Factor.
Cell Host and Microbe, 2017, 21, 731-741.e10. 5.1 106

1355 Histone deacetylase 3 prepares brown adipose tissue for acute thermogenic challenge. Nature, 2017,
546, 544-548. 13.7 149

1356 A Survey of Bioinformatics-Based Tools in RNA-Sequencing (RNA-Seq) Data Analysis. Translational
Medicine Research, 2017, , 223-248. 0.0 3

1357 Screening of rice mutants with improved saccharification efficiency results in the identification of
CONSTITUTIVE PHOTOMORPHOGENIC 1 and GOLD HULL AND INTERNODE 1. Planta, 2017, 246, 61-74. 1.6 5

1358 Characterization and genome comparisons of three Achromobacter phages of the family Siphoviridae.
Archives of Virology, 2017, 162, 2191-2201. 0.9 16

1359 H3K4 Methylation-Dependent Memory of Somatic Cell Identity Inhibits Reprogramming and
Development of Nuclear Transfer Embryos. Cell Stem Cell, 2017, 21, 135-143.e6. 5.2 86

1360 Functional dissection of NEAT1 using genome editing reveals substantial localization of the NEAT1_1
isoform outside paraspeckles. Rna, 2017, 23, 872-881. 1.6 114

1361 Epigenetically-driven anatomical diversity of synovial fibroblasts guides joint-specific fibroblast
functions. Nature Communications, 2017, 8, 14852. 5.8 126

1362
Nextâ€•generation sequencing of urine specimens: A novel platform for genomic analysis in patients with
nonâ€“muscleâ€•invasive urothelial carcinoma treated with bacille Calmetteâ€•GuÃ©rin. Cancer
Cytopathology, 2017, 125, 416-426.

1.4 26

1363 Targeted Next-Generation Sequencing of 51 Genes Involved in Primary Electrical Disease. Journal of
Molecular Diagnostics, 2017, 19, 445-459. 1.2 15

1364 Meiosis. Methods in Molecular Biology, 2017, , . 0.4 0



77

Citation Report

# Article IF Citations

1366 Patterns of stress response and tolerance based on transcriptome profiling of rice crown tissue
under zinc deficiency. Journal of Experimental Botany, 2017, 68, 1715-1729. 2.4 16

1367 The RNA targetome of Staphylococcus aureus non-coding RNA RsaA: impact on cell surface properties
and defense mechanisms. Nucleic Acids Research, 2017, 45, 6746-6760. 6.5 41

1368 <i>Pf</i> AP2Tel, harbouring a non-canonical DNA-binding AP2 domain, binds to <i>Plasmodium
falciparum</i> telomeres. Cellular Microbiology, 2017, 19, e12742. 1.1 30

1369 Single-cell genomic profiling of acute myeloid leukemia for clinical use: A pilot study. Oncology
Letters, 2017, 13, 1625-1630. 0.8 13

1370 Genome-Wide Screen Reveals sec21 Mutants of Saccharomyces cerevisiae Are Methotrexate-Resistant.
G3: Genes, Genomes, Genetics, 2017, 7, 1251-1257. 0.8 3

1371 Multi-scale chromatin state annotation using a hierarchical hidden Markov model. Nature
Communications, 2017, 8, 15011. 5.8 40

1372 Electroporation-mediated RNA interference reveals a role of the multicopper oxidase 2 gene in
dragonfly cuticular pigmentation. Applied Entomology and Zoology, 2017, 52, 379-387. 0.6 22

1373 Copy number increases of transposable elements and proteinâ€•coding genes in an invasive fish of hybrid
origin. Molecular Ecology, 2017, 26, 4712-4724. 2.0 28

1374 GFFview: A Web Server for Parsing and Visualizing Annotation Information of Eukaryotic Genome.
Journal of Computational Biology, 2017, 24, 1060-1064. 0.8 0

1375
Phylogenomic inferences from reference-mapped and de novo assembled short-read sequence data
using RADseq sequencing of California white oaks (<i>Quercus</i> section <i>Quercus</i>). Genome,
2017, 60, 743-755.

0.9 50

1376 Statistical Methods for Transcriptome-Wide Analysis of RNA Methylation by Bisulfite Sequencing.
Methods in Molecular Biology, 2017, 1562, 155-167. 0.4 4

1377 Metazoan Nuclear Pores Provide a Scaffold for Poised Genes and Mediate Induced Enhancer-Promoter
Contacts. Molecular Cell, 2017, 66, 63-76.e6. 4.5 120

1378 Ribosome Profiling for the Analysis of Translation During Yeast Meiosis. Methods in Molecular
Biology, 2017, 1471, 99-122. 0.4 4

1379 Analysis of High-Throughput RNA Bisulfite Sequencing Data. Methods in Molecular Biology, 2017, 1562,
143-154. 0.4 2

1381 Bach2 regulates AIDâ€•mediated immunoglobulin gene conversion and somatic hypermutation in DT40 B
cells. European Journal of Immunology, 2017, 47, 993-1001. 1.6 15

1382 Biâ€•allelic alterations in DNA repair genes underpin homologous recombination DNA repair defects in
breast cancer. Journal of Pathology, 2017, 242, 165-177. 2.1 43

1383 Intratumorous heterogeneity for RAS mutations in a treatment-naÃ¯ve colorectal tumour. Journal of
Clinical Pathology, 2017, 70, 720-723. 1.0 2

1384 Foxh1 Occupies cis-Regulatory Modules Prior to Dynamic Transcription Factor Interactions
Controlling the Mesendoderm Gene Program. Developmental Cell, 2017, 40, 595-607.e4. 3.1 63



78

Citation Report

# Article IF Citations

1385 STRait Razor v2s: Advancing sequence-based STR allele reporting and beyond to other marker systems.
Forensic Science International: Genetics, 2017, 29, 21-28. 1.6 39

1386 NOTCH1-mutated chronic lymphocytic leukemia cells are characterized by a MYC-related
overexpression of nucleophosmin 1 and ribosome-associated components. Leukemia, 2017, 31, 2407-2415. 3.3 52

1387 <i>Chironomus riparius</i> (Diptera) genome sequencing reveals the impact of minisatellite
transposable elements on population divergence. Molecular Ecology, 2017, 26, 3256-3275. 2.0 15

1388 Transcriptomic characterization of zebrafish larvae in response to mercury exposure. Comparative
Biochemistry and Physiology Part - C: Toxicology and Pharmacology, 2017, 192, 40-49. 1.3 11

1389 Induced Genome-Wide Binding of Three Arabidopsis WRKY Transcription Factors during Early
MAMP-Triggered Immunity. Plant Cell, 2017, 29, 20-38. 3.1 202

1390 Quorum Sensing in a Methane-Oxidizing Bacterium. Journal of Bacteriology, 2017, 199, . 1.0 29

1391 Genome-wide Trans-ethnic Meta-analysis Identifies Seven Genetic Loci Influencing Erythrocyte Traits
and a Role for RBPMS in Erythropoiesis. American Journal of Human Genetics, 2017, 100, 51-63. 2.6 45

1392 Comprehensive Rare Variant Analysis via Whole-Genome Sequencing to Determine the Molecular
Pathology of Inherited Retinal Disease. American Journal of Human Genetics, 2017, 100, 75-90. 2.6 343

1393 Neuronal ceroid lipofuscinosis (NCL) is caused by the entire deletion of CLN8 in the AlpenlÃ¤ndische
Dachsbracke dog. Molecular Genetics and Metabolism, 2017, 120, 269-277. 0.5 19

1395 Identification of NAD <sup>+</sup> capped mRNAs in <i>Saccharomyces cerevisiae</i>. Proceedings of
the National Academy of Sciences of the United States of America, 2017, 114, 480-485. 3.3 118

1396 Stargardt disease-associated mutation spectrum of a Russian Federation cohort. European Journal of
Medical Genetics, 2017, 60, 140-147. 0.7 16

1397 Visualization of Results from Systems Genetics Studies in Chromosomal Context. Methods in
Molecular Biology, 2017, 1488, 283-297. 0.4 0

1398 Characterization of the first cultured representative of a <i>Bacteroidetes</i> clade specialized on
the scavenging of cyanobacteria. Environmental Microbiology, 2017, 19, 1134-1148. 1.8 50

1399 Targeted Next-Generation Sequencing in Molecular Subtyping of Lower-Grade Diffuse Gliomas.
Journal of Molecular Diagnostics, 2017, 19, 328-337. 1.2 35

1400 Involvement of an RNA binding protein containing Alba domain in the stage-specific regulation of
beta-amastin expression in Trypanosoma cruzi. Molecular and Biochemical Parasitology, 2017, 211, 1-8. 0.5 11

1401 OR2M3: A Highly Specific and Narrowly Tuned Human Odorant Receptor for the Sensitive Detection of
Onion Key Food Odorant 3-Mercapto-2-methylpentan-1-ol. Chemical Senses, 2017, 42, 195-210. 1.1 44

1402 A pseudouridine synthase module is essential for mitochondrial protein synthesis and cell viability.
EMBO Reports, 2017, 18, 28-38. 2.0 120

1403 The CTX-M-14 plasmid pHK01 encodes novel small RNAs and influences host growth and motility. FEMS
Microbiology Ecology, 2017, 93, . 1.3 12



79

Citation Report

# Article IF Citations

1404 ALG-5 is a miRNA-associated Argonaute required for proper developmental timing in the Caenorhabditis
elegans germline. Nucleic Acids Research, 2017, 45, 9093-9107. 6.5 53

1405 Boundary Formation through a Direct Threshold-Based Readout of Mobile Small RNA Gradients.
Developmental Cell, 2017, 43, 265-273.e6. 3.1 89

1406
GATA2/3-TFAP2A/C transcription factor network couples human pluripotent stem cell differentiation
to trophectoderm with repression of pluripotency. Proceedings of the National Academy of Sciences
of the United States of America, 2017, 114, E9579-E9588.

3.3 130

1407 H3.3K27M Cooperates with Trp53 Loss and PDGFRA Gain in Mouse Embryonic Neural Progenitor Cells to
Induce Invasive High-Grade Gliomas. Cancer Cell, 2017, 32, 684-700.e9. 7.7 192

1408 Genomic Analyses of Pre-European Conquest Human Remains from the Canary Islands Reveal Close
Affinity to Modern North Africans. Current Biology, 2017, 27, 3396-3402.e5. 1.8 62

1409 Genomic Characterization of Chromosomal Insertions: Insights into the Mechanisms Underlying
Chromothripsis. Cytogenetic and Genome Research, 2017, 153, 1-9. 0.6 23

1410 Direct estimate of the spontaneous germ line mutation rate in African green monkeys. Evolution;
International Journal of Organic Evolution, 2017, 71, 2858-2870. 1.1 40

1411 Parsing apart the contributors of mitochondrial DNA mixtures with massively parallel sequencing
data. Forensic Science International: Genetics Supplement Series, 2017, 6, e439-e441. 0.1 5

1412 A new version of the grapevine reference genome assembly (12X.v2) and of its annotation (VCost.v3).
Genomics Data, 2017, 14, 56-62. 1.3 248

1413 Keap1 loss promotes Kras-driven lung cancer and results in dependence on glutaminolysis. Nature
Medicine, 2017, 23, 1362-1368. 15.2 462

1414 The ISB Cancer Genomics Cloud: A Flexible Cloud-Based Platform for Cancer Genomics Research.
Cancer Research, 2017, 77, e7-e10. 0.4 41

1415 Probing the sRNA regulatory landscape of <i>P. aeruginosa</i>: postâ€•transcriptional control of
determinants of pathogenicity and antibiotic susceptibility. Molecular Microbiology, 2017, 106, 919-937. 1.2 91

1416 Nucleosome stability measured in situ by automated quantitative imaging. Scientific Reports, 2017, 7,
12734. 1.6 15

1417 Increased Sensitivity of Diagnostic Mutation Detection by Re-analysis Incorporating Local Reassembly
of Sequence Reads. Molecular Diagnosis and Therapy, 2017, 21, 685-692. 1.6 4

1418 Working towards implementation of whole genome mitochondrial DNA sequencing into routine
casework. Forensic Science International: Genetics Supplement Series, 2017, 6, e388-e389. 0.1 14

1419 The 5â€² region of <i>Xist</i> RNA has the potential to associate with chromatin through the A-repeat.
Rna, 2017, 23, 1894-1901. 1.6 8

1420 Overexpressed somatic alleles are enriched in functional elements in Breast Cancer. Scientific
Reports, 2017, 7, 8287. 1.6 3

1421 A uORF Represses the Transcription Factor AtHB1 in Aerial Tissues to Avoid a Deleterious Phenotype.
Plant Physiology, 2017, 175, 1238-1253. 2.3 40



80

Citation Report

# Article IF Citations

1422 Loci associated with skin pigmentation identified in African populations. Science, 2017, 358, . 6.0 260

1423 Genome-Wide Identification of <i>Medicago</i> Peptides Involved in Macronutrient Responses and
Nodulation. Plant Physiology, 2017, 175, 1669-1689. 2.3 101

1424 Cell Type-Specific Chromatin Signatures Underline Regulatory DNA Elements in Human Induced
Pluripotent Stem Cells and Somatic Cells. Circulation Research, 2017, 121, 1237-1250. 2.0 18

1425 Guidance Statement On BRCA1/2 Tumor Testing in Ovarian Cancer Patients. Seminars in Oncology, 2017,
44, 187-197. 0.8 76

1426 Coop-Seq Analysis Demonstrates that Sox2 Evokes Latent Specificities in the DNA Recognition by Pax6.
Journal of Molecular Biology, 2017, 429, 3626-3634. 2.0 4

1427 High rate of translocation-based gene birth on the <i>Drosophila</i> Y chromosome. Proceedings of
the National Academy of Sciences of the United States of America, 2017, 114, 11721-11726. 3.3 35

1428
Identification and Validation of Fibroblast Growth Factor 12 Gene as a Novel Potential Biomarker in
Esophageal Cancer Using Cancer Genomic Datasets. OMICS A Journal of Integrative Biology, 2017, 21,
616-631.

1.0 18

1429 A genetic mutation panel for differentiating malignant phyllodes tumour from metaplastic breast
carcinoma. Pathology, 2017, 49, 786-789. 0.3 13

1430
Reciprocal cross-regulation of VND and SND multigene TF families for wood formation in <i>Populus
trichocarpa</i>. Proceedings of the National Academy of Sciences of the United States of America,
2017, 114, E9722-E9729.

3.3 62

1431
De novo, deleterious sequence variants that alter the transcriptional activity of the homeoprotein
PBX1 are associated with intellectual disability and pleiotropic developmental defects. Human
Molecular Genetics, 2017, 26, 4849-4860.

1.4 42

1432 Identification of the direct regulon of NtcA during early acclimation to nitrogen starvation in the
cyanobacterium Synechocystis sp. PCC 6803. Nucleic Acids Research, 2017, 45, 11800-11820. 6.5 82

1433 Histone propionylation is a mark of active chromatin. Nature Structural and Molecular Biology, 2017,
24, 1048-1056. 3.6 148

1434 Heterogeneous Tumor-Immune Microenvironments among Differentially Growing Metastases in an
Ovarian Cancer Patient. Cell, 2017, 170, 927-938.e20. 13.5 368

1435 Fast, Quantitative and Variant Enabled Mapping of Peptides to Genomes. Cell Systems, 2017, 5, 152-156.e4. 2.9 10

1436 CRISPR-mediated isolation of specific megabase segments of genomic DNA. Nucleic Acids Research, 2017,
45, e165-e165. 6.5 49

1437 5-Hydroxymethylcytosine signatures in cell-free DNA provide information about tumor types and
stages. Cell Research, 2017, 27, 1231-1242. 5.7 200

1438 Adult-onset obesity is triggered by impaired mitochondrial gene expression. Science Advances, 2017, 3,
e1700677. 4.7 36

1439 Convergent roles of ATF3 and CSL in chromatin control of cancer-associated fibroblast activation.
Journal of Experimental Medicine, 2017, 214, 2349-2368. 4.2 33



81

Citation Report

# Article IF Citations

1440 mRNA-Seq reveals accumulation followed by reduction of small nuclear and nucleolar RNAs in yeast
exposed to antiviral ribavirin. FEMS Yeast Research, 2017, 17, . 1.1 1

1441 Research on the Space-Based Integrated Information Network Evolution Model Visualization Methods
Based on the Super Network Theory. , 2017, , . 0

1442 Constitutional mosaicism of a de novo TP53 mutation in a patient with bilateral choroid plexus
carcinoma. Cancer Genetics, 2017, 216-217, 79-85. 0.2 10

1443 Application of a CAGE Method to an Avian Development Study. Methods in Molecular Biology, 2017,
1650, 101-109. 0.4 4

1444
5-hydroxymethylcytosine accumulation in postmitotic neurons results in functional demethylation
of expressed genes. Proceedings of the National Academy of Sciences of the United States of America,
2017, 114, E7812-E7821.

3.3 122

1445 SETD6 dominant negative mutation in familial colorectal cancer type X. Human Molecular Genetics,
2017, 26, 4481-4493. 1.4 23

1446 Analysis of pathogenic variants from the ClinVar database in healthy people using next-generation
sequencing. Genetical Research, 2017, 99, e6. 0.3 5

1447 The cell envelopeâ€“associated phospholipid-binding protein LmeA is required for mannan
polymerization in mycobacteria. Journal of Biological Chemistry, 2017, 292, 17407-17417. 1.6 24

1448 Identification of novel RNA isoforms of <i>LMNA</i>. Nucleus, 2017, 8, 573-582. 0.6 8

1449 Duplication events downstream of IRX1 cause North Carolina macular dystrophy at the MCDR3 locus.
Scientific Reports, 2017, 7, 7512. 1.6 23

1450 Rapid Discovery of De Novo Deleterious Mutations in Cattle Enhances the Value of Livestock as Model
Species. Scientific Reports, 2017, 7, 11466. 1.6 61

1451 Parasex Generates Phenotypic Diversity <i>de Novo</i> and Impacts Drug Resistance and Virulence in
<i>Candida albicans</i>. Genetics, 2017, 207, 1195-1211. 1.2 41

1452 Flow-sorting and Exome Sequencing of the Reed-Sternberg Cells of Classical Hodgkin Lymphoma.
Journal of Visualized Experiments, 2017, , . 0.2 9

1453 Distinct roles of the polarity factors Boi1 and Boi2 in the control of exocytosis and abscission in
budding yeast. Molecular Biology of the Cell, 2017, 28, 3082-3094. 0.9 19

1454 KDM4 Inhibition Targets Breast Cancer Stemâ€“like Cells. Cancer Research, 2017, 77, 5900-5912. 0.4 75

1455 Molecular Mechanisms Underlying Color Vision and Color Formation in Dragonflies. , 2017, , 303-321. 13

1456 ÂÂÂSilencing of retrotransposons by SETDB1 inhibits the interferon response in acute myeloid leukemiaÂÂ.
Journal of Cell Biology, 2017, 216, 3535-3549. 2.3 144

1457 Characterization of the Gray Whale <i>Eschrichtius robustus</i> Genome and a Genotyping Array
Based on Single-Nucleotide Polymorphisms in Candidate Genes. Biological Bulletin, 2017, 232, 186-197. 0.7 25



82

Citation Report

# Article IF Citations

1458 Comprehensive analyses of somatic TP53 mutation in tumors with variable mutant allele frequency.
Scientific Data, 2017, 4, 170120. 2.4 9

1459 Data Analysis Pipeline for RNAâ€•seq Experiments: From Differential Expression to Cryptic Splicing.
Current Protocols in Bioinformatics, 2017, 59, 11.15.1-11.15.21. 25.8 35

1460 Differential landscape of non-CpG methylation in embryonic stem cells and neurons caused by
DNMT3s. Scientific Reports, 2017, 7, 11295. 1.6 59

1461
Compound heterozygous <i>SLC19A3</i> mutations further refine the critical promoter region for
biotin-thiamine-responsive basal ganglia disease. Journal of Physical Education and Sports
Management, 2017, 3, a001909.

0.5 20

1462 The cancer-associated U2AF35 470A&gt;G (Q157R) mutation creates an in-frame alternative 5â€² splice site
that impacts splicing regulation in Q157R patients. Rna, 2017, 23, 1796-1806. 1.6 11

1463
Different Haplotypes Encode the Same Protein for Independent Sources of Zucchini Yellow Mosaic
Virus Resistance in Cucumber. Hortscience: A Publication of the American Society for Hortcultural
Science, 2017, 52, 1040-1042.

0.5 10

1464
Alterations of câ€•diâ€•<scp>GMP</scp> turnover proteins modulate semiâ€•constitutive rdar biofilm
formation in commensal and uropathogenic <i>Escherichia coli</i>. MicrobiologyOpen, 2017, 6,
e00508.

1.2 25

1465 Hotspots of aberrant enhancer activity punctuate the colorectal cancer epigenome. Nature
Communications, 2017, 8, 14400. 5.8 93

1466 Molecular Evolution of Herpes Simplex Virus 2 Complete Genomes: Comparison between Primary and
Recurrent Infections. Journal of Virology, 2017, 91, . 1.5 22

1467 <i>Cic</i> Loss Promotes Gliomagenesis via Aberrant Neural Stem Cell Proliferation and
Differentiation. Cancer Research, 2017, 77, 6097-6108. 0.4 46

1468 Combined activation of MAP kinase pathway and Î²-catenin signaling cause deep penetrating nevi. Nature
Communications, 2017, 8, 644. 5.8 107

1469 Transcriptome profiling of mouse brains with qkI-deficient oligodendrocytes reveals major
alternative splicing defects including self-splicing. Scientific Reports, 2017, 7, 7554. 1.6 26

1470 Evolutionary pathway analysis and unified classification of East Asian lineage of Mycobacterium
tuberculosis. Scientific Reports, 2017, 7, 9227. 1.6 98

1471 Whole Genome Sequencing-Based Mapping and Candidate Identification of Mutations from Fixed
Zebrafish Tissue. G3: Genes, Genomes, Genetics, 2017, 7, 3415-3425. 0.8 9

1472 Diversity and Evolution of Butterfly Wing Patterns. , 2017, , . 23

1473 High-density genetic mapping identifies the genetic basis of a natural colony morphology mutant in
the root rot pathogen Armillaria ostoyae. Fungal Genetics and Biology, 2017, 108, 44-54. 0.9 7

1474 Somatic uniparental disomy of Chromosome 16p in hemimegalencephaly. Journal of Physical Education
and Sports Management, 2017, 3, a001735. 0.5 9

1475 Characterization and Genomic Localization of a SMAD4 Processed Pseudogene. Journal of Molecular
Diagnostics, 2017, 19, 933-940. 1.2 5



83

Citation Report

# Article IF Citations

1476 APOBEC3A is an oral cancer prognostic biomarker in Taiwanese carriers of an APOBEC deletion
polymorphism. Nature Communications, 2017, 8, 465. 5.8 89

1477
A Method for Next-Generation Sequencing of Paired Diagnostic and Remission Samples to Detect
Mitochondrial DNA Mutations Associated with Leukemia. Journal of Molecular Diagnostics, 2017, 19,
711-721.

1.2 7

1478 RNA-seq detects pharmacological inhibition of Epstein-Barr virus late transcription during
spontaneous reactivation. Genomics Data, 2017, 13, 5-6. 1.3 2

1479 Facultative CTCF sites moderate mammary super-enhancer activity and regulate juxtaposed gene in
non-mammary cells. Nature Communications, 2017, 8, 16069. 5.8 30

1480 Distinct Trajectories of Massive Recent Gene Gains and Losses in Populations of a Microbial
Eukaryotic Pathogen. Molecular Biology and Evolution, 2017, 34, 2808-2822. 3.5 87

1481 Revisiting venom of the sea anemone Stichodactyla haddoni : Omics techniques reveal the complete
toxin arsenal of a well-studied sea anemone genus. Journal of Proteomics, 2017, 166, 83-92. 1.2 64

1482 Innovative Mobile Visualization Platform: Specification on a Prototype Mobile Application for
Agriculture. , 2017, , . 0

1483 Mutations in PMR1 stimulate xylose isomerase activity and anaerobic growth on xylose of engineered
Saccharomyces cerevisiae by influencing manganese homeostasis. Scientific Reports, 2017, 7, 46155. 1.6 61

1484 NEBNext Direct: A Novel, Rapid, Hybridizationâ€•Based Approach for the Capture and Library Conversion
of Genomic Regions of Interest. Current Protocols in Molecular Biology, 2017, 119, 7.30.1-7.30.24. 2.9 17

1485 GBA Analysis in Next-Generation Era. Journal of Molecular Diagnostics, 2017, 19, 733-741. 1.2 41

1486
The Application of a Hybridisation-Based Next-Generation Sequencing (NGS) Enrichment Panel for the
Analysis of Key Genes Involved in Ovarian and Breast Tumours Using DNA From FFPE Samples. Cancer
Genetics, 2017, 214-215, 51.

0.2 0

1487 The epigenetic architecture at gene promoters determines cell type-specific LPS tolerance. Journal of
Autoimmunity, 2017, 83, 122-133. 3.0 25

1488 The hepatic circadian clock fine-tunes the lipogenic response to feeding through RORÎ±/Î³. Genes and
Development, 2017, 31, 1202-1211. 2.7 64

1489 Wholeâ€•genome sequencing approaches for conservation biology: Advantages, limitations and practical
recommendations. Molecular Ecology, 2017, 26, 5369-5406. 2.0 249

1490
Discovery and genomic analyses of hybridization between divergent lineages of <i>Trypanosoma
congolense</i>, causative agent of Animal African Trypanosomiasis. Molecular Ecology, 2017, 26,
6524-6538.

2.0 50

1491
The twoâ€•component response regulator Skn7 belongs to a network of transcription factors
regulating morphogenesis in <i>Candida albicans</i> and independently limits morphogenesisâ€•induced
ROS accumulation. Molecular Microbiology, 2017, 106, 157-182.

1.2 20

1492 ELF-MF exposure affects the robustness of epigenetic programming during granulopoiesis. Scientific
Reports, 2017, 7, 43345. 1.6 15

1493 A novel microduplication of <i>ARID1B</i>: Clinical, genetic, and proteomic findings. American Journal
of Medical Genetics, Part A, 2017, 173, 2478-2484. 0.7 7



84

Citation Report

# Article IF Citations

1494 Liquid-phase sequence capture and targeted re-sequencing revealed novel polymorphisms in tomato
genes belonging to the MEP carotenoid pathway. Scientific Reports, 2017, 7, 5616. 1.6 12

1495 Mapping the chromatin landscape and Blimp1 transcriptional targets that regulate trophoblast
differentiation. Scientific Reports, 2017, 7, 6793. 1.6 15

1496 Novel geneâ€•sequence markers for isolate tracking within Monilinia fructicola lesions. Pest
Management Science, 2017, 73, 1822-1829. 1.7 2

1497 Genome-Wide Sensitivity Analysis of the Microsymbiont <i>Sinorhizobium meliloti</i> to Symbiotically
Important, Defensin-Like Host Peptides. MBio, 2017, 8, . 1.8 51

1498 Expression of Transient Receptor Potential Channels in the Purified Human Pancreatic Î²-Cells.
Pancreas, 2017, 46, 97-101. 0.5 25

1499 Review of Clinical Next-Generation Sequencing. Archives of Pathology and Laboratory Medicine, 2017,
141, 1544-1557. 1.2 253

1500 Catastrophic Unbalanced Genome Rearrangements Cause Somatic Loss of Berry Color in Grapevine.
Plant Physiology, 2017, 175, 786-801. 2.3 98

1501 Quantitative Whole Genome Sequencing of Circulating Tumor Cells Enables Personalized
Combination Therapy of Metastatic Cancer. Cancer Research, 2017, 77, 4530-4541. 0.4 44

1502 Integrative Analysis Identifies Four Molecular and Clinical Subsets in Uveal Melanoma. Cancer Cell,
2017, 32, 204-220.e15. 7.7 642

1503 Altered regulation of TERMINAL FLOWER 1 causes the unique vernalisation response in an arctic
woodland strawberry accession. New Phytologist, 2017, 216, 841-853. 3.5 24

1504 <i>Pitx1</i> directly modulates the core limb development program to implement hindlimb identity.
Development (Cambridge), 2017, 144, 3325-3335. 1.2 22

1505 BA71Î”CD2: a New Recombinant Live Attenuated African Swine Fever Virus with Cross-Protective
Capabilities. Journal of Virology, 2017, 91, . 1.5 189

1506 Exome Sequencing. , 2017, , 127-139. 0

1507 Integrated Genomic Characterization of Pancreatic Ductal Adenocarcinoma. Cancer Cell, 2017, 32,
185-203.e13. 7.7 1,428

1508 Nitrogen cost minimization is promoted by structural changes in the transcriptome of N-deprived
<i>Prochlorococcus</i> cells. ISME Journal, 2017, 11, 2267-2278. 4.4 27

1509 BSviewer: a genotype-preserving, nucleotide-level visualizer for bisulfite sequencing data.
Bioinformatics, 2017, 33, 3495-3496. 1.8 5

1510 MGIS: managing banana (Musa spp.) genetic resources information and high-throughput genotyping
data. Database: the Journal of Biological Databases and Curation, 2017, 2017, . 1.4 41

1511 An Efficient Pipeline to Generate Data for Studies in Plastid Population Genomics and Phylogeography.
Applications in Plant Sciences, 2017, 5, 1700053. 0.8 6



85

Citation Report

# Article IF Citations

1512 A PLAG1 mutation contributed to stature recovery in modern cattle. Scientific Reports, 2017, 7, 17140. 1.6 42

1513 Inter-individual gene variants associated with trabecular bone plasticity: A step forward in the
personal genomics of degenerative bone disease. Injury, 2017, 48, S12-S25. 0.7 1

1514 Control of nerve cord formation by Engrailed and Gooseberry-Neuro: A multi-step, coordinated
process. Developmental Biology, 2017, 432, 273-285. 0.9 3

1515 Multimodal sensorimotor system in unicellular zoospores of a fungus. Journal of Experimental
Biology, 2018, 221, . 0.8 13

1516 The target landscape of clinical kinase drugs. Science, 2017, 358, . 6.0 609

1517 Genetic and Genomic Characterization of 462 Melanoma Patient-Derived Xenografts, Tumor Biopsies,
and Cell Lines. Cell Reports, 2017, 21, 1936-1952. 2.9 72

1518 Widespread Translational Remodeling during Human Neuronal Differentiation. Cell Reports, 2017, 21,
2005-2016. 2.9 128

1519 The Stone Age Plague and Its Persistence in Eurasia. Current Biology, 2017, 27, 3683-3691.e8. 1.8 125

1520
Retrograde inhibition by a specific subset of interpeduncular Î±5 nicotinic neurons regulates nicotine
preference. Proceedings of the National Academy of Sciences of the United States of America, 2017, 114,
13012-13017.

3.3 41

1521 Postnatal Development of Spasticity Following Transgene Insertion in the Mouse Î²IV Spectrin Gene
(SPTBN4). Journal of Neuromuscular Diseases, 2017, 4, 159-164. 1.1 1

1522 EXOSC10/Rrp6 is post-translationally regulated in male germ cells and controls the onset of
spermatogenesis. Scientific Reports, 2017, 7, 15065. 1.6 22

1523 Genome-wide linkage and association study implicates the 10q26 region as a major genetic contributor
to primary nonsyndromic vesicoureteric reflux. Scientific Reports, 2017, 7, 14595. 1.6 17

1524 Inflammation-induced IgA+ cells dismantle anti-liver cancer immunity. Nature, 2017, 551, 340-345. 13.7 396

1525
Comparison of transcriptome-derived simple sequence repeat (SSR) and single nucleotide
polymorphism (SNP) markers for genetic fingerprinting, diversity evaluation, and establishment of
relationships in eggplants. Euphytica, 2017, 213, 1.

0.6 44

1526 Variant Review with the Integrative Genomics Viewer. Cancer Research, 2017, 77, e31-e34. 0.4 798

1527 The increased expression of follicle-stimulating hormone leads to a decrease of fecundity in
transgenic Large White female pigs. Transgenic Research, 2017, 26, 515-527. 1.3 3

1528 Microbial Signatures Associated with Oropharyngeal and Oral Squamous Cell Carcinomas. Scientific
Reports, 2017, 7, 4036. 1.6 55

1529 Evolutionary and network analysis of virus sequences from infants infected with an Australian
recombinant strain of human parechovirus type 3. Scientific Reports, 2017, 7, 3861. 1.6 19



86

Citation Report

# Article IF Citations

1530 A cross-species approach to identify transcriptional regulators exemplified for Dnajc22 and Hnf4a.
Scientific Reports, 2017, 7, 4056. 1.6 3

1531 Exome Sequencing Identifies Two Variants of the Alkylglycerol Monooxygenase Gene as a Cause of
Relapses in Visceral Leishmaniasis in Children, in Sudan. Journal of Infectious Diseases, 2017, 216, 22-28. 1.9 11

1532 Recurrent background mutations in WHI2 impair proteostasis and degradation of misfolded cytosolic
proteins in Saccharomyces cerevisiae. Scientific Reports, 2017, 7, 4183. 1.6 17

1533 RNAseq-based transcriptome comparison of Saccharomyces cerevisiae strains isolated from diverse
fermentative environments. International Journal of Food Microbiology, 2017, 257, 262-270. 2.1 11

1534 Genome-wide analysis of influenza viral RNA and nucleoprotein association. Nucleic Acids Research,
2017, 45, 8968-8977. 6.5 75

1535 R-Spondin chromosome rearrangements drive Wnt-dependent tumour initiation and maintenance in
the intestine. Nature Communications, 2017, 8, 15945. 5.8 97

1536 Dynamix: dynamic visualization by automatic selection of informative tracks from hundreds of
genomic datasets. Bioinformatics, 2017, 33, 2194-2196. 1.8 3

1537 Complete genome sequence of Ostreid herpesvirus type 1 ÂµVar isolated during mortality events in the
Pacific oyster Crassostrea gigas in France and Ireland. Virology, 2017, 509, 239-251. 1.1 49

1538 Expression of a SOX1 overlapping transcript in neural differentiation and cancer models. Cellular and
Molecular Life Sciences, 2017, 74, 4245-4258. 2.4 24

1539 Personalized RNA mutanome vaccines mobilize poly-specific therapeutic immunity against cancer.
Nature, 2017, 547, 222-226. 13.7 1,806

1540 REST Final-Exon-Truncating Mutations Cause Hereditary Gingival Fibromatosis. American Journal of
Human Genetics, 2017, 101, 149-156. 2.6 44

1541 Correlation between circulating mutant DNA and metabolic tumour burden in advanced non-small
cell lung cancer patients. British Journal of Cancer, 2017, 117, 704-709. 2.9 45

1542 The AURORA pilot study for molecular screening of patients with advanced breast cancerâ€“a study of
the breast international group. Npj Breast Cancer, 2017, 3, 23. 2.3 8

1543 Next-generation sequencing of circulating tumor DNA to predict recurrence in triple-negative breast
cancer patients with residual disease after neoadjuvant chemotherapy. Npj Breast Cancer, 2017, 3, 24. 2.3 91

1544 Effects of a parental exposure to diuron on Pacific oyster spat methylome. Environmental Epigenetics,
2017, 3, dvx004. 0.9 56

1545 High-Resolution Metatranscriptomics Reveals the Ecological Dynamics of Mosquito-Associated RNA
Viruses in Western Australia. Journal of Virology, 2017, 91, . 1.5 149

1546 Deciphering alternative splicing and nonsense-mediated decay modulate expression in primary
lymphoid tissues of birds infected with avian pathogenic E. coli (APEC). BMC Genetics, 2017, 18, 21. 2.7 8

1547 A deletion in the intergenic region upstream of Ednrb causes head spot in the rat strain KFRS4/Kyo.
BMC Genetics, 2017, 18, 29. 2.7 8



87

Citation Report

# Article IF Citations

1548 Genome-wide standing variation facilitates long-term response to bidirectional selection for
antibody response in chickens. BMC Genomics, 2017, 18, 99. 1.2 23

1549 Complete chloroplast genome of Gracilaria firma (Gracilariaceae, Rhodophyta), with discussion on
the use of chloroplast phylogenomics in the subclass Rhodymeniophycidae. BMC Genomics, 2017, 18, 40. 1.2 29

1550 Estimating genomic diversity and population differentiation â€“ an empirical comparison of
microsatellite and SNP variation in Arabidopsis halleri. BMC Genomics, 2017, 18, 69. 1.2 216

1551 sRNAs as possible regulators of retrotransposon activity in Cryptococcus gattii VGII. BMC Genomics,
2017, 18, 294. 1.2 1

1552 Selective sweep with significant positive selection serves as the driving force for the differentiation
of japonica and indica rice cultivars. BMC Genomics, 2017, 18, 307. 1.2 25

1553 A high quality assembly of the Nile Tilapia (Oreochromis niloticus) genome reveals the structure of
two sex determination regions. BMC Genomics, 2017, 18, 341. 1.2 179

1554 Three novel Pseudomonas phages isolated from composting provide insights into the evolution and
diversity of tailed phages. BMC Genomics, 2017, 18, 346. 1.2 32

1555 Comparative genome and transcriptome analysis reveals distinctive surface characteristics and
unique physiological potentials of Pseudomonas aeruginosa ATCC 27853. BMC Genomics, 2017, 18, 459. 1.2 33

1556 Identification and analysis of the stigma and embryo sac-preferential/specific genes in rice pistils. BMC
Plant Biology, 2017, 17, 60. 1.6 9

1557 Whole exome sequencing of an asbestos-induced wild-type murine model of malignant mesothelioma.
BMC Cancer, 2017, 17, 396. 1.1 30

1558 Nuclear genetic codes with a different meaning of the UAG and the UAA codon. BMC Biology, 2017, 15,
8. 1.7 25

1559 H2A monoubiquitination in Arabidopsis thaliana is generally independent of LHP1 and PRC2 activity.
Genome Biology, 2017, 18, 69. 3.8 71

1560 Stable centromere positioning in diverse sequence contexts of complex and satellite centromeres of
maize and wild relatives. Genome Biology, 2017, 18, 121. 3.8 46

1561 Y Chromosome Uncovers the Recent Oriental Origin of Modern Stallions. Current Biology, 2017, 27,
2029-2035.e5. 1.8 75

1562 Korean Variant Archive (KOVA): a reference database of genetic variations in the Korean population.
Scientific Reports, 2017, 7, 4287. 1.6 60

1563 Simple Expression Domains Are Regulated by Discrete CRMs During Drosophila Oogenesis. G3: Genes,
Genomes, Genetics, 2017, 7, 2705-2718. 0.8 7

1564 Benzoate- and Salicylate-Tolerant Strains of Escherichia coli K-12 Lose Antibiotic Resistance during
Laboratory Evolution. Applied and Environmental Microbiology, 2017, 83, . 1.4 35

1565 ChIP-seq Analysis of Condensin Complex in Cultured Mammalian Cells. Methods in Molecular Biology,
2017, 1515, 257-271. 0.4 5



88

Citation Report

# Article IF Citations

1566
Massive parallel sequencing of human whole mitochondrial genomes with Ion Torrent technology:
an optimized workflow for Anthropological and Population Genetics studies. Mitochondrial DNA
Part A: DNA Mapping, Sequencing, and Analysis, 2017, 28, 843-850.

0.7 4

1567 Novel RpoS-Dependent Mechanisms Strengthen the Envelope Permeability Barrier during Stationary
Phase. Journal of Bacteriology, 2017, 199, . 1.0 40

1568 Eukaryotic Transcriptional and Post-Transcriptional Gene Expression Regulation. Methods in
Molecular Biology, 2017, , . 0.4 3

1569 Efficient Preparation of High-Complexity ChIP-Seq Profiles from Early Xenopus Embryos. Methods in
Molecular Biology, 2017, 1507, 23-42. 0.4 6

1570 Overcoming the membrane barrier: Recruitment of Î³-glutamyl transferase for intracellular release of
metabolic cargo from peptide vectors. Metabolic Engineering, 2017, 39, 60-70. 3.6 5

1571 Spontaneous Mutation Accumulation in<i>Daphnia pulex</i>in Selection-Free vs. Competitive
Environments. Molecular Biology and Evolution, 2017, 34, 160-173. 3.5 67

1572 Mitochondrial dysfunction in a family with psychosis and chronic fatigue syndrome. Mitochondrion,
2017, 34, 1-8. 1.6 8

1573
Practical lowâ€•coverage genomewide sequencing of hundreds of individually barcoded samples for
population and evolutionary genomics in nonmodel species. Molecular Ecology Resources, 2017, 17,
194-208.

2.2 104

1574 Advances in finding Alba: the locus affecting life history and color polymorphism in a <i>Colias</i>
butterfly. Journal of Evolutionary Biology, 2017, 30, 26-39. 0.8 9

1575 Robust identification of Ptbp1-dependent splicing events by a junction-centric approach in Xenopus
laevis. Developmental Biology, 2017, 426, 449-459. 0.9 4

1576 Dependence-induced increase of alcohol self-administration and compulsive drinking mediated by the
histone methyltransferase PRDM2. Molecular Psychiatry, 2017, 22, 1746-1758. 4.1 47

1577 BRD4 localization to lineage-specific enhancers is associated with a distinct transcription factor
repertoire. Nucleic Acids Research, 2017, 45, 127-141. 6.5 90

1578 ChIA-PET2: a versatile and flexible pipeline for ChIA-PET data analysis. Nucleic Acids Research, 2017, 45,
e4-e4. 6.5 104

1579 Improved production of propionic acid using genome shuffling. Biotechnology Journal, 2017, 12,
1600120. 1.8 23

1580 Tibetan Firefly Luciferase with Low Temperature Adaptation. Photochemistry and Photobiology, 2017,
93, 466-472. 1.3 7

1581 USP15 regulates type I interferon response and is required for pathogenesis of neuroinflammation.
Nature Immunology, 2017, 18, 54-63. 7.0 90

1582 Primary familial brain calcification linked to deletion of 5â€™ noncoding region of <i>SLC20A2</i>. Acta
Neurologica Scandinavica, 2017, 136, 59-63. 1.0 11

1583 <scp>vcfr</scp>: a package to manipulate and visualize variant call format data in R. Molecular
Ecology Resources, 2017, 17, 44-53. 2.2 671



89

Citation Report

# Article IF Citations

1584 Primary immunodeficiency diseases: Genomic approaches delineate heterogeneous Mendelian
disorders. Journal of Allergy and Clinical Immunology, 2017, 139, 232-245. 1.5 261

1585 Position-dependent termination and widespread obligatory frameshifting in Euplotes translation.
Nature Structural and Molecular Biology, 2017, 24, 61-68. 3.6 56

1586 Comparison of exome-based HLA class I genotyping tools: identification of platform-specific
genotyping errors. Journal of Human Genetics, 2017, 62, 397-405. 1.1 55

1587
The mitochondrial genome of Hypancistrus zebra (IsbrÃ¼cker & Nijssen, 1991) (Siluriformes:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 627 Td (Loricariidae), an endangered ornamental fish from the Brazilian Amazon. Conservation Genetics

Resources, 2017, 9, 319-324.
0.4 4

1588 Epstein Barr Virus. Methods in Molecular Biology, 2017, , . 0.4 1

1589 Analysis of EBV Transcription Using High-Throughput RNA Sequencing. Methods in Molecular Biology,
2017, 1532, 105-121. 0.4 2

1590 Mutation spectrum of NF1 gene in Italian patients with neurofibromatosis type 1 using Ion Torrent
PGMâ„¢ platform. European Journal of Medical Genetics, 2017, 60, 93-99. 0.7 30

1591 TACO produces robust multisample transcriptome assemblies from RNA-seq. Nature Methods, 2017, 14,
68-70. 9.0 157

1592 Cell Culture System for Analysis of Genetic Heterogeneity WithinÂ Hepatocellular Carcinomas and
Response to Pharmacologic Agents. Gastroenterology, 2017, 152, 232-242.e4. 0.6 107

1593 TALEN/CRISPR-mediated engineering of a promoterless anti-viral RNAi hairpin into an endogenous
miRNA locus. Nucleic Acids Research, 2017, 45, e3-e3. 6.5 8

1594 Combined genetic approaches yield a 48% diagnostic rate in a large cohort of French hearing-impaired
patients. Scientific Reports, 2017, 7, 16783. 1.6 59

1595 Insights into DDT Resistance from the <i>Drosophila melanogaster</i> Genetic Reference Panel.
Genetics, 2017, 207, 1181-1193. 1.2 52

1596 Targeted sequencing of cancerâ€‘associated genes in hepatocellular carcinoma using nextâ€‘generation
sequencing. Oncology Letters, 2018, 15, 528-532. 0.8 6

1597
Clarifying sub-genomic positions of QTLs for flowering habit and fruit quality in U.S. strawberry
(FragariaÃ—ananassa) breeding populations using pedigree-based QTL analysis. Horticulture Research,
2017, 4, 17062.

2.9 48

1598 Germline TTN variants are enriched in PTEN-wildtype Bannayanâ€“Rileyâ€“Ruvalcaba syndrome. Npj
Genomic Medicine, 2017, 2, 37. 1.7 10

1599 A next-generation newborn screening pilot study: NGS on dried blood spots detects causal mutations
in patients with inherited metabolic diseases. Scientific Reports, 2017, 7, 17641. 1.6 35

1600 Sit4-Associated Protein is Required for Pathogenicity of Leptosphaeria maculans on Brassica napus.
Current Microbiology, 2017, 74, 1438-1446. 1.0 6

1601 Resequencing of the Leishmania infantum (strain JPCM5) genome and de novo assembly into 36 contigs.
Scientific Reports, 2017, 7, 18050. 1.6 47



90

Citation Report

# Article IF Citations

1602 Software Dedicated to Virus Sequence Analysis â€œBioinformatics Goes Viralâ€•. Advances in Virus
Research, 2017, 99, 233-257. 0.9 19

1603 Purification of nanogram-range immunoprecipitated DNA in ChIP-seq application. BMC Genomics, 2017,
18, 985. 1.2 34

1604 A Specialized Peptidoglycan Synthase Promotes <i>Salmonella</i> Cell Division inside Host Cells.
MBio, 2017, 8, . 1.8 30

1605 Transcriptome Sequencing for Precise and Accurate Measurement of Transcripts and Accessibility of
TCGA for Cancer Datasets and Analysis. , 0, , . 0

1606 Practical Data Processing Approach for RNA Sequencing of Microorganisms. , 2017, , . 0

1607 Clonal evolution underlying leukemia progression and Richter transformation in patients with
ibrutinib-relapsed CLL. Blood Advances, 2017, 1, 715-727. 2.5 105

1608 Molecular Characterization of Somatic Alterations in Dukesâ€™ B and C Colorectal Cancers by Targeted
Sequencing. Frontiers in Pharmacology, 2017, 8, 465. 1.6 8

1609 A Comprehensive Prescription for Plant miRNA Identification. Frontiers in Plant Science, 2016, 7, 2058. 1.7 46

1610 RNA-Seq of Guar (Cyamopsis tetragonoloba, L. Taub.) Leaves: De novo Transcriptome Assembly,
Functional Annotation and Development of Genomic Resources. Frontiers in Plant Science, 2017, 8, 91. 1.7 54

1611 Small RNAs Derived from the T-DNA of Agrobacterium rhizogenes in Hairy Roots of Phaseolus
vulgaris. Frontiers in Plant Science, 2017, 8, 96. 1.7 8

1612 Transcriptomes of Ralstonia solanacearum during Root Colonization of Solanum commersonii.
Frontiers in Plant Science, 2017, 8, 370. 1.7 30

1613 Characterization of the Polycomb-Group Mark H3K27me3 in Unicellular Algae. Frontiers in Plant
Science, 2017, 8, 607. 1.7 38

1614 Bioinformatics Tools for Data Analysis. , 2017, , 339-351. 0

1615 DNA methylation regulates discrimination of enhancers from promoters through a H3K4me1-H3K4me3
seesaw mechanism. BMC Genomics, 2017, 18, 964. 1.2 80

1616 Next-Generation Sequencing, Bioinformatics, and Infectious Diseases. , 2017, , 405-420. 0

1617 RNAâ€•seq: Applications and Best Practices. , 0, , . 17

1618 Bioinformatic Analyses of Whole-Genome Sequence Data in a Public Health Laboratory. Emerging
Infectious Diseases, 2017, 23, 1441-1445. 2.0 40

1619 Transcriptomic Complexity of Aspergillus terreus Velvet Gene Family under the Influence of
Butyrolactone I. Microorganisms, 2017, 5, 12. 1.6 30



91

Citation Report

# Article IF Citations

1620 Transcriptional Analysis Allows Genome Reannotation and Reveals that Cryptococcus gattii VGII
Undergoes Nutrient Restriction during Infection. Microorganisms, 2017, 5, 49. 1.6 20

1621 New Insights into the Genome Organization of Yeast Killer Viruses Based on â€œAtypicalâ€• Killer Strains
Characterized by High-Throughput Sequencing. Toxins, 2017, 9, 292. 1.5 20

1622
A novel de novo COL6A1 mutation emphasizes the role of intron 14 donor splice site defects as a cause
of moderate-progressive form of ColVI myopathy â€“ a case report and review of the
genotypeâ€“phenotype correlation. Folia Neuropathologica, 2017, 3, 214-220.

0.5 5

1623 The ovarian cancer oncobiome. Oncotarget, 2017, 8, 36225-36245. 0.8 129

1624 Identification and Analysis of RNA Editing Sites in the Chloroplast Transcripts of Aegilops tauschii L..
Genes, 2017, 8, 13. 1.0 34

1625 An Expanded Multi-Organ Disease Phenotype Associated with Mutations in YARS. Genes, 2017, 8, 381. 1.0 19

1626 The Pacific Rat Race to Easter Island: Tracking the Prehistoric Dispersal of Rattus exulans Using
Ancient Mitochondrial Genomes. Frontiers in Ecology and Evolution, 2017, 5, . 1.1 18

1627 Discovering the Unexpected with the Utilization of NGS in Diagnostics of Non-syndromic Hearing Loss
Disorders: The Family Case of ILDR1-Dependent Hearing Loss Disorder. Frontiers in Genetics, 2017, 8, 95. 1.1 3

1628 Identification of Splicing Quantitative Trait Loci (sQTL) in Drosophila melanogaster with
Developmental Lead (Pb2+) Exposure. Frontiers in Genetics, 2017, 8, 145. 1.1 20

1629
iDNA at Sea: Recovery of Whale Shark (Rhincodon typus) Mitochondrial DNA Sequences from the
Whale Shark Copepod (Pandarus rhincodonicus) Confirms Global Population Structure. Frontiers in
Marine Science, 2017, 4, .

1.2 20

1630 The Histidine Decarboxylase Gene Cluster of Lactobacillus parabuchneri Was Gained by Horizontal
Gene Transfer and Is Mobile within the Species. Frontiers in Microbiology, 2017, 8, 218. 1.5 40

1631 Comparative Genome Analysis of Three Thiocyanate Oxidizing Thioalkalivibrio Species Isolated from
Soda Lakes. Frontiers in Microbiology, 2017, 8, 254. 1.5 53

1632 RNAseq Reveals Complex Response of Campylobacter jejuni to Ovine Bile and In vivo Gallbladder
Environment. Frontiers in Microbiology, 2017, 8, 940. 1.5 20

1633 A Genotypic Analysis of Five P. aeruginosa Strains after Biofilm Infection by Phages Targeting Different
Cell Surface Receptors. Frontiers in Microbiology, 2017, 8, 1229. 1.5 41

1634 Global Screening of Salmonella enterica Serovar Typhimurium Genes for Desiccation Survival.
Frontiers in Microbiology, 2017, 8, 1723. 1.5 41

1635
Nanopore Long-Read Guided Complete Genome Assembly of Hydrogenophaga intermedia, and Genomic
Insights into 4-Aminobenzenesulfonate, p-Aminobenzoic Acid and Hydrogen Metabolism in the Genus
Hydrogenophaga. Frontiers in Microbiology, 2017, 8, 1880.

1.5 24

1636
ANK1 and DnaK-TPR, Two Tetratricopeptide Repeat-Containing Proteins Primarily Expressed in
Toxoplasma Bradyzoites, Do Not Contribute to Bradyzoite Differentiation. Frontiers in Microbiology,
2017, 8, 2210.

1.5 14

1637 Anilinopyrimidine Resistance in Botrytis cinerea Is Linked to Mitochondrial Function. Frontiers in
Microbiology, 2017, 8, 2361. 1.5 51



92

Citation Report

# Article IF Citations

1638 Screening the Molecular Framework Underlying Local Dendritic mRNA Translation. Frontiers in
Molecular Neuroscience, 2017, 10, 45. 1.4 6

1639 Complete Genome Sequence of Edwardsiella hoshinae ATCC 35051. Genome Announcements, 2017, 5, . 0.8 7

1640 Idiopathic hypereosinophilia is clonal disorder? Clonality identified by targeted sequencing. PLoS ONE,
2017, 12, e0185602. 1.1 27

1641 Defining the location of promoter-associated R-loops at near-nucleotide resolution using bisDRIP-seq.
ELife, 2017, 6, . 2.8 97

1642 Mapping cell type-specific transcriptional enhancers using high affinity, lineage-specific Ep300
bioChIP-seq. ELife, 2017, 6, . 2.8 50

1643 An efficient targeted nuclease strategy for high-resolution mapping of DNA binding sites. ELife, 2017, 6,
. 2.8 1,119

1644 Analyses of methylomes of upland and lowland switchgrass (Panicum virgatum) ecotypes using
MeDIP-seq and BS-seq. BMC Genomics, 2017, 18, 851. 1.2 14

1645 Comparative transcriptomics of female and male gametocytes in Plasmodium berghei and the
evolution of sex in alveolates. BMC Genomics, 2017, 18, 734. 1.2 68

1646 Characterization of vB_SauM-fRuSau02, a Twort-Like Bacteriophage Isolated from a Therapeutic Phage
Cocktail. Viruses, 2017, 9, 258. 1.5 51

1647 Regulation of PI-2b Pilus Expression in Hypervirulent Streptococcus agalactiae ST-17 BM110. PLoS ONE,
2017, 12, e0169840. 1.1 20

1648
Codon-level co-occurrences of germline variants and somatic mutations in cancer are rare but often
lead to incorrect variant annotation and underestimated impact prediction. PLoS ONE, 2017, 12,
e0174766.

1.1 4

1649 Pax7 remodels the chromatin landscape in skeletal muscle stem cells. PLoS ONE, 2017, 12, e0176190. 1.1 40

1650 A curated catalog of canine and equine keratin genes. PLoS ONE, 2017, 12, e0180359. 1.1 19

1651 Genetic variation and expression changes associated with molybdate resistance from a glutathione
producing wine strain of Saccharomyces cerevisiae. PLoS ONE, 2017, 12, e0180814. 1.1 8

1652 An intronic LINE-1 insertion in MERTK is strongly associated with retinopathy in Swedish Vallhund
dogs. PLoS ONE, 2017, 12, e0183021. 1.1 10

1653 Proteogenomics produces comprehensive and highly accurate protein-coding gene annotation in a
complete genome assembly ofMalassezia sympodialis. Nucleic Acids Research, 2017, 45, gkx006. 6.5 47

1654 Autopolyploidy genome duplication preserves other ancient genome duplications in Atlantic salmon
(Salmo salar). PLoS ONE, 2017, 12, e0173053. 1.1 16

1655 A de novo variant in the ASPRV1 gene in a dog with ichthyosis. PLoS Genetics, 2017, 13, e1006651. 1.5 34



93

Citation Report

# Article IF Citations

1656 Risk for molecular contamination of tissue samples evaluated for targeted anti-cancer therapy. PLoS
ONE, 2017, 12, e0173760. 1.1 8

1657 Rfx2 Stabilizes Foxj1 Binding at Chromatin Loops to Enable Multiciliated Cell Gene Expression. PLoS
Genetics, 2017, 13, e1006538. 1.5 68

1658 A fungal transcription factor essential for starch degradation affects integration of carbon and
nitrogen metabolism. PLoS Genetics, 2017, 13, e1006737. 1.5 76

1659 Identification of a SjÃ¶gren's syndrome susceptibility locus at OAS1 that influences isoform switching,
protein expression, and responsiveness to type I interferons. PLoS Genetics, 2017, 13, e1006820. 1.5 60

1660 A miRNA catalogue and ncRNA annotation of the short-living fish Nothobranchius furzeri. BMC
Genomics, 2017, 18, 693. 1.2 18

1661 A de novo missense mutation of FGFR2 causes facial dysplasia syndrome in Holstein cattle. BMC
Genetics, 2017, 18, 74. 2.7 11

1662 Effect of acetic acid on ethanol production by Zymomonas mobilis mutant strains through
continuous adaptation. BMC Biotechnology, 2017, 17, 63. 1.7 28

1663
Whole-genome analysis of human papillomavirus genotypes 52 and 58 isolated from Japanese women
with cervical intraepithelial neoplasia and invasive cervical cancer. Infectious Agents and Cancer,
2017, 12, 44.

1.2 16

1664 The distinct biological implications of Asxl1 mutation and its roles in leukemogenesis revealed by a
knock-in mouse model. Journal of Hematology and Oncology, 2017, 10, 139. 6.9 40

1665 Identification and characterization of a FOXA2-regulated transcriptional enhancer at a type 2 diabetes
intronic locus that controls GCKR expression in liver cells. Genome Medicine, 2017, 9, 63. 3.6 21

1666 Metagenomic characterization of ambulances across the USA. Microbiome, 2017, 5, 125. 4.9 32

1667
An Assessment of Fixed and Native Chromatin Preparation Methods to Study Histone
Post-Translational Modifications at a Whole Genome Scale in Skeletal Muscle Tissue. Biological
Procedures Online, 2017, 19, 10.

1.4 12

1668 The genome of the cotton bacterial blight pathogen Xanthomonas citri pv. malvacearum strain MSCT1.
Standards in Genomic Sciences, 2017, 12, 42. 1.5 7

1669 Molecular cloning of novel transcripts of human kallikrein-related peptidases 5, 6, 7, 8 and 9 (KLK5 â€“) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (KLK9), using Next-generation sequencing. Scientific Reports, 2017, 7, 17299.1.6 17

1670 NucDiff: in-depth characterization and annotation of differences between two sets of DNA sequences.
BMC Bioinformatics, 2017, 18, 338. 1.2 43

1671 Inhibiting translation elongation can aid genome duplication in Escherichia coli. Nucleic Acids
Research, 2017, 45, 2571-2584. 6.5 12

1672 Comparative analysis of primary <i>versus</i> relapse/refractory DLBCL identifies shifts in mutation
spectrum. Oncotarget, 2017, 8, 99237-99244. 0.8 23

1673 Identification of a novel mtDNA lineage B3 in chicken. Zoological Research, 2017, 00, 0-0. 0.9 3



94

Citation Report

# Article IF Citations

1674 Promoter identification and analysis of key glycosphingolipid biosynthesis-globo series pathway genes
in piglets. Genetics and Molecular Research, 2017, 16, . 0.3 0

1675
Whole exome sequencing in 75 high-risk families with validation and replication in independent
case-control studies identifies <i>TANGO2</i>, <i>OR5H14</i>, and <i>CHAD</i> as new prostate cancer
susceptibility genes. Oncotarget, 2017, 8, 1495-1507.

0.8 11

1676 Melanisation of Aspergillus terreusâ€”Is Butyrolactone I Involved in the Regulation of Both DOPA and
DHN Types of Pigments in Submerged Culture?. Microorganisms, 2017, 5, 22. 1.6 19

1678 Germline mutation within COL2A1 associated with lethal chondrodysplasia in a polled Holstein family.
BMC Genomics, 2017, 18, 762. 1.2 9

1679 Metabolic differentiation of surface and invasive cells of yeast colony biofilms revealed by gene
expression profiling. BMC Genomics, 2017, 18, 814. 1.2 18

1680 EGFR G796D mutation mediates resistance to osimertinib. Oncotarget, 2017, 8, 49671-49679. 0.8 90

1681 Immunohistochemistry cannot replace DNA analysis for evaluation of<i>BRAF</i>V600E mutations in
papillary thyroid carcinoma. Oncotarget, 2017, 8, 74897-74909. 0.8 16

1682 Livebearing or egg-laying mammals: 27 decisive nucleotides of FAM168. BioScience Trends, 2017, 11,
169-178. 1.1 1

1683 Decitabine-Vorinostat combination treatment in acute myeloid leukemia activates pathways with
potential for novel triple therapy. Oncotarget, 2017, 8, 51429-51446. 0.8 30

1684 CTCF and cohesin regulate chromatin loop stability with distinct dynamics. ELife, 2017, 6, . 2.8 476

1685 <i>PTEN</i> Loss-of-Function Alterations Are Associated With Intrinsic Resistance to BRAF Inhibitors
in Metastatic Melanoma. JCO Precision Oncology, 2017, 1, 1-15. 1.5 275

1686 MeTDiff: A Novel Differential RNA Methylation Analysis for MeRIP-Seq Data. IEEE/ACM Transactions on
Computational Biology and Bioinformatics, 2018, 15, 526-534. 1.9 79

1687 Targeted Next-Generation Sequencing Is a Sensitive Tool for Differential Diagnosis of Myelodysplastic
Syndromes in Bone Marrow Trephines. Journal of Molecular Diagnostics, 2018, 20, 344-354. 1.2 6

1688 Common and divergent features of galactose-1-phosphate and fructose-1-phosphate toxicity in yeast.
Molecular Biology of the Cell, 2018, 29, 897-910. 0.9 13

1689 Parent-of-Origin-Dependent Gene Expression in Male and Female Schistosome Parasites. Genome
Biology and Evolution, 2018, 10, 840-856. 1.1 2

1690 Unraveling the genetic history of the European wild goats. Quaternary Science Reviews, 2018, 185,
189-198. 1.4 21

1691 Newly designed 11-gene panel reveals first case of hereditary amyloidosis captured by massive parallel
sequencing. Journal of Clinical Pathology, 2018, 71, 687-694. 1.0 11

1692 The IL-4/STAT6/PPARÎ³ signaling axis is driving the expansion of the RXR heterodimer cistrome, providing
complex ligand responsiveness in macrophages. Nucleic Acids Research, 2018, 46, 4425-4439. 6.5 47



95

Citation Report

# Article IF Citations

1693 Chromatin Accessibility Landscape in Human Early Embryos and Its Association with Evolution. Cell,
2018, 173, 248-259.e15. 13.5 159

1694
A RAB27A 5â€² untranslated region structural variant associated with late-onset hemophagocytic
lymphohistiocytosis and normal pigmentation. Journal of Allergy and Clinical Immunology, 2018, 142,
317-321.e8.

1.5 22

1695 The cJUN NH2-terminal kinase (JNK) pathway contributes to mouse mammary gland remodeling during
involution. Cell Death and Differentiation, 2018, 25, 1702-1715. 5.0 11

1696 Changes in chromatin accessibility between Arabidopsis stem cells and mesophyll cells illuminate cell
typeâ€•specific transcription factor networks. Plant Journal, 2018, 94, 215-231. 2.8 110

1697 A Mild PUM1 Mutation Is Associated with Adult-Onset Ataxia, whereas Haploinsufficiency Causes
Developmental Delay and Seizures. Cell, 2018, 172, 924-936.e11. 13.5 103

1698
Long-Term Microevolution of <i>Pseudomonas aeruginosa</i> Differs between Mildly and Severely
Affected Cystic Fibrosis Lungs. American Journal of Respiratory Cell and Molecular Biology, 2018, 59,
246-256.

1.4 42

1699 Massively parallel sequencing-enabled mixture analysis of mitochondrial DNA samples. International
Journal of Legal Medicine, 2018, 132, 1263-1272. 1.2 36

1700 Somatic Mitochondrial DNA Mutations in Diffuse Large B-Cell Lymphoma. Scientific Reports, 2018, 8,
3623. 1.6 4

1701 Signaling function of PRC2 is essential for TCR-driven T cell responses. Journal of Experimental
Medicine, 2018, 215, 1101-1113. 4.2 40

1702 Hematopoietic lineage distribution and evolutionary dynamics of clonal hematopoiesis. Leukemia, 2018,
32, 1908-1919. 3.3 137

1703 Î³-glutamyl transpeptidase deficiency caused by a large homozygous intragenic deletion in GGT1.
European Journal of Human Genetics, 2018, 26, 808-817. 1.4 16

1704 <i><scp>KRAS</scp></i> mutation is predictive of outcome in patients with pulmonary sarcomatoid
carcinoma. Histopathology, 2018, 73, 207-214. 1.6 32

1705 Relative Abundance of Integrant-Derived Viral RNAs in Infected Tissues Harvested from Chronic
Hepatitis B Virus Carriers. Journal of Virology, 2018, 92, . 1.5 31

1706 PARP14 Controls the Nuclear Accumulation of a Subset of Type I IFNâ€“Inducible Proteins. Journal of
Immunology, 2018, 200, 2439-2454. 0.4 70

1707 Landscape of the spliced leader trans-splicing mechanism in Schistosoma mansoni. Scientific Reports,
2018, 8, 3877. 1.6 20

1708 Genetic profiling using plasma-derived cell-free DNA in therapy-naÃ¯ve hepatocellular carcinoma
patients: a pilot study. Annals of Oncology, 2018, 29, 1286-1291. 0.6 74

1709 ReMap 2018: an updated atlas of regulatory regions from an integrative analysis of DNA-binding
ChIP-seq experiments. Nucleic Acids Research, 2018, 46, D267-D275. 6.5 214

1710 Chemically defined and growth-factor-free culture system for the expansion and derivation of human
pluripotent stem cells. Nature Biomedical Engineering, 2018, 2, 173-182. 11.6 42



96

Citation Report

# Article IF Citations

1711 Loss of Chromatin-Remodeling Proteins and/or CDKN2A Associates With Metastasis of Pancreatic
Neuroendocrine Tumors and Reduced Patient Survival Times. Gastroenterology, 2018, 154, 2060-2063.e8. 0.6 69

1712 Regulons and proteinâ€“protein interactions of PRDâ€•containing <i>Bacillus anthracis</i> virulence
regulators reveal overlapping but distinct functions. Molecular Microbiology, 2018, 109, 1-22. 1.2 15

1713 Acetyl-CoA promotes glioblastoma cell adhesion and migration through Ca<sup>2+</sup>â€“NFAT
signaling. Genes and Development, 2018, 32, 497-511. 2.7 97

1714 Computational Methods for Assessing Chromatin Hierarchy. Computational and Structural
Biotechnology Journal, 2018, 16, 43-53. 1.9 22

1715 A biallelic 36-bp insertion in PIBF1 is associated with Joubert syndrome. Journal of Human Genetics,
2018, 63, 935-939. 1.1 14

1716 Canine NAPEPLD-associated models of human myelin disorders. Scientific Reports, 2018, 8, 5818. 1.6 14

1717 Congenital hypoplastic bone marrow failure associated with a de novo partial deletion of the MECOM
gene at 3q26.2. Gene, 2018, 656, 86-94. 1.0 9

1718 Integrated Genomic and Immunophenotypic Classification of Pancreatic Cancer Reveals Three Distinct
Subtypes with Prognostic/Predictive Significance. Clinical Cancer Research, 2018, 24, 4444-4454. 3.2 132

1719 EWSR1-NFATC2 gene fusion in a soft tissue tumor with epithelioid round cell morphology and
abundant stroma: a case report and review of the literature. Human Pathology, 2018, 81, 281-290. 1.1 33

1720 Identification of Hub Genes and Pathways in Zika Virus Infection Using RNA-Seq Data: A Network-Based
Computational Approach. Viral Immunology, 2018, 31, 321-332. 0.6 10

1721 A Kinesin-14 Motor Activates Neocentromeres to Promote Meiotic Drive in Maize. Cell, 2018, 173,
839-850.e18. 13.5 104

1722 Gon4l regulates notochord boundary formation and cell polarity underlying axis extension by
repressing adhesion genes. Nature Communications, 2018, 9, 1319. 5.8 23

1723 Concurrent Host-Pathogen Transcriptional Responses in a <i>Clostridium perfringens</i> Murine
Myonecrosis Infection. MBio, 2018, 9, . 1.8 38

1724 Expression of novel â€œLOCGEFâ€• isoforms of ARHGEF18 in eosinophils. Journal of Leukocyte Biology,
2018, 104, 135-145. 1.5 3

1725 Phenotypic consequences of gene disruption by a balanced de novo translocation involving SLC6A1
and NAA15. European Journal of Medical Genetics, 2018, 61, 596-601. 0.7 2

1726 Evolution of Sex Determination Loci in Atlantic Salmon. Scientific Reports, 2018, 8, 5664. 1.6 51

1727 Genomeâ€•wide analysis of the regulation of Cu metabolism in <i>Cryptococcus neoformans</i>.
Molecular Microbiology, 2018, 108, 473-494. 1.2 34

1728 A Beginnerâ€™s Guide to Analysis of RNA Sequencing Data. American Journal of Respiratory Cell and
Molecular Biology, 2018, 59, 145-157. 1.4 78



97

Citation Report

# Article IF Citations

1729 The Origins and Vulnerabilities of Two Transmissible Cancers in Tasmanian Devils. Cancer Cell, 2018,
33, 607-619.e15. 7.7 88

1730 Exome Sequencing in Children With Pulmonary Arterial Hypertension Demonstrates Differences
Compared With Adults. Circulation Genomic and Precision Medicine, 2018, 11, e001887. 1.6 104

1731 PyPathway: Python Package for Biological Network Analysis and Visualization. Journal of
Computational Biology, 2018, 25, 499-504. 0.8 3

1732 Targeted in situ genome-wide profiling with high efficiency for low cell numbers. Nature Protocols,
2018, 13, 1006-1019. 5.5 572

1733 Environment-dependent striatal gene expression in the BACHD rat model for Huntington disease.
Scientific Reports, 2018, 8, 5803. 1.6 10

1734 Identification of rare sequence variation underlying heritable pulmonary arterial hypertension.
Nature Communications, 2018, 9, 1416. 5.8 279

1735 The NSIGHT1-randomized controlled trial: rapid whole-genome sequencing for accelerated etiologic
diagnosis in critically ill infants. Npj Genomic Medicine, 2018, 3, 6. 1.7 156

1736 Transcriptome-wide survey of gene expression changes and alternative splicing in Trichophyton
rubrum in response to undecanoic acid. Scientific Reports, 2018, 8, 2520. 1.6 35

1737
Inhibition of Endothelial NOTCH1 Signaling Attenuates Inflammation by Reducing Cytokine-Mediated
Histone Acetylation at Inflammatory Enhancers. Arteriosclerosis, Thrombosis, and Vascular Biology,
2018, 38, 854-869.

1.1 37

1738 H3K9 demethylase KDM4E is an epigenetic regulator for bovine embryonic development and a defective
factor for nuclear reprogramming. Development (Cambridge), 2018, 145, . 1.2 98

1739 PRC2 Is Dispensable<i>in Vivo</i>for Î²-Catenin-Mediated Repression of Chondrogenesis in the Mouse
Embryonic Cranial Mesenchyme. G3: Genes, Genomes, Genetics, 2018, 8, 491-503. 0.8 15

1740 Characterization of viral RNA splicing using whole-transcriptome datasets from host species.
Scientific Reports, 2018, 8, 3273. 1.6 10

1741 Neuronal ceroid lipofuscinosis in Salukis is caused by a single base pair insertion in <i>CLN8</i>.
Animal Genetics, 2018, 49, 52-58. 0.6 12

1742 Identification of novel fusion transcripts in multiple myeloma. Journal of Clinical Pathology, 2018, 71,
708-712. 1.0 5

1743 Breaching Self-Tolerance to Alu Duplex RNA Underlies MDA5-Mediated Inflammation. Cell, 2018, 172,
797-810.e13. 13.5 306

1744 De novo assembly of honey bee RNA viral genomes by tapping into the innate insect antiviral response
pathway. Journal of Invertebrate Pathology, 2018, 152, 38-47. 1.5 23

1745 <i>GRF-interacting factor1</i> Regulates Shoot Architecture and Meristem Determinacy in Maize. Plant
Cell, 2018, 30, 360-374. 3.1 82

1746
Identification of a Novel Nonsense<i>ASPM</i>Mutation in a Large Consanguineous Pakistani Family
Using Targeted Next-Generation Sequencing. Genetic Testing and Molecular Biomarkers, 2018, 22,
159-164.

0.3 3



98

Citation Report

# Article IF Citations

1747
Small RNA-Omics for Virome Reconstruction and Antiviral Defense Characterization in Mixed
Infections of Cultivated <i>Solanum</i> Plants. Molecular Plant-Microbe Interactions, 2018, 31,
707-723.

1.4 23

1748 Lsd1 regulates skeletal muscle regeneration and directs the fate of satellite cells. Nature
Communications, 2018, 9, 366. 5.8 56

1749
Multicenter validation of cancer gene panel-based next-generation sequencing for translational
research and molecular diagnostics. Virchows Archiv Fur Pathologische Anatomie Und Physiologie
Und Fur Klinische Medizin, 2018, 472, 557-565.

1.4 19

1750 Combined analysis of gene expression and genome binding profiles identified potential therapeutic
targets of ciclopirox in Ewing sarcoma. Molecular Medicine Reports, 2018, 17, 4291-4298. 1.1 7

1751 VIPER: a web application for rapid expert review of variant calls. Bioinformatics, 2018, 34, 1928-1929. 1.8 7

1752 The Transcription Factor STAT6 Mediates Direct Repression of Inflammatory Enhancers and Limits
Activation of Alternatively Polarized Macrophages. Immunity, 2018, 48, 75-90.e6. 6.6 185

1753 A robust targeted sequencing approach for low input and variable quality DNA from clinical samples.
Npj Genomic Medicine, 2018, 3, 2. 1.7 20

1754 Multiplatform next-generation sequencing identifies novel RNA molecules and transcript isoforms of
the endogenous retrovirus isolated from cultured cells. FEMS Microbiology Letters, 2018, 365, . 0.7 21

1755 Complete genome sequence and analysis of the industrial Saccharomyces cerevisiae strain N85 used in
Chinese rice wine production. DNA Research, 2018, 25, 297-306. 1.5 8

1756 Pancreatic gene expression during recovery after pancreatitis reveals unique transcriptome profiles.
Scientific Reports, 2018, 8, 1406. 1.6 14

1757 Herpes Simplex Virus 1 Dramatically Alters Loading and Positioning of RNA Polymerase II on Host Genes
Early in Infection. Journal of Virology, 2018, 92, . 1.5 51

1758 Genomic Analysis of Hospital Plumbing Reveals Diverse Reservoir of Bacterial Plasmids Conferring
Carbapenem Resistance. MBio, 2018, 9, . 1.8 155

1759 Complete mitochondrial genome of Sri Lankan Junglefowl (Gallus lafayetti) and phylogenetic study.
Mitochondrial DNA Part B: Resources, 2018, 3, 83-84. 0.2 0

1760 ZNF462 and KLF12 are disrupted by a de novo translocation in a patient with syndromic intellectual
disability and autism spectrum disorder. European Journal of Medical Genetics, 2018, 61, 376-383. 0.7 13

1761 The IAP family member BRUCE regulates autophagosomeâ€“lysosome fusion. Nature Communications,
2018, 9, 599. 5.8 80

1762 Finding Nemo: hybrid assembly with Oxford Nanopore and Illumina reads greatly improves the
clownfish (Amphiprion ocellaris) genome assembly. GigaScience, 2018, 7, 1-6. 3.3 90

1763 Genomic Identification and Functional Characterization of Essential Genes in <i>Caenorhabditis
elegans</i>. G3: Genes, Genomes, Genetics, 2018, 8, 981-997. 0.8 18

1764 HPViewer: sensitive and specific genotyping of human papillomavirus in metagenomic DNA.
Bioinformatics, 2018, 34, 1986-1995. 1.8 17



99

Citation Report

# Article IF Citations

1765 Antisense transcription regulates the expression of sense gene via alternative polyadenylation.
Protein and Cell, 2018, 9, 540-552. 4.8 3

1766
The transcription factors GATA2 and microphthalmia-associated transcription factor regulate Hdc
gene expression in mast cells and are required for IgE/mast cellâ€“mediated anaphylaxis. Journal of
Allergy and Clinical Immunology, 2018, 142, 1173-1184.

1.5 41

1767 Circadian Evening Complex Represses Jasmonate-Induced Leaf Senescence in Arabidopsis. Molecular
Plant, 2018, 11, 326-337. 3.9 80

1768 Genomic Analysis Reveals Distinct Subtypes in Two Rare Cases of Primary Ovarian Lymphoma.
Pathology Research and Practice, 2018, 214, 593-598. 1.0 5

1769 The Hidden Genomic and Transcriptomic Plasticity of Giant Marker Chromosomes in Cancer. Genetics,
2018, 208, 951-961. 1.2 13

1770 Evaluation of ADAMTS17 in Chinese Shar-Pei with primary open-angle glaucoma, primary lens luxation,
or both. American Journal of Veterinary Research, 2018, 79, 98-106. 0.3 23

1771 Evolutionary determinants of genome-wide nucleotide composition. Nature Ecology and Evolution,
2018, 2, 237-240. 3.4 126

1772 Super-enhancers define a proliferative PGC-1Î±-expressing melanoma subgroup sensitive to BET
inhibition. Oncogene, 2018, 37, 512-521. 2.6 33

1773 Genetic dissection of cyclic pyranopterin monophosphate biosynthesis in plant mitochondria.
Biochemical Journal, 2018, 475, 495-509. 1.7 13

1774 Specific Inhibition of the Bifunctional Farnesyl/Geranylgeranyl Diphosphate Synthase in Malaria
Parasites via a New Small-Molecule Binding Site. Cell Chemical Biology, 2018, 25, 185-193.e5. 2.5 32

1775 Functional and clinical relevance of VLA-4 (CD49d/CD29) in ibrutinib-treated chronic lymphocytic
leukemia. Journal of Experimental Medicine, 2018, 215, 681-697. 4.2 65

1776 PLAZA 4.0: an integrative resource for functional, evolutionary and comparative plant genomics.
Nucleic Acids Research, 2018, 46, D1190-D1196. 6.5 460

1777 Mapping the malaria parasite druggable genome by using in vitro evolution and chemogenomics.
Science, 2018, 359, 191-199. 6.0 194

1778 Performance of the Early Access AmpliSeqâ„¢ Mitochondrial Panel with degraded DNA samples using
the Ion Torrentâ„¢ platform. Electrophoresis, 2018, 39, 2776-2784. 1.3 13

1779 A RNA-Sequencing approach for the identification of novel long non-coding RNA biomarkers in
colorectal cancer. Scientific Reports, 2018, 8, 575. 1.6 80

1780 Effect of Plasmid Design and Type of Integration Event on Recombinant Protein Expression in Pichia
pastoris. Applied and Environmental Microbiology, 2018, 84, . 1.4 54

1781 In vivo response of the human epigenome to vitamin D: A Proof-of-principle study. Journal of Steroid
Biochemistry and Molecular Biology, 2018, 180, 142-148. 1.2 59

1782 NRF2 regulates endothelial glycolysis and proliferation with miR-93 and mediates the effects of
oxidized phospholipids on endothelial activation. Nucleic Acids Research, 2018, 46, 1124-1138. 6.5 55



100

Citation Report

# Article IF Citations

1783 Discovering viral genomes in human metagenomic data by predicting unknown protein families.
Scientific Reports, 2018, 8, 28. 1.6 14

1784 Sensitive and specific post-call filtering of genetic variants in xenograft and primary tumors.
Bioinformatics, 2018, 34, 1713-1718. 1.8 3

1785 Genome-Wide Analysis of the Arabidopsis Replication Timing Program. Plant Physiology, 2018, 176,
2166-2185. 2.3 36

1786 Genome-Wide circRNA Profiling from RNA-seq Data. Methods in Molecular Biology, 2018, 1724, 27-41. 0.4 32

1787 Functional variants in the <i>LRRK2</i> gene confer shared effects on risk for Crohnâ€™s disease and
Parkinsonâ€™s disease. Science Translational Medicine, 2018, 10, . 5.8 273

1788 Variation in Splicing Efficiency Underlies Morphological Evolution in Capsella. Developmental Cell,
2018, 44, 192-203.e5. 3.1 17

1789 Accurate mapping of tRNA reads. Bioinformatics, 2018, 34, 1116-1124. 1.8 33

1790 Genome U-Plot: a whole genome visualization. Bioinformatics, 2018, 34, 1629-1634. 1.8 23

1791 Discovery of internalizing antibodies to basal breast cancer cells. Protein Engineering, Design and
Selection, 2018, 31, 17-28. 1.0 4

1792 SNPitty. Journal of Molecular Diagnostics, 2018, 20, 166-176. 1.2 13

1793 DNAAF1 links heart laterality with the AAA+ ATPase RUVBL1 and ciliary intraflagellar transport. Human
Molecular Genetics, 2018, 27, 529-545. 1.4 45

1794 Genomic signatures of 60 years of bidirectional selection for 8-week body weight in chickens. Poultry
Science, 2018, 97, 781-790. 1.5 33

1795 Rare Coding Variants in ANGPTL6 Are Associated with Familial Forms of Intracranial Aneurysm.
American Journal of Human Genetics, 2018, 102, 133-141. 2.6 37

1796 Genomic correlates of response to immune checkpoint therapies in clear cell renal cell carcinoma.
Science, 2018, 359, 801-806. 6.0 898

1797 Pervasive Targeting of Nascent Transcripts by Hfq. Cell Reports, 2018, 23, 1543-1552. 2.9 61

1798 New insights into the phylogenetics and population structure of the prairie falcon (Falco mexicanus).
BMC Genomics, 2018, 19, 233. 1.2 25

1799 Comparative genomics of the wheat fungal pathogen Pyrenophora tritici-repentis reveals
chromosomal variations and genome plasticity. BMC Genomics, 2018, 19, 279. 1.2 56

1800 Evaluating the breast cancer predisposition role of rare variants in genes associated with
low-penetrance breast cancer risk SNPs. Breast Cancer Research, 2018, 20, 3. 2.2 19



101

Citation Report

# Article IF Citations

1801 SQUID: transcriptomic structural variation detection from RNA-seq. Genome Biology, 2018, 19, 52. 3.8 27

1802 Transcriptional activator DOT1L putatively regulates human embryonic stem cell differentiation into
the cardiac lineage. Stem Cell Research and Therapy, 2018, 9, 97. 2.4 19

1803 Using Transcriptomics to Study Behavior. , 2018, , 267-288. 1

1804 Long Noncoding RNAs AC009014.3 and Newly Discovered XPLAID Differentiate Aggressive and Indolent
Prostate Cancers. Translational Oncology, 2018, 11, 808-814. 1.7 7

1805 Whole-genome sequencing in patients with ciliopathies uncovers a novel recurrent tandem
duplication in <i>IFT140</i>. Human Mutation, 2018, 39, 983-992. 1.1 21

1806 A technical assessment of the porcine ejaculated spermatozoa for a sperm-specific RNA-seq analysis.
Systems Biology in Reproductive Medicine, 2018, 64, 291-303. 1.0 45

1807 Genome biology of a novel lineage of planctomycetes widespread in anoxic aquatic environments.
Environmental Microbiology, 2018, 20, 2438-2455. 1.8 57

1808 Long noncoding RNA HOTTIP cooperates with CCCTC-binding factor to coordinate HOXA gene
expression. Biochemical and Biophysical Research Communications, 2018, 500, 852-859. 1.0 16

1809 Thioesterâ€•containing proteins in the tsetse fly (<i>Glossina</i>) and their response to trypanosome
infection. Insect Molecular Biology, 2018, 27, 414-428. 1.0 14

1810 Molecular Profile of Advanced Thyroid Carcinomas by Next-Generation Sequencing: Characterizing
Tumors Beyond Diagnosis for Targeted Therapy. Molecular Cancer Therapeutics, 2018, 17, 1575-1584. 1.9 66

1811 Piercing the dark matter: bioinformatics of long-range sequencing and mapping. Nature Reviews
Genetics, 2018, 19, 329-346. 7.7 395

1812 Whole-exome Sequencing Helps the Diagnosis and Treatment in Children with Neurodevelopmental
Delay Accompanied Unexplained Dyspnea. Scientific Reports, 2018, 8, 5214. 1.6 37

1814 Evaluation of the precision ID whole MtDNA genome panel for forensic analyses. Forensic Science
International: Genetics, 2018, 35, 21-25. 1.6 70

1815 Assay for Transposase Accessible Chromatin (ATAC-Seq) to Chart the Open Chromatin Landscape of
Human Pancreatic Islets. Methods in Molecular Biology, 2018, 1766, 197-208. 0.4 10

1817 Applications of Single-Cell Sequencing for Multiomics. Methods in Molecular Biology, 2018, 1754,
327-374. 0.4 18

1818 A Specific PfEMP1 Is Expressed in P.Â falciparum Sporozoites and Plays a Role in Hepatocyte Infection.
Cell Reports, 2018, 22, 2951-2963. 2.9 99

1819
Trithorax Group Proteins Act Together with a Polycomb Group Protein to Maintain Chromatin
Integrity for Epigenetic Silencing during Seed Germination in Arabidopsis. Molecular Plant, 2018, 11,
659-677.

3.9 47

1820 Enhancer identification and activity evaluation in the red flour beetle, <i>Tribolium castaneum</i>.
Development (Cambridge), 2018, 145, . 1.2 39



102

Citation Report

# Article IF Citations

1821 In-host microevolution of Aspergillus fumigatus: A phenotypic and genotypic analysis. Fungal Genetics
and Biology, 2018, 113, 1-13. 0.9 80

1822 Whole-exome sequencing reanalysis at 12 months boosts diagnosis and is cost-effective when applied
early in Mendelian disorders. Genetics in Medicine, 2018, 20, 1564-1574. 1.1 132

1823 Chromium disrupts chromatin organization and CTCF access to its cognate sites in promoters of
differentially expressed genes. Epigenetics, 2018, 13, 363-375. 1.3 21

1824 Different Selected Mechanisms Attenuated the Inhibitory Interaction of KIR2DL1 with C2+ HLA-C in Two
Indigenous Human Populations in Southern Africa. Journal of Immunology, 2018, 200, 2640-2655. 0.4 32

1825 High-throughput analysis of satellite DNA in the grasshopper Pyrgomorpha conica reveals abundance
of homologous and heterologous higher-order repeats. Chromosoma, 2018, 127, 323-340. 1.0 29

1826
Chromatin Immunoprecipitation and High-Throughput Sequencing (ChIP-Seq): Tips and Tricks Regarding
the Laboratory Protocol and Initial Downstream Data Analysis. Methods in Molecular Biology, 2018,
1767, 271-288.

0.4 2

1827 <i>De Novo</i> Assembly and Phasing of Dikaryotic Genomes from Two Isolates of <i>Puccinia
coronata</i> f. sp. <i>avenae</i> , the Causal Agent of Oat Crown Rust. MBio, 2018, 9, . 1.8 57

1828 Identification of novel mutations in FFPE lung adenocarcinomas using DEPArray sorting technology
and next-generation sequencing. Journal of Applied Genetics, 2018, 59, 269-277. 1.0 9

1829 In silico identification of viruses and viroids infecting grapevine cultivar cabernet sauvignon using a
grapevine transcriptome. Journal of Plant Pathology, 2018, 100, 91-96. 0.6 3

1830 Refined ab initio gene predictions of Heterorhabditis bacteriophora using RNA-seq. International
Journal for Parasitology, 2018, 48, 585-590. 1.3 6

1831 Genetic landscape of sporadic vestibular schwannoma. Journal of Neurosurgery, 2018, 128, 911-922. 0.9 57

1832
Identification of putative second genetic hits in schizophrenia carriers of high-risk copy number
variants and resequencing in additional samples. European Archives of Psychiatry and Clinical
Neuroscience, 2018, 268, 585-592.

1.8 6

1833 Diagnostic application of a capture based <scp>NGS</scp> test for the concurrent detection of
variants in sequence and copy number as well as <scp>LOH</scp>. Clinical Genetics, 2018, 93, 545-556. 1.0 12

1834
Genome-wide mapping and analysis of aryl hydrocarbon receptor (AHR)- and aryl hydrocarbon
receptor repressor (AHRR)-binding sites in human breast cancer cells. Archives of Toxicology, 2018, 92,
225-240.

1.9 39

1835 Functional interrelationship between TFIIâ€•I and E2F transcription factors at specific cell cycle gene
loci. Journal of Cellular Biochemistry, 2018, 119, 712-722. 1.2 8

1836 Mechanisms of HERV-K (HML-2) Transcription during Human Mammary Epithelial Cell Transformation.
Journal of Virology, 2018, 92, . 1.5 33

1837 Epigenetic regulation of gene expression in cancer: techniques, resources and analysis. Briefings in
Functional Genomics, 2018, 17, 49-63. 1.3 111

1838 Genomic Approaches to Analyze Alternative Splicing, A Key Regulator of Transcriptome and Proteome
Diversity in Brachypodium distachyon. Methods in Molecular Biology, 2018, 1667, 73-85. 0.4 4



103

Citation Report

# Article IF Citations

1839 ViewBS: a powerful toolkit for visualization of high-throughput bisulfite sequencing data.
Bioinformatics, 2018, 34, 708-709. 1.8 44

1840 Residual disease detection using targeted parallel sequencing predicts relapse in cytogenetically
normal acute myeloid leukemia. American Journal of Hematology, 2018, 93, 23-30. 2.0 16

1841 Evolution of the alternative AQP2 gene: Acquisition of a novel protein-coding sequence in dolphins.
Molecular Phylogenetics and Evolution, 2018, 118, 54-57. 1.2 3

1842 Deletion Mutagenesis and Identification of Causative Mutations in Maize. Methods in Molecular
Biology, 2018, 1676, 97-108. 0.4 1

1843 Remarkable genetic homogeneity supports a single widespread species of Hoplosternum littorale
(Siluriformes, Callichthyidae) in South America. Conservation Genetics Resources, 2018, 10, 563-569. 0.4 2

1844 Quantitative sequence characterization for repetitive DNA content in the supernumerary
chromosome of the migratory locust. Chromosoma, 2018, 127, 45-57. 1.0 25

1845 Increased Risk of Breast Cancer at a Young Age in Women with Fibrous Dysplasia. Journal of Bone and
Mineral Research, 2018, 33, 84-90. 3.1 39

1846 Visualizing omics and clinical data: Which challenges for dealing with their variety?. Methods, 2018,
132, 3-18. 1.9 7

1847 Standards and Guidelines for Validating Next-Generation Sequencing Bioinformatics Pipelines. Journal
of Molecular Diagnostics, 2018, 20, 4-27. 1.2 341

1848 A Workflow Guide to RNA-seq Analysis of Chaperone Function and Beyond. Methods in Molecular
Biology, 2018, 1709, 233-252. 0.4 3

1849 Mitochondrial genomes uncover the maternal history of the Pamir populations. European Journal of
Human Genetics, 2018, 26, 124-136. 1.4 21

1850
Wholeâ€•exome sequencing of the <scp>BDR</scp> cohort: evidence to support the role of the
<i><scp>PILRA</scp></i> gene in Alzheimer's disease. Neuropathology and Applied Neurobiology, 2018,
44, 506-521.

1.8 35

1851 RNA Sequencing and Analysis in Microorganisms for Metabolic Network Reconstruction. Methods in
Molecular Biology, 2018, 1716, 239-265. 0.4 5

1852 A preliminary molecular phylogeny of shield-bearer moths (Lepidoptera: Adeloidea: Heliozelidae)
highlights rich undescribed diversity. Molecular Phylogenetics and Evolution, 2018, 120, 129-143. 1.2 13

1853 Profiling of Accessible Chromatin Regions across Multiple Plant Species and Cell Types Reveals
Common Gene Regulatory Principles and New Control Modules. Plant Cell, 2018, 30, 15-36. 3.1 226

1854 Molecular drug resistance profiles of Mycobacterium tuberculosis from sputum specimens using ion
semiconductor sequencing. Journal of Microbiological Methods, 2018, 145, 1-6. 0.7 9

1855 Thorough analysis of unorthodox <i><scp>ABO</scp></i> deletions called by the 1000 Genomes
project. Vox Sanguinis, 2018, 113, 185-197. 0.7 13

1856 The Wnt/Î²-catenin pathway is deregulated in cemento-ossifying fibromas. Oral Surgery, Oral Medicine,
Oral Pathology and Oral Radiology, 2018, 125, 172-178. 0.2 18



104

Citation Report

# Article IF Citations

1857 Understanding the Bioinformatics Challenges of Integrating Genomics Into Healthcare. IEEE Journal
of Biomedical and Health Informatics, 2018, 22, 1672-1683. 3.9 12

1859
Predicted activity of UGT2B7, ABCB1, OPRM1, and COMT using full-gene haplotypes and their
association with the CYP2D6-inferred metabolizer phenotype. Forensic Science International: Genetics,
2018, 33, 48-58.

1.6 4

1860
Clinical Targeted Next-Generation Sequencing Shows Increased Mutational Load in Endometrioid-type
Endometrial Adenocarcinoma With Deficient DNA Mismatch Repair. International Journal of
Gynecological Pathology, 2018, 37, 581-589.

0.9 4

1861 MIR21 Drives Resistance to Heat Shock Protein 90 Inhibition in Cholangiocarcinoma.
Gastroenterology, 2018, 154, 1066-1079.e5. 0.6 94

1862 Polycomb repression complex 2 is required for the maintenance of retinal progenitor cells and
balanced retinal differentiation. Developmental Biology, 2018, 433, 47-60. 0.9 25

1863 Genome-Wide Mapping of Decay Factorâ€“mRNA Interactions in Yeast Identifies Nutrient-Responsive
Transcripts as Targets of the Deadenylase Ccr4. G3: Genes, Genomes, Genetics, 2018, 8, 315-330. 0.8 27

1864 Identification of <i>de novo</i> germline mutations and causal genes for sporadic diseases using
trioâ€•based wholeâ€•exome/genome sequencing. Biological Reviews, 2018, 93, 1014-1031. 4.7 35

1865 Characterization of genetic intratumor heterogeneity in colorectal cancer and matching
patientâ€•derived spheroid cultures. Molecular Oncology, 2018, 12, 132-147. 2.1 49

1866
Dynamic transcriptional control of macrophage miRNA signature via inflammation responsive
enhancers revealed using a combination of next generation sequencing-based approaches. Biochimica
Et Biophysica Acta - Gene Regulatory Mechanisms, 2018, 1861, 14-28.

0.9 8

1867 RXR heterodimers orchestrate transcriptional control of neurogenesis and cell fate specification.
Molecular and Cellular Endocrinology, 2018, 471, 51-62. 1.6 21

1868
Extensive and functional overlap of the STAT6 and RXR cistromes in the active enhancer repertoire of
human CD14+ monocyte derived differentiating macrophages. Molecular and Cellular Endocrinology,
2018, 471, 63-74.

1.6 14

1869 A method for treatment monitoring using circulating tumour DNA in cancer patients without
targetable mutations. Oncotarget, 2018, 9, 31066-31076. 0.8 18

1870 Whole exome sequencing identifies novel candidate mutations in a Chinese family with left
ventricular noncompaction. Molecular Medicine Reports, 2018, 17, 7325-7330. 1.1 5

1871 Polyclonal <i>BRCA2</i> Reversion Mutations Detected in Circulating Tumor DNA After Platinum
Chemotherapy in a Patient With Metastatic Prostate Cancer. JCO Precision Oncology, 2018, 2, 1-5. 1.5 16

1872 Wholeâ€‘genome sequencing of a monozygotic twin discordant for systemic lupus erythematosus.
Molecular Medicine Reports, 2018, 17, 8391-8396. 1.1 8

1873
Discovery of mutations in Chenopodium quinoa Willd through EMS mutagenesis and mutation
screening using pre-selection phenotypic data and next-generation sequencing. Journal of
Agricultural Science, 2018, 156, 1196-1204.

0.6 7

1874 Identification and validation of alternative splicing isoforms as novel biomarker candidates in
hepatocellular carcinoma. Oncology Reports, 2018, 41, 1929-1937. 1.2 12

1875 rCANID: read Clustering and Assembly-based Novel Insertion Detection tool. , 2018, , . 0



105

Citation Report

# Article IF Citations

1876 Multidimensional range queries on modern hardware. , 2018, , . 6

1877 NG2 expression in NG2 glia is regulated by binding of SoxE and bHLH transcription factors to a Cspg4
intronic enhancer. Glia, 2018, 66, 2684-2699. 2.5 18

1878 PiGx: reproducible genomics analysis pipelines with GNU Guix. GigaScience, 2018, 7, . 3.3 66

1879 Thermosipho spp. immune system differences affect variation in genome size and geographical
distributions. Genome Biology and Evolution, 2018, 10, 2853-2866. 1.1 4

1880 Identification of Potential Long Non-coding RNA Biomarkers for Breast Cancer Patients with Somatic
BRCA1 Mutations from RNA-Seq Datasets. , 2018, , . 2

1881 Cutaneous Non-Neural Granular Cell Tumors Harbor Recurrent ALK Gene Fusions. American Journal
of Surgical Pathology, 2018, 42, 1133-1142. 2.1 33

1882 Epigenetic Enhancer Marks and Transcription Factor Binding Influence VÎº Gene Rearrangement in Pre-B
Cells and Pro-B Cells. Frontiers in Immunology, 2018, 9, 2074. 2.2 15

1883 Non-Uniform and Non-Random Binding of Nucleoprotein to Influenza A and B Viral RNA. Viruses, 2018,
10, 522. 1.5 25

1884 A panel of 7 prognosis-related long non-coding RNAs to improve platinum-based chemoresistance
prediction in ovarian cancer. International Journal of Oncology, 2018, 53, 866-876. 1.4 17

1885 Enrichment of FGFR3-TACC3 Fusions in Patients With Bladder Cancer Who Are Young, Asian, or Have
Never Smoked. JCO Precision Oncology, 2018, 2, 1-11. 1.5 2

1886
Sequential Response to FGFR3 Inhibition With Subsequent Exceptional Response to Atezolizumab in a
Patient With FGFR3-TACC3 Fusionâ€“Positive Metastatic Urothelial Carcinoma. JCO Precision Oncology,
2018, 2, 1-6.

1.5 0

1887 Employing Student Retention Strategies for an Introductory GPU Programming Course. , 2018, , . 1

1888 Neolithic and medieval virus genomes reveal complex evolution of hepatitis B. ELife, 2018, 7, . 2.8 101

1889 Nucleosome Positioning and Its Role in Gene Regulation in Yeast. , 2018, , . 1

1890 A Recurrent BRCA2 Mutation Explains the Majority of Hereditary Breast and Ovarian Cancer Syndrome
Cases in Puerto Rico. Cancers, 2018, 10, 419. 1.7 22

1891
Laboratory evolution of a glucose-phosphorylation-deficient, arabinose-fermenting S. cerevisiae
strain reveals mutations in GAL2 that enable glucose-insensitive l-arabinose uptake. FEMS Yeast
Research, 2018, 18, .

1.1 16

1892 A complete Leishmania donovani reference genome identifies novel genetic variations associated with
virulence. Scientific Reports, 2018, 8, 16549. 1.6 41

1893 Disease-specific oligodendrocyte lineage cells arise in multiple sclerosis. Nature Medicine, 2018, 24,
1837-1844. 15.2 351



106

Citation Report

# Article IF Citations

1895 Heterologous Hsp90 promotes phenotypic diversity through network evolution. PLoS Biology, 2018,
16, e2006450. 2.6 24

1896 Targeted next generation sequencing in patients with maturity-onset diabetes of the young (MODY).
Journal of Pediatric Endocrinology and Metabolism, 2018, 31, 1295-1304. 0.4 23

1897 Proximity-CLIP provides a snapshot of protein-occupied RNA elements in subcellular compartments.
Nature Methods, 2018, 15, 1074-1082. 9.0 65

1898 Deciphering highly similar multigene family transcripts from Iso-Seq data with IsoCon. Nature
Communications, 2018, 9, 4601. 5.8 54

1899 Phylogenetic analysis of West Nile Virus in Maricopa County, Arizona: Evidence for dynamic behavior
of strains in two major lineages in the American Southwest. PLoS ONE, 2018, 13, e0205801. 1.1 13

1900
Integrative approach using <i>Yersinia pestis</i> genomes to revisit the historical landscape of plague
during the Medieval Period. Proceedings of the National Academy of Sciences of the United States of
America, 2018, 115, E11790-E11797.

3.3 68

1901 Differential open chromatin profile and transcriptomic signature define depot-specific human
subcutaneous preadipocytes: primary outcomes. Clinical Epigenetics, 2018, 10, 148. 1.8 20

1902 De Novo Assembly of Two Swedish Genomes Reveals Missing Segments from the Human GRCh38
Reference and Improves Variant Calling of Population-Scale Sequencing Data. Genes, 2018, 9, 486. 1.0 50

1903 Parkinson-Associated SNCA Enhancer Variants Revealed by Open Chromatin in Mouse Dopamine
Neurons. American Journal of Human Genetics, 2018, 103, 874-892. 2.6 30

1904 Novel Self-Transmissible and Broad-Host-Range Plasmids Exogenously Captured From Anaerobic
Granules or Cow Manure. Frontiers in Microbiology, 2018, 9, 2602. 1.5 23

1905 Highly Selective 5-Formyluracil Labeling and Genome-wide Mapping Using
(2-Benzimidazolyl)Acetonitrile Probe. IScience, 2018, 9, 423-432. 1.9 18

1906 Association of Candidate Genes with Response to Heat and Newcastle Disease Virus. Genes, 2018, 9, 560. 1.0 12

1907 HLA-G, -E and -F regulatory and coding region variability and haplotypes in the Beninese Toffin
population sample. Molecular Immunology, 2018, 104, 108-127. 1.0 14

1908 Comparative Transcriptomics Highlights New Features of the Iron Starvation Response in the Human
Pathogen Candida glabrata. Frontiers in Microbiology, 2018, 9, 2689. 1.5 7

1909 Maser: one-stop platform for NGS big data from analysis to visualization. Database: the Journal of
Biological Databases and Curation, 2018, 2018, . 1.4 42

1910 Fighting Fire with Fire: Phage Potential for the Treatment of E. coli O157 Infection. Antibiotics, 2018, 7,
101. 1.5 12

1911 Expanding an expanded genome: long-read sequencing of Trypanosoma cruzi. Microbial Genomics, 2018,
4, . 1.0 110

1912 Simultaneous Profiling of DNA Accessibility and Gene Expression Dynamics with ATAC-Seq and RNA-Seq.
Methods in Molecular Biology, 2018, 1819, 317-333. 0.4 18



107

Citation Report

# Article IF Citations

1913 Ms1 RNA increases the amount of RNA polymerase in <i>Mycobacterium smegmatis</i>. Molecular
Microbiology, 2019, 111, 354-372. 1.2 26

1914
Complete Genome Sequence of <i>Sulfitobacter</i> sp. Strain D7, a Virulent Bacterium Isolated from
an <i>Emiliania huxleyi</i> Algal Bloom in the North Atlantic. Microbiology Resource Announcements,
2018, 7, .

0.3 5

1915 Global dissection of alternative splicing uncovers transcriptional diversity in tissues and associates
with the flavonoid pathway in tea plant (Camellia sinensis). BMC Plant Biology, 2018, 18, 266. 1.6 45

1916
STE20/PAKA Protein Kinase Gene Releases an Autoinhibitory Domain through Pre-mRNA Alternative
Splicing in the Dermatophyte Trichophyton rubrum. International Journal of Molecular Sciences,
2018, 19, 3654.

1.8 10

1917 Association of Copy Number Variation at Intron 3 of HMGA2 With Navel Length in Bos indicus.
Frontiers in Genetics, 2018, 9, 627. 1.1 23

1918 Report of the Third Family with Multiple Mitochondrial Dysfunctions Syndrome 5 Caused by the
Founder Variant p.(Glu87Lys) in ISCA1. Journal of Pediatric Genetics, 2018, 07, 130-133. 0.3 8

1919
Genomic Studies in a Large Cohort of Hearing Impaired Italian Patients Revealed Several New Alleles, a
Rare Case of Uniparental Disomy (UPD) and the Importance to Search for Copy Number Variations.
Frontiers in Genetics, 2018, 9, 681.

1.1 25

1920 Long-read sequencing uncovers a complex transcriptome topology in varicella zoster virus. BMC
Genomics, 2018, 19, 873. 1.2 66

1921 FORGe: prioritizing variants for graph genomes. Genome Biology, 2018, 19, 220. 3.8 59

1922 Limited Mutation-Rate Variation Within the Paramecium aurelia Species Complex. G3: Genes, Genomes,
Genetics, 2018, 8, 2523-2526. 0.8 21

1923 Differential clinicopathological and molecular features within late-onset colorectal cancer
according to tumor location. Oncotarget, 2018, 9, 15302-15311. 0.8 6

1924 Faustovirus E12 Transcriptome Analysis Reveals Complex Splicing in Capsid Gene. Frontiers in
Microbiology, 2018, 9, 2534. 1.5 31

1925 A sulfotransferase dosage-dependently regulates mouthpart polyphenism in the nematode
Pristionchus pacificus. Nature Communications, 2018, 9, 4119. 5.8 28

1926 Bufonid herpesvirus 1 (BfHV1) associated dermatitis and mortality in free ranging common toads (Bufo) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (bufo) in Switzerland. Scientific Reports, 2018, 8, 14737.1.6 13

1927 The Dominant and Poorly Penetrant Phenotypes of Maize <i>Unstable factor for orange1</i> Are
Caused by DNA Methylation Changes at a Linked Transposon. Plant Cell, 2018, 30, 3006-3023. 3.1 21

1928 DAWN: a resource for yielding insights into the diversity among wheat genomes. BMC Genomics, 2018,
19, 941. 1.2 23

1929 LXR Suppresses Inflammatory Gene Expression and Neutrophil Migration through cis-Repression and
Cholesterol Efflux. Cell Reports, 2018, 25, 3774-3785.e4. 2.9 64

1930 Advances in Next-Generation Sequencing Bioinformatics for Clinical Diagnostics. Advances in
Molecular Pathology, 2018, 1, 149-166. 0.2 4



108

Citation Report

# Article IF Citations

1931 Assembly of chloroplast genomes with long- and short-read data: a comparison of approaches using
Eucalyptus pauciflora as a test case. BMC Genomics, 2018, 19, 977. 1.2 50

1932 Comparative study for haplotype block partitioning methods â€“ Evidence from chromosome 6 of the
North American Rheumatoid Arthritis Consortium (NARAC) dataset. PLoS ONE, 2018, 13, e0209603. 1.1 1

1933
A unique subset of low-risk Wilms tumors is characterized by loss of function of TRIM28 (KAP1), a
gene critical in early renal development: A Childrenâ€™s Oncology Group study. PLoS ONE, 2018, 13,
e0208936.

1.1 35

1934 Genomic alterations in gastric cancers discovered via whole-exome sequencing. BMC Cancer, 2018, 18,
1270. 1.1 9

1935 A novel deletion in KRT75L4 mediates the frizzle trait in a Chinese indigenous chicken. Genetics
Selection Evolution, 2018, 50, 68. 1.2 16

1936 MicroRNA-31 Reduces the Motility of Proinflammatory T Helper 1 Lymphocytes. Frontiers in
Immunology, 2018, 9, 2813. 2.2 13

1937 Using 3D epigenomic maps of primary olfactory neuronal cells from living individuals to understand
gene regulation. Science Advances, 2018, 4, eaav8550. 4.7 43

1938 Mitochondrial RNA Expression and Single Nucleotide Variants in Association with Clinical Parameters
in Primary Breast Cancers. Cancers, 2018, 10, 500. 1.7 7

1939 Unveiling the Role of the Most Impactful Cardiovascular Risk Locus through Haplotype Editing. Cell,
2018, 175, 1796-1810.e20. 13.5 95

1940 Regulation of Yeast-to-Hyphae Transition in Yarrowia lipolytica. MSphere, 2018, 3, . 1.3 35

1941 Non-coding Class Switch Recombination-Related Transcription in Human Normal and Pathological
Immune Responses. Frontiers in Immunology, 2018, 9, 2679. 2.2 4

1942 Spatial and temporal inhibition of FGFR2b ligands reveals continuous requirements and novel targets
in mouse inner ear morphogenesis. Development (Cambridge), 2018, 145, . 1.2 17

1943 The Genetic Landscape of Diamond-Blackfan Anemia. American Journal of Human Genetics, 2018, 103,
930-947. 2.6 184

1944 Schizosaccharomyces pombePol II transcription elongation factor ELL functions as part of a
rudimentary super elongation complex. Nucleic Acids Research, 2018, 46, 10095-10105. 6.5 7

1945
Combined CNV, haplotyping and whole exome sequencing enable identification of two distinct novel
EYS mutations causing RP in a single inbred tribe. American Journal of Medical Genetics, Part A, 2018,
176, 2695-2703.

0.7 3

1946 A downy mildew effector evades recognition by polymorphism of expression and subcellular
localization. Nature Communications, 2018, 9, 5192. 5.8 40

1947
DeltaNp63-dependent super enhancers define molecular identity in pancreatic cancer by an
interconnected transcription factor network. Proceedings of the National Academy of Sciences of
the United States of America, 2018, 115, E12343-E12352.

3.3 69

1948 High-throughput in vivo mapping of RNA accessible interfaces to identify functional sRNA binding
sites. Nature Communications, 2018, 9, 4084. 5.8 30



109

Citation Report

# Article IF Citations

1949 Suppressor mutations in Rpf2â€“Rrs1 or Rpl5 bypass the Cgr1 function for pre-ribosomal 5S
RNP-rotation. Nature Communications, 2018, 9, 4094. 5.8 22

1950 Progressing super-enhancer landscape during mammary differentiation controls tissue-specific gene
regulation. Nucleic Acids Research, 2018, 46, 10796-10809. 6.5 19

1951 Nondestructive, base-resolution sequencing of 5-hydroxymethylcytosine using a DNA deaminase.
Nature Biotechnology, 2018, 36, 1083-1090. 9.4 154

1952 Nuclear transglutaminase 2 directly regulates expression of cathepsin S in rat cortical neurons.
European Journal of Neuroscience, 2018, 48, 3043-3051. 1.2 7

1953 HOXA9 Reprograms the Enhancer Landscape to Promote Leukemogenesis. Cancer Cell, 2018, 34,
643-658.e5. 7.7 94

1954 Formation of phenotypic lineages in Salmonella enterica by a pleiotropic fimbrial switch. PLoS
Genetics, 2018, 14, e1007677. 1.5 17

1955 Opaque-2 Regulates a Complex Gene Network Associated with Cell Differentiation and Storage
Functions of Maize Endosperm. Plant Cell, 2018, 30, 2425-2446. 3.1 83

1956 Transcriptional and epigenomic landscapes of CNS and non-CNS vascular endothelial cells. ELife, 2018,
7, . 2.8 180

1957 Repeated inversions within a pannier intron drive diversification of intraspecific colour patterns of
ladybird beetles. Nature Communications, 2018, 9, 3843. 5.8 61

1958 Disruption of the RNA exosome reveals the hidden face of the malaria parasite transcriptome. RNA
Biology, 2018, 15, 1206-1214. 1.5 16

1959 Hierarchical and stage-specific regulation of murine cardiomyocyte maturation by serum response
factor. Nature Communications, 2018, 9, 3837. 5.8 63

1960 <i>mmi1</i> and <i>rep2</i> mRNAs are novel RNA targets of the Mei2 RNA-binding protein during early
meiosis in <i>Schizosaccharomyces pombe</i>. Open Biology, 2018, 8, . 1.5 11

1961 Positional integration of lung adenocarcinoma susceptibility loci with primary human alveolar
epithelial cell epigenomes. Epigenomics, 2018, 10, 1167-1187. 1.0 14

1962 The complete plastid genomes of Ophrys iricolor and O. sphegodes (Orchidaceae) and comparative
analyses with other orchids. PLoS ONE, 2018, 13, e0204174. 1.1 34

1963 Identification of a novel LDLR disease-causing variant using capture-based next-generation sequencing
screening of familial hypercholesterolemia patients in Taiwan. Atherosclerosis, 2018, 277, 440-447. 0.4 11

1964 The receptor tyrosine kinase HIR-1 coordinates HIF-independent responses to hypoxia and extracellular
matrix injury. Science Signaling, 2018, 11, . 1.6 19

1965 MicroRNA-532-5p Regulates Pericyte Function by Targeting the Transcription Regulator BACH1 and
Angiopoietin-1. Molecular Therapy, 2018, 26, 2823-2837. 3.7 30

1966 TIMP3 and TIMP1 are risk genes for bicuspid aortic valve and aortopathy in Turner syndrome. PLoS
Genetics, 2018, 14, e1007692. 1.5 61



110

Citation Report

# Article IF Citations

1967 Long-read sequencing identified a causal structural variant in an exome-negative case and enabled
preimplantation genetic diagnosis. Hereditas, 2018, 155, 32. 0.5 47

1968 Direct-to-consumer DNA testing of 6,000 dogs reveals 98.6-kb duplication associated with blue eyes
and heterochromia in Siberian Huskies. PLoS Genetics, 2018, 14, e1007648. 1.5 21

1969 De Novo Sequence and Copy Number Variants Are Strongly Associated with Tourette Disorder and
Implicate Cell Polarity in Pathogenesis. Cell Reports, 2018, 24, 3441-3454.e12. 2.9 91

1970 The methylome of the marbled crayfish links gene body methylation to stable expression of poorly
accessible genes. Epigenetics and Chromatin, 2018, 11, 57. 1.8 56

1971 The Duality of the MAPK Signaling Pathway in the Control of Metabolic Processes and Cellulase
Production in Trichoderma reesei. Scientific Reports, 2018, 8, 14931. 1.6 31

1972 Phenotypic expression of a spectrum of Neurofibromatosis Type 1 (NF1) mutations identified through
NGS and MLPA. Journal of the Neurological Sciences, 2018, 395, 95-105. 0.3 29

1973 Opportunities in Functional Genomics: A Primer on Lab and Computational Aspects. Journal of
Shellfish Research, 2018, 37, 747-754. 0.3 1

1974 Oligodendrocyte differentiation of induced pluripotent stem cells derived from subjects with
schizophrenias implicate abnormalities in development. Translational Psychiatry, 2018, 8, 230. 2.4 39

1975 TransAtlasDB: an integrated database connecting expression data, metadata and variants. Database: the
Journal of Biological Databases and Curation, 2018, 2018, . 1.4 2

1976 Phytophthora methylomes are modulated by 6mA methyltransferases and associated with adaptive
genome regions. Genome Biology, 2018, 19, 181. 3.8 61

1977 Causative Mutations and Mechanism of Androgenetic Hydatidiform Moles. American Journal of Human
Genetics, 2018, 103, 740-751. 2.6 69

1978 Reduction of stratum corneum ceramides in Neu-Laxova syndrome caused by phosphoglycerate
dehydrogenase deficiency. Journal of Lipid Research, 2018, 59, 2413-2420. 2.0 14

1979 Firefly genomes illuminate parallel origins of bioluminescence in beetles. ELife, 2018, 7, . 2.8 108

1980 Genomic overview of closely related fungi with different Protea host ranges. Fungal Biology, 2018,
122, 1201-1214. 1.1 1

1981 BacCapSeq: a Platform for Diagnosis and Characterization of Bacterial Infections. MBio, 2018, 9, . 1.8 42

1982 STIM1 R304W causes muscle degeneration and impaired platelet activation in mice. Cell Calcium, 2018,
76, 87-100. 1.1 21

1983 Comparison of RNA-seq and microarray platforms for splice event detection using a cross-platform
algorithm. BMC Genomics, 2018, 19, 703. 1.2 20

1984 Identification and characterization of novel fusion genes in prostate cancer by targeted RNA capture
and next-generation sequencing. Acta Biochimica Et Biophysica Sinica, 2018, 50, 1166-1172. 0.9 10



111

Citation Report

# Article IF Citations

1985
Examining the contribution of smoking and HPV towards the etiology of oral cavity squamous cell
carcinoma using high-throughput sequencing: A prospective observational study. PLoS ONE, 2018, 13,
e0205406.

1.1 13

1986 Bioinformatics: Sequences, Structures, Phylogeny. , 2018, , . 0

1987 Computational Epigenomics and Its Application in Regulatory Genomics. , 2018, , 115-139. 0

1988 Bacillus wiedmannii biovar thuringiensis: a specialized mosquitocidal pathogen with plasmids from
diverse origins. Genome Biology and Evolution, 2018, 10, 2823-2833. 1.1 28

1989 Functional Genomics. Advances in Experimental Medicine and Biology, 2018, 1102, 11-30. 0.8 3

1990 N-methyladenine DNA Modification in Glioblastoma. Cell, 2018, 175, 1228-1243.e20. 13.5 236

1991 Exon Junction Complexes Suppress Spurious Splice Sites to Safeguard Transcriptome Integrity.
Molecular Cell, 2018, 72, 482-495.e7. 4.5 61

1992 An <i>Anopheles stephensi</i> Promoter-Trap: Augmenting Genome Annotation and Functional
Genomics. G3: Genes, Genomes, Genetics, 2018, 8, 3119-3130. 0.8 6

1993 p73 Is Required for Ovarian Follicle Development and Regulates a Gene Network Involved in
Cell-to-Cell Adhesion. IScience, 2018, 8, 236-249. 1.9 17

1994 Characterization of phenotypic variation and genome aberrations observed among Phytophthora
ramorum isolates from diverse hosts. BMC Genomics, 2018, 19, 320. 1.2 21

1995 Structural Variants and Selective Sweep Foci Contribute to Insecticide Resistance in
the<i>Drosophila</i>Genetic Reference Panel. G3: Genes, Genomes, Genetics, 2018, 8, 3489-3497. 0.8 33

1996 Differential Expression Analysis of RNA-seq Reads: Overview, Taxonomy and Tools. IEEE/ACM
Transactions on Computational Biology and Bioinformatics, 2018, 17, 1-1. 1.9 14

1997 SV-plaudit: A cloud-based framework for manually curating thousands of structural variants.
GigaScience, 2018, 7, . 3.3 30

1998 Whole-Genome Sequencing Reveals Elevated Tumor Mutational Burden and Initiating Driver Mutations
in African Men with Treatment-NaÃ¯ve, High-Risk Prostate Cancer. Cancer Research, 2018, 78, 6736-6746. 0.4 66

1999
Mutational and copy number asset of primary sporadic neuroendocrine tumors of the small intestine.
Virchows Archiv Fur Pathologische Anatomie Und Physiologie Und Fur Klinische Medizin, 2018, 473,
709-717.

1.4 40

2000 New Citrus chloroplast haplotypes revealed by molecular markers using Algerian and Spanish
accessions. Genetic Resources and Crop Evolution, 2018, 65, 2199-2214. 0.8 2

2001 Ancient genome-wide analyses infer kinship structure in an Early Medieval Alemannic graveyard.
Science Advances, 2018, 4, eaao1262. 4.7 28

2002 A Bioinformatics Pipeline for the Analysis and Target Prediction of RNA Effectors in Bidirectional
Communication During Plantâ€“Microbe Interactions. Frontiers in Plant Science, 2018, 9, 1212. 1.7 28



112

Citation Report

# Article IF Citations

2003 The evolutionary landscape of colorectal tumorigenesis. Nature Ecology and Evolution, 2018, 2,
1661-1672. 3.4 99

2004 But where did the centromeres go in the chicken genome models?. Chromosome Research, 2018, 26,
297-306. 1.0 5

2005 Recurrent WNT pathway alterations are frequent in relapsed small cell lung cancer. Nature
Communications, 2018, 9, 3787. 5.8 112

2006 Analysis of Genomic Alteration in Primary Central Nervous System Lymphoma and the Expression of
Some Related Genes. Neoplasia, 2018, 20, 1059-1069. 2.3 46

2007 Genomic and epigenomic immunity in common bean: the unusual features of NB-LRR gene family. DNA
Research, 2018, 25, 161-172. 1.5 71

2008 Next generation sequencing reveals a novel nonsense mutation in MSX1 gene related to oligodontia.
PLoS ONE, 2018, 13, e0202989. 1.1 19

2009 Homologous recombination is an intrinsic defense against antiviral RNA interference. Proceedings of
the National Academy of Sciences of the United States of America, 2018, 115, E9211-E9219. 3.3 17

2010 PlaNC-TE: a comprehensive knowledgebase of non-coding RNAs and transposable elements in plants.
Database: the Journal of Biological Databases and Curation, 2018, 2018, 1-7. 1.4 19

2011 Confirmation of the Role of<i>DHX38</i>in the Etiology of Early-Onset Retinitis Pigmentosa. , 2018, 59,
4552. 16

2012 FNBtools: A Software to Identify Homozygous Lesions in Deletion Mutant Populations. Frontiers in
Plant Science, 2018, 9, 976. 1.7 15

2013 The interplay of EIIA<sup>Ntr</sup> with Câ€•source regulation of the <i>Pu</i> promoter of
<i>Pseudomonas putida</i> mtâ€•2. Environmental Microbiology, 2018, 20, 4555-4566. 1.8 3

2014 Pushing the limits of de novo genome assembly for complex prokaryotic genomes harboring very long,
near identical repeats. Nucleic Acids Research, 2018, 46, 8953-8965. 6.5 104

2015 Global Long Noncoding RNA and mRNA Expression Changes between Prenatal and Neonatal Lung Tissue
in Pigs. Genes, 2018, 9, 443. 1.0 21

2016
Single-molecule long-read transcriptome profiling of <i>Platysternon megacephalum</i>
mitochondrial genome with gene rearrangement and control region duplication. RNA Biology, 2018,
15, 1244-1249.

1.5 17

2017 Investigating Effects of Tulathromycin Metaphylaxis on the Fecal Resistome and Microbiome of
Commercial Feedlot Cattle Early in the Feeding Period. Frontiers in Microbiology, 2018, 9, 1715. 1.5 78

2018 Trans-heterozygosity for mutations enhances the risk of recurrent/chronic pancreatitis in patients
with Cystic Fibrosis. Molecular Medicine, 2018, 24, 38. 1.9 23

2019
Next Generation Sequencing of Sporadic Vestibular Schwannoma: Necessity of Biallelic NF2
Inactivation and Implications of Accessory Non-NF2 Variants. Otology and Neurotology, 2018, 39,
e860-e871.

0.7 29

2020 Deficiency in the nuclear long noncoding <scp>RNA</scp> <i>Charme</i> causes myogenic defects and
heart remodeling in mice. EMBO Journal, 2018, 37, . 3.5 65



113

Citation Report

# Article IF Citations

2021
Global analysis of mutations driving microevolution of a heterozygous diploid fungal pathogen.
Proceedings of the National Academy of Sciences of the United States of America, 2018, 115,
E8688-E8697.

3.3 109

2022 Pseudomonas aeruginosa partitioning protein ParB acts as a nucleoid-associated protein binding to
multiple copies of a parS-related motif. Nucleic Acids Research, 2018, 46, 4592-4606. 6.5 27

2023 Remapping of the belted phenotype in cattle on BTA3 identifies a multiplication event as the candidate
causal mutation. Genetics Selection Evolution, 2018, 50, 36. 1.2 7

2024 Molecular epidemiology of cattle tuberculosis in Mexico through whole-genome sequencing and
spoligotyping. PLoS ONE, 2018, 13, e0201981. 1.1 24

2025 Loss-of-function mutations in ATP6AP1 and ATP6AP2 in granular cell tumors. Nature Communications,
2018, 9, 3533. 5.8 92

2026 Genome Wide Identification of Mutational Hotspots in the Apicomplexan Parasite Neospora caninum
and the Implications for Virulence. Genome Biology and Evolution, 2018, 10, 2417-2431. 1.1 17

2027 Study of mitotic chromatin supports a model of bookmarking by histone modifications and reveals
nucleosome deposition patterns. Genome Research, 2018, 28, 1455-1466. 2.4 35

2028 Targeted capture sequencing identifies novel genetic variations in Chinese patients with idiopathic
inflammatory myopathies. International Journal of Rheumatic Diseases, 2018, 21, 1619-1626. 0.9 6

2029 Rare but Recurrent ROS1 Fusions Resulting From Chromosome 6q22 Microdeletions are Targetable
Oncogenes in Glioma. Clinical Cancer Research, 2018, 24, 6471-6482. 3.2 42

2030 bioSyntax: syntax highlighting for computational biology. BMC Bioinformatics, 2018, 19, 303. 1.2 2

2031 mus-52 disruption and metabolic regulation in Neurospora crassa: Transcriptional responses to
extracellular phosphate availability. PLoS ONE, 2018, 13, e0195871. 1.1 3

2032 Whole-Genome Sequence of Infectious Pancreatic Necrosis Virus Isolated from Farmed Brook Trout
(Salvelinus fontinalis) in Pennsylvania. Genome Announcements, 2018, 6, . 0.8 7

2033 Current and Future Methods for mRNA Analysis: A Drive Toward Single Molecule Sequencing.
Methods in Molecular Biology, 2018, 1783, 209-241. 0.4 46

2034 Gene Expression Analysis. Methods in Molecular Biology, 2018, , . 0.4 3

2035 Automated typing of red blood cell and platelet antigens: a whole-genome sequencing study. Lancet
Haematology,the, 2018, 5, e241-e251. 2.2 70

2036
A New Resistance Gene in Combination with <i>Rmg8</i> Confers Strong Resistance Against
<i>Triticum</i> Isolates of <i>Pyricularia oryzae</i> in a Common Wheat Landrace. Phytopathology,
2018, 108, 1299-1306.

1.1 50

2037 miCLIP-MaPseq, a Substrate Identification Approach for Radical SAM RNA Methylating Enzymes. Journal
of the American Chemical Society, 2018, 140, 7135-7143. 6.6 11

2038 Precise control of SCRaMbLE in synthetic haploid and diploid yeast. Nature Communications, 2018, 9,
1933. 5.8 118



114

Citation Report

# Article IF Citations

2039 Rapid host strain improvement by in vivo rearrangement of a synthetic yeast chromosome. Nature
Communications, 2018, 9, 1932. 5.8 96

2040 Assembly of a complete genome sequence for Gemmata obscuriglobus reveals a novel prokaryotic
rRNA operon gene architecture. Antonie Van Leeuwenhoek, 2018, 111, 2095-2105. 0.7 4

2041 Discovery and expression analysis of novel transcripts of the human SR-related CTD-associated factor
1 (SCAF1) gene in human cancer cells using Next-Generation Sequencing. Gene, 2018, 670, 155-165. 1.0 9

2042 Selective nanopore sequencing of human BRCA1 by Cas9-assisted targeting of chromosome segments
(CATCH). Nucleic Acids Research, 2018, 46, e87-e87. 6.5 98

2043 A Cytoplasmic Argonaute Protein Promotes the Inheritance of RNAi. Cell Reports, 2018, 23, 2482-2494. 2.9 74

2044 Bioinformatic analysis of the metal response element and zinc-dependent gene regulation via the metal
response element-binding transcription factor 1 in Caco-2 cells. BioMetals, 2018, 31, 639-646. 1.8 6

2045 A map of the PGC-1Î±- and NT-PGC-1Î±-regulated transcriptional network in brown adipose tissue. Scientific
Reports, 2018, 8, 7876. 1.6 29

2046 Systematic pan-cancer analysis of somatic allele frequency. Scientific Reports, 2018, 8, 7735. 1.6 21

2047 Integral bHLH factor regulation of cell cycle exit and RGC differentiation. Developmental Dynamics,
2018, 247, 965-975. 0.8 9

2048 High Throughput Sequencing-Based Approaches for Gene Expression Analysis. Methods in Molecular
Biology, 2018, 1783, 299-323. 0.4 8

2049 Genomic Identification and Analysis of Specialized Metabolite Biosynthetic Gene Clusters in Plants
Using PlantiSMASH. Methods in Molecular Biology, 2018, 1795, 173-188. 0.4 8

2050 Naturally occurring a loss of a giant plasmid from Mycobacterium ulcerans subsp. shinshuense makes
it non-pathogenic. Scientific Reports, 2018, 8, 8218. 1.6 14

2051 MEF2â€‘activated long nonâ€‘coding RNA PCGEM1 promotes cell proliferation in hormoneâ€‘refractory
prostate cancer through downregulation of miRâ€‘148a. Molecular Medicine Reports, 2018, 18, 202-208. 1.1 21

2053 The Major Origin of Seedless Grapes Is Associated with a Missense Mutation in the MADS-Box Gene
<i>VviAGL11</i>. Plant Physiology, 2018, 177, 1234-1253. 2.3 102

2054 Combinatorial knockout of RARÎ±, RARÎ², and RARÎ³ completely abrogates transcriptional responses to
retinoic acid in murine embryonic stem cells. Journal of Biological Chemistry, 2018, 293, 11891-11900. 1.6 16

2055 Genetic analysis of a congenital splitâ€‘hand/splitâ€‘foot malformation 4 pedigree. Molecular Medicine
Reports, 2018, 17, 7553-7558. 1.1 4

2056 Molecularly defined diffuse leptomeningeal glioneuronal tumor (DLGNT) comprises two subgroups
with distinct clinical and genetic features. Acta Neuropathologica, 2018, 136, 239-253. 3.9 118

2057 The novel 19q13 KRAB zinc-finger tumour suppressor ZNF382 is frequently methylated in oesophageal
squamous cell carcinoma and antagonises Wnt/Î²-catenin signalling. Cell Death and Disease, 2018, 9, 573. 2.7 26



115

Citation Report

# Article IF Citations

2058 Global characterization of the Dicer-like protein DrnB roles in miRNA biogenesis in the social amoeba
<i>Dictyostelium discoideum</i>. RNA Biology, 2018, 15, 937-954. 1.5 9

2059 Adaptive genome duplication affects patterns of molecular evolution in Saccharomyces cerevisiae.
PLoS Genetics, 2018, 14, e1007396. 1.5 69

2060 A comprehensive inventory of TLX1 controlled long non-coding RNAs in T-cell acute lymphoblastic
leukemia through polyA+ and total RNA sequencing. Haematologica, 2018, 103, e585-e589. 1.7 20

2061 Homozygosity for CREB3L1 premature stop codon in first case of recessive osteogenesis imperfecta
associated with OASIS-deficiency to survive infancy. Bone, 2018, 114, 268-277. 1.4 23

2062 Dynamics of Genome Alterations in Crohn's Diseaseâ€“Associated Colorectal Carcinogenesis. Clinical
Cancer Research, 2018, 24, 4997-5011. 3.2 22

2063 Effects of the stimuli-dependent enrichment of 8-oxoguanine DNA glycosylase1 on chromatinized DNA.
Redox Biology, 2018, 18, 43-53. 3.9 47

2064 New genotyping method for the causative agent of crayfish plague (Aphanomyces astaci) based on
whole genome data. Journal of Invertebrate Pathology, 2018, 156, 6-13. 1.5 15

2065 Global characterization of copy number variants in epilepsy patients from whole genome sequencing.
PLoS Genetics, 2018, 14, e1007285. 1.5 50

2066 CGT-seq: epigenome-guided de novo assembly of the core genome for divergent populations with large
genome. Nucleic Acids Research, 2018, 46, e107-e107. 6.5 6

2067
Clinical Implementation and Validation of Automated Human Genome Variation Society (HGVS)
Nomenclature System for Next-Generation Sequencingâ€“Based Assays for Cancer. Journal of
Molecular Diagnostics, 2018, 20, 628-634.

1.2 9

2068 Validation of CZECANCA (CZEch CAncer paNel for Clinical Application) for targeted NGS-based
analysis of hereditary cancer syndromes. PLoS ONE, 2018, 13, e0195761. 1.1 31

2069 Histone methylation changes are required for life cycle progression in the human parasite
Schistosoma mansoni. PLoS Pathogens, 2018, 14, e1007066. 2.1 57

2070 Extrapolation of Variant Phase in Mitochondrial Short-Chain Enoyl-CoA Hydratase (ECHS1) Deficiency.
JIMD Reports, 2018, 43, 103-109. 0.7 13

2071 Validation and Implementation of BRCA1/2 Variant Screening in Ovarian Tumor Tissue. Journal of
Molecular Diagnostics, 2018, 20, 600-611. 1.2 18

2072 The cJUN NH2-terminal kinase (JNK) signaling pathway promotes genome stability and prevents tumor
initiation. ELife, 2018, 7, . 2.8 28

2073 Genome-wide analysis of the spatiotemporal regulation of firing and dormant replication origins in
human cells. Nucleic Acids Research, 2018, 46, 6683-6696. 6.5 60

2074 Transcriptome Remodeling of Differentiated Cells during Chronological Ageing of Yeast Colonies:
New Insights into Metabolic Differentiation. Oxidative Medicine and Cellular Longevity, 2018, 2018, 1-17. 1.9 12

2075 Forniceal deep brain stimulation induces gene expression and splicing changes that promote
neurogenesis and plasticity. ELife, 2018, 7, . 2.8 39



116

Citation Report

# Article IF Citations

2076 Molecular insights into paediatric breast fibroepithelial tumours. Histopathology, 2018, 73, 809-818. 1.6 11

2077 Challenges in next generation sequencing analysis of somatic mutations in transplant patients.
Cancer Genetics, 2018, 226-227, 17-22. 0.2 1

2078 Mitogenome phylogeographic analysis of a planktonic crustacean. Molecular Phylogenetics and
Evolution, 2018, 129, 138-148. 1.2 36

2079 Resilience of small intestinal beneficial bacteria to the toxicity of soybean oil fatty acids. ELife, 2018, 7,
. 2.8 14

2080 Single-cell RNA-seq uncovers dynamic processes and critical regulators in mouse spermatogenesis.
Cell Research, 2018, 28, 879-896. 5.7 253

2081 Organoid Models of Human Liver Cancers Derived from Tumor Needle Biopsies. Cell Reports, 2018, 24,
1363-1376. 2.9 288

2082 Loss of PRMT5 Promotes PDGFRÎ± Degradation during Oligodendrocyte Differentiation and Myelination.
Developmental Cell, 2018, 46, 426-440.e5. 3.1 40

2083 Study of spontaneous mutations in the transmission of poplar chloroplast genomes from mother to
offspring. BMC Genomics, 2018, 19, 411. 1.2 5

2084 Anaplastic thyroid carcinoma: an epidemiologic, histologic, immunohistochemical, and molecular
single-institution study. Human Pathology, 2018, 82, 140-148. 1.1 64

2085 Genomics and Epigenetics of Malignant Mesothelioma. High-Throughput, 2018, 7, 20. 4.4 37

2086 Bi-allelic Recessive Loss-of-Function Variants in FANCM Cause Non-obstructive Azoospermia. American
Journal of Human Genetics, 2018, 103, 200-212. 2.6 95

2087 Ccp1 modulates epigenetic stability at centromeres and affects heterochromatin distribution in
Schizosaccharomyces pombe. Journal of Biological Chemistry, 2018, 293, 12068-12080. 1.6 8

2088 Comparative studies of Toxoplasma gondii transcriptomes: insights into stage conversion based on
gene expression profiling and alternative splicing. Parasites and Vectors, 2018, 11, 402. 1.0 21

2089 Molecular Background of Colorectal Tumors From Patients With Lynch Syndrome Associated With
Germline Variants in PMS2. Gastroenterology, 2018, 155, 844-851. 0.6 38

2090 Chikungunya virus evolution following a large 3â€²UTR deletion results in host-specific molecular
changes in protein-coding regions. Virus Evolution, 2018, 4, vey012. 2.2 24

2091 A comprehensive phylogeny of auxin homeostasis genes involved in adventitious root formation in
carnation stem cuttings. PLoS ONE, 2018, 13, e0196663. 1.1 24

2092 SWI/SNF regulates half of its targets without the need of ATP-driven nucleosome remodeling by
Brahma. BMC Genomics, 2018, 19, 367. 1.2 20

2093 Molecular cloning of novel transcripts of the adaptor-related protein complex 2 alpha 1 subunit
(AP2A1) gene, using Next-Generation Sequencing. Gene, 2018, 678, 55-64. 1.0 9



117

Citation Report

# Article IF Citations

2094 Optimized Method of Extracting Rice Chloroplast DNA for High-Quality Plastome Resequencing and de
Novo Assembly. Frontiers in Plant Science, 2018, 9, 266. 1.7 24

2095 Transient Expression of CRISPR/Cas9 Machinery Targeting TcNPR3 Enhances Defense Response in
Theobroma cacao. Frontiers in Plant Science, 2018, 9, 268. 1.7 192

2096
Systematic evaluation of the early access applied biosystems precision ID Globalfiler mixture ID and
Globalfiler NGS STR panels for the ion S5 system. Forensic Science International: Genetics, 2018, 36,
95-103.

1.6 29

2097 Identification of a Novel Enhancer/Chromatin Opening Element Associated with High-Level
<i>Î³</i>-Globin Gene Expression. Molecular and Cellular Biology, 2018, 38, . 1.1 7

2098 Requirements for Neurogenin2 during mouse postnatal retinal neurogenesis. Developmental Biology,
2018, 442, 220-235. 0.9 11

2099 Arginine Methyltransferase PRMT8 Provides Cellular Stress Tolerance in Aging Motoneurons. Journal
of Neuroscience, 2018, 38, 7683-7700. 1.7 31

2100 Design of visualization plots of industrial alarm and event data for enhanced alarm management.
Control Engineering Practice, 2018, 79, 50-64. 3.2 17

2101 A novel non-segmented double-stranded RNA virus from an Arctic isolate of Pythium polare. Virology,
2018, 522, 234-243. 1.1 52

2102 Single sample sequencing (S3EQ) of epigenome and transcriptome in nucleus accumbens. Journal of
Neuroscience Methods, 2018, 308, 62-73. 1.3 7

2103
No detectable effect of <i>Wolbachia w</i> Mel on the prevalence and abundance of the RNA virome
of <i>Drosophila melanogaster</i>. Proceedings of the Royal Society B: Biological Sciences, 2018, 285,
20181165.

1.2 53

2104 Capturing variation in <i>Lens</i> (Fabaceae): Development and utility of an exome capture array for
lentil. Applications in Plant Sciences, 2018, 6, e01165. 0.8 54

2105 A patient-derived xenograft pre-clinical trial reveals treatment responses and a resistance mechanism
to karonudib in metastatic melanoma. Cell Death and Disease, 2018, 9, 810. 2.7 38

2106 Principles and characteristics of the Arabidopsis <scp>WRKY</scp> regulatory network during early
<scp>MAMP</scp>â€•triggered immunity. Plant Journal, 2018, 96, 487-502. 2.8 57

2107 Targeted Next-Generation Sequencing Identifies Actionable Targets in Estrogen Receptor Positive and
Estrogen Receptor Negative Endometriod Endometrial Cancer. Frontiers in Pharmacology, 2018, 9, 750. 1.6 3

2108 Reconstruction of a Global Transcriptional Regulatory Network for Control of Lipid Metabolism in
Yeast by Using Chromatin Immunoprecipitation with Lambda Exonuclease Digestion. MSystems, 2018, 3, . 1.7 32

2109 Cryptic breakpoint identified by whole-genome mate-pair sequencing in a rare paternally inherited
complex chromosomal rearrangement. Molecular Cytogenetics, 2018, 11, 34. 0.4 11

2110 Molecular Typing of <i>Escherichia coli</i> O157 Isolates from Romanian Human Cases. Japanese
Journal of Infectious Diseases, 2018, 71, 455-461. 0.5 2

2111 Genetic Separation of Listeria monocytogenes Causing Central Nervous System Infections in Animals.
Frontiers in Cellular and Infection Microbiology, 2018, 8, 20. 1.8 22



118

Citation Report

# Article IF Citations

2112 B Cell-Intrinsic Role for IRF5 in TLR9/BCR-Induced Human B Cell Activation, Proliferation, and
Plasmablast Differentiation. Frontiers in Immunology, 2017, 8, 1938. 2.2 48

2113 Id Proteins Suppress E2A-Driven Invariant Natural Killer T Cell Development prior to TCR Selection.
Frontiers in Immunology, 2018, 9, 42. 2.2 13

2114 Evaluating the Genetics of Common Variable Immunodeficiency: Monogenetic Model and Beyond.
Frontiers in Immunology, 2018, 9, 636. 2.2 142

2115 Impact of Interferon-Î± Receptor-1 Promoter Polymorphisms on the Transcriptome of the Hepatitis B
Virus-Associated Hepatocellular Carcinoma. Frontiers in Immunology, 2018, 9, 777. 2.2 8

2116 Multi-Platform Sequencing Approach Reveals a Novel Transcriptome Profile in Pseudorabies Virus.
Frontiers in Microbiology, 2018, 8, 2708. 1.5 64

2117 The Fusarium graminearum Histone Acetyltransferases Are Important for Morphogenesis, DON
Biosynthesis, and Pathogenicity. Frontiers in Microbiology, 2018, 9, 654. 1.5 77

2118 Environmental Enrichment Prevents Transcriptional Disturbances Induced by Alpha-Synuclein
Overexpression. Frontiers in Cellular Neuroscience, 2018, 12, 112. 1.8 30

2119 Low incidence of SNVs and indels in trio genomes of Cas9-mediated multiplex edited sheep. BMC
Genomics, 2018, 19, 397. 1.2 36

2120 A network of epigenomic and transcriptional cooperation encompassing an epigenomic master
regulator in cancer. Npj Systems Biology and Applications, 2018, 4, 24. 1.4 33

2121 Epigenetic Targeting of Aberrant Transcriptional Modulation in Pancreatic Cancer. Epigenomes, 2018,
2, 8. 0.8 3

2122 Small RNAs of Haloferax mediterranei: Identification and Potential Involvement in Nitrogen
Metabolism. Genes, 2018, 9, 83. 1.0 19

2123
Optimization of subculture and DNA extraction steps within the whole genome sequencing workflow
for source tracking of Salmonella enterica and Listeria monocytogenes. Journal of Microbiological
Methods, 2018, 151, 66-68.

0.7 1

2124 The Rise and Fall of African Rice Cultivation Revealed by Analysis of 246 New Genomes. Current
Biology, 2018, 28, 2274-2282.e6. 1.8 84

2125
Strand-Specific Dual RNA Sequencing of Bronchial Epithelial Cells Infected with Influenza A/H3N2
Viruses Reveals Splicing of Gene Segment 6 and Novel Host-Virus Interactions. Journal of Virology,
2018, 92, .

1.5 51

2126 Identification of long noncoding RNAs in Schistosoma mansoni and Schistosoma japonicum.
Experimental Parasitology, 2018, 191, 82-87. 0.5 30

2127 Generation of isogenic single and multiplex gene knockout mice by base editing-induced STOP. Science
Bulletin, 2018, 63, 1101-1107. 4.3 9

2128 Gestational exposure to chlordecone promotes transgenerational changes in the murine
reproductive system of males. Scientific Reports, 2018, 8, 10274. 1.6 22

2129 A genetic program mediates cold-warming response and promotes stress-induced phenoptosis in C.
elegans. ELife, 2018, 7, . 2.8 37



119

Citation Report

# Article IF Citations

2130 BCL11B mutations in patients affected by a neurodevelopmental disorder with reduced type 2 innate
lymphoid cells. Brain, 2018, 141, 2299-2311. 3.7 81

2131
The DNA Methylome and Association of Differentially Methylated Regions with Differential Gene
Expression during Heat Stress in Brassica rapa. International Journal of Molecular Sciences, 2018, 19,
1414.

1.8 80

2132 Investigating Potential Chromosomal Rearrangements during Laboratory Culture of Neisseria
gonorrhoeae. Microorganisms, 2018, 6, 10. 1.6 2

2133 RNA m6A methylation participates in regulation of postnatal development of the mouse cerebellum.
Genome Biology, 2018, 19, 68. 3.8 166

2134 A large-scale whole-genome sequencing analysis reveals highly specific genome editing by both Cas9
and Cpf1 (Cas12a) nucleases in rice. Genome Biology, 2018, 19, 84. 3.8 230

2135 Postnatal developmental dynamics of cell type specification genes in Brn3a/Pou4f1 Retinal Ganglion
Cells. Neural Development, 2018, 13, 15. 1.1 16

2136 Introgression of regulatory alleles and a missense coding mutation drive plumage pattern diversity in
the rock pigeon. ELife, 2018, 7, . 2.8 66

2137 Rapid Low-Cost Assembly of the <i>Drosophila melanogaster</i> Reference Genome Using
Low-Coverage, Long-Read Sequencing. G3: Genes, Genomes, Genetics, 2018, 8, 3143-3154. 0.8 77

2138 TIE: A Method to Electroporate Long DNA Templates into Preimplantation Embryos for CRISPR-Cas9
Gene Editing. CRISPR Journal, 2018, 1, 223-229. 1.4 5

2139 A novel FADS2 isoform identified in human milk fat globule suppresses FADS2 mediated Î”6-desaturation
of omega-3 fatty acids. Prostaglandins Leukotrienes and Essential Fatty Acids, 2018, 138, 52-59. 1.0 6

2140 Systematic gene overexpression in<i>Candida albicans</i>identifies a regulator of early adaptation to
the mammalian gut. Cellular Microbiology, 2018, 20, e12890. 1.1 50

2141 Myc and the Tip60 chromatin remodeling complex control neuroblast maintenance and polarity in
<i>Drosophila</i>. EMBO Journal, 2018, 37, . 3.5 27

2142 Genome wide analysis of meiotic recombination in yeast: For a few SNPs more. IUBMB Life, 2018, 70,
743-752. 1.5 11

2143 5-Hydroxymethylome in Circulating Cell-free DNA as A Potential Biomarker for Non-small-cell Lung
Cancer. Genomics, Proteomics and Bioinformatics, 2018, 16, 187-199. 3.0 53

2144 Combinatorial Targeting by MicroRNAs Co-ordinates Post-transcriptional Control of EMT. Cell
Systems, 2018, 7, 77-91.e7. 2.9 92

2145 Rare variants in SOX17 are associated with pulmonary arterial hypertension with congenital heart
disease. Genome Medicine, 2018, 10, 56. 3.6 112

2146 A machine learning model to determine the accuracy of variant calls in capture-based next generation
sequencing. BMC Genomics, 2018, 19, 263. 1.2 23

2147 SMAD4 and NF1 mutations as potential biomarkers for poor prognosis to cetuximab-based therapy in
Chinese metastatic colorectal cancer patients. BMC Cancer, 2018, 18, 479. 1.1 34



120

Citation Report

# Article IF Citations

2148
The End of a 60-year Riddle: Identification and Genomic Characterization of an Iridovirus, the
Causative Agent of White Fat Cell Disease in Zooplankton. G3: Genes, Genomes, Genetics, 2018, 8,
1259-1272.

0.8 12

2149 Global accumulation of circRNAs during aging in Caenorhabditis elegans. BMC Genomics, 2018, 19, 8. 1.2 139

2150 Single nucleotide polymorphisms in genes encoding penicillin-binding proteins in Î²-lactamase-negative
ampicillin-resistant Haemophilus influenzae in Japan. BMC Research Notes, 2018, 11, 53. 0.6 18

2151 Epigenetic alterations in TRAMP mice: epigenome DNA methylation profiling using MeDIP-seq. Cell and
Bioscience, 2018, 8, 3. 2.1 21

2152 UDiTaSâ„¢, a genome editing detection method for indels and genome rearrangements. BMC Genomics,
2018, 19, 212. 1.2 95

2153 Novel heterozygous pathogenic variants in CHUK in a patient with AEC-like phenotype, immune
deficiencies and 1q21.1 microdeletion syndrome: a case report. BMC Medical Genetics, 2018, 19, 41. 2.1 6

2154
Individual retrotransposon integrants are differentially controlled by KZFP/KAP1-dependent histone
methylation, DNA methylation and TET-mediated hydroxymethylation in naÃ¯ve embryonic stem cells.
Epigenetics and Chromatin, 2018, 11, 7.

1.8 39

2155 Gene Presenceâ€“Absence Polymorphism in Castrating Anther-Smut Fungi: Recent Gene Gains and
Phylogeographic Structure. Genome Biology and Evolution, 2018, 10, 1298-1314. 1.1 23

2156
Atopic asthma after rhinovirusâ€•induced wheezing is associated with <scp>DNA</scp> methylation
change in the <i><scp>SMAD</scp>3</i> gene promoter. Allergy: European Journal of Allergy and
Clinical Immunology, 2018, 73, 1735-1740.

2.7 44

2157 Improved strategy for the curation and classification of kinases, with broad applicability to other
eukaryotic protein groups. Scientific Reports, 2018, 8, 6808. 1.6 10

2158
Complete mitochondrial and rDNA complex sequences of important vector species of Biomphalaria,
obligatory hosts of the human-infecting blood fluke, Schistosoma mansoni. Scientific Reports, 2018, 8,
7341.

1.6 22

2159 Strategies for identification of somatic variants using the Ion Torrent deep targeted sequencing
platform. BMC Bioinformatics, 2018, 19, 5. 1.2 24

2160
Cisplatin-DNA adduct repair of transcribed genes is controlled by two circadian programs in mouse
tissues. Proceedings of the National Academy of Sciences of the United States of America, 2018, 115,
E4777-E4785.

3.3 65

2161 Mutant Variants of the Substrate-Binding Protein DppA from Escherichia coli Enhance Growth on
Nonstandard Î³-Glutamyl Amide-Containing Peptides. Applied and Environmental Microbiology, 2018, 84, . 1.4 3

2162 ggsashimi: Sashimi plot revised for browser- and annotation-independent splicing visualization. PLoS
Computational Biology, 2018, 14, e1006360. 1.5 159

2163 LTR retrotransposons transcribed in oocytes drive species-specific and heritable changes in DNA
methylation. Nature Communications, 2018, 9, 3331. 5.8 65

2164 Disruption of an antimycobacterial circuit between dendritic and helper T cells in human SPPL2a
deficiency. Nature Immunology, 2018, 19, 973-985. 7.0 96

2165 GUAVA: A Graphical User Interface for the Analysis and Visualization of ATAC-seq Data. Frontiers in
Genetics, 2018, 9, 250. 1.1 15



121

Citation Report

# Article IF Citations

2166 An Introduction to Tools, Databases, and Practical Guidelines for NGS Data Analysis. , 2018, , 61-89. 0

2167 Transcriptional activation of a chimeric retrogene PIPSL in a hominoid ancestor. Gene, 2018, 678,
318-323. 1.0 1

2169 Identifying Genomic Sites of ADP-Ribosylation Mediated by Specific Nuclear PARP Enzymes Using
Click-ChIP. Methods in Molecular Biology, 2018, 1813, 371-387. 0.4 1

2170 Creating Transparent and Reproducible Pipelines: Best Practices for Tools, Data, and Workflow
Management Systems. , 2018, , 15-43. 1

2171 Widespread Chromosomal Losses and Mitochondrial DNA Alterations as Genetic Drivers in HÃ¼rthle
Cell Carcinoma. Cancer Cell, 2018, 34, 242-255.e5. 7.7 185

2172 GeF-seq: A Simple Procedure for Base Pair Resolution ChIP-seq. Methods in Molecular Biology, 2018,
1837, 33-47. 0.4 3

2173 JMJD3 facilitates C/EBPÎ²-centered transcriptional program to exert oncorepressor activity in AML.
Nature Communications, 2018, 9, 3369. 5.8 51

2174 Clonal evolution analysis of paired anaplastic and wellâ€•differentiated thyroid carcinomas reveals
shared common ancestor. Genes Chromosomes and Cancer, 2018, 57, 645-652. 1.5 31

2175 Biotinylated amplicon sequencing: A method for preserving DNA samples of limited quantity. Practical
Laboratory Medicine, 2018, 12, e00108. 0.6 3

2176 Novel gene encoding a unique luciferase from the fireworm Odontsyllis undecimdonta. Scientific
Reports, 2018, 8, 12789. 1.6 16

2177 Characterization and induction of prophages in human gut-associated Bifidobacterium hosts.
Scientific Reports, 2018, 8, 12772. 1.6 26

2178 SOX4 can redirect TGF-Î²-mediated SMAD3-transcriptional output in a context-dependent manner to
promote tumorigenesis. Nucleic Acids Research, 2018, 46, 9578-9590. 6.5 37

2179 Diagnostic Targeted Sequencing Panel for Hepatocellular Carcinoma Genomic Screening. Journal of
Molecular Diagnostics, 2018, 20, 836-848. 1.2 15

2181 Long-read sequencing across the C9orf72 â€˜GGGGCCâ€™ repeat expansion: implications for clinical use and
genetic discovery efforts in human disease. Molecular Neurodegeneration, 2018, 13, 46. 4.4 111

2182 Combinatorial interplay of RNA-binding proteins tunes levels of mitochondrial mRNA in trypanosomes.
Rna, 2018, 24, 1594-1606. 1.6 7

2183 BED-domain-containing immune receptors confer diverse resistance spectra to yellow rust. Nature
Plants, 2018, 4, 662-668. 4.7 194

2184 The Genomic Basis of Color Pattern Polymorphism in the Harlequin Ladybird. Current Biology, 2018,
28, 3296-3302.e7. 1.8 92

2185 Characterization of Factors Affecting the Detection Limit of EGFR p.T790M in Circulating Tumor DNA.
Technology in Cancer Research and Treatment, 2018, 17, 153303381879365. 0.8 3



122

Citation Report

# Article IF Citations

2186 Extraordinary Genome Instability and Widespread Chromosome Rearrangements During Vegetative
Growth. Genetics, 2018, 210, 517-529. 1.2 103

2187 Detection of Familial Hypercholesterolemia Using Next Generation Sequencing in Two
Population-Based Cohorts. Chonnam Medical Journal, 2018, 54, 31. 0.5 10

2188
Validation of the Oncomineâ„¢ focus panel for next-generation sequencing of clinical tumour samples.
Virchows Archiv Fur Pathologische Anatomie Und Physiologie Und Fur Klinische Medizin, 2018, 473,
489-503.

1.4 66

2189 Examining transcriptional changes to DNA replication and repair factors over uveal melanoma
subtypes. BMC Cancer, 2018, 18, 818. 1.1 9

2190 Unbiased shRNA screening, using a combination of FACS and high-throughput sequencing, enables
identification of novel modifiers of Polycomb silencing. Scientific Reports, 2018, 8, 12128. 1.6 9

2191 Measuring KRAS Mutations in Circulating Tumor DNA by Droplet Digital PCR and Next-Generation
Sequencing. Translational Oncology, 2018, 11, 1220-1224. 1.7 63

2192 Ancient DNA reveals the chronology of walrus ivory trade from Norse Greenland. Proceedings of the
Royal Society B: Biological Sciences, 2018, 285, 20180978. 1.2 30

2193 Design and MinION testing of a nanopore targeted gene sequencing panel for chronic lymphocytic
leukemia. Scientific Reports, 2018, 8, 11798. 1.6 34

2194 Breast cancer patients suggestive of Li-Fraumeni syndrome: mutational spectrum, candidate genes, and
unexplained heredity. Breast Cancer Research, 2018, 20, 87. 2.2 9

2195 Fragile X mental retardation protein modulates the stability of its m6A-marked messenger RNA targets.
Human Molecular Genetics, 2018, 27, 3936-3950. 1.4 129

2196 FinR Regulates Expression of <i>nicC</i> and <i>nicX</i> Operons, Involved in Nicotinic Acid
Degradation in Pseudomonas putida KT2440. Applied and Environmental Microbiology, 2018, 84, . 1.4 5

2197 Rapid Paediatric Sequencing (RaPS): comprehensive real-life workflow for rapid diagnosis of critically
ill children. Journal of Medical Genetics, 2018, 55, 721-728. 1.5 98

2198 Familial Cancer Variant Prioritization Pipeline version 2 (FCVPPv2) applied to a papillary thyroid
cancer family. Scientific Reports, 2018, 8, 11635. 1.6 30

2199 Genotype-phenotype correlation among Malaysian patients with osteogenesis imperfecta. Clinica
Chimica Acta, 2018, 484, 141-147. 0.5 10

2200 Genetic control of seed shattering during African rice domestication. Nature Plants, 2018, 4, 331-337. 4.7 55

2201 Identification of Clonal Hematopoiesis Mutations in Solid Tumor Patients Undergoing Unpaired
Next-Generation Sequencing Assays. Clinical Cancer Research, 2018, 24, 5918-5924. 3.2 84

2202 Fungal Genomics. Methods in Molecular Biology, 2018, , . 0.4 3

2203 The Human Transcriptome. , 2018, , 135-164. 4



123

Citation Report

# Article IF Citations

2204 A Network of Noncoding Regulatory RNAs Acts in the Mammalian Brain. Cell, 2018, 174, 350-362.e17. 13.5 485

2205 Increasing the discrimination power of ancestry- and identity-informative SNP loci within the
ForenSeqâ„¢ DNA Signature Prep Kit. Forensic Science International: Genetics, 2018, 36, 60-76. 1.6 41

2206 Paneth Cell Multipotency Induced by Notch Activation following Injury. Cell Stem Cell, 2018, 23,
46-59.e5. 5.2 195

2207 Molecular basis of resistance to the microtubule-depolymerizing antitumor compound plocabulin.
Scientific Reports, 2018, 8, 8616. 1.6 9

2208 Evaluating Programs for Predicting Genes and Transcripts with RNA-Seq Support in Fungal Genomes.
Methods in Molecular Biology, 2018, 1775, 209-227. 0.4 0

2209 RNA Framework: an all-in-one toolkit for the analysis of RNA structures and post-transcriptional
modifications. Nucleic Acids Research, 2018, 46, e97-e97. 6.5 53

2210 MMARGE: Motif Mutation Analysis for Regulatory Genomic Elements. Nucleic Acids Research, 2018, 46,
7006-7021. 6.5 20

2211 Enhancer of zeste homolog 2 (Ezh2) controls bone formation and cell cycle progression during
osteogenesis in mice. Journal of Biological Chemistry, 2018, 293, 12894-12907. 1.6 63

2212 Characterization of genetic changes associated with daptomycin nonsusceptibility in Staphylococcus
aureus. PLoS ONE, 2018, 13, e0198366. 1.1 24

2213 Endothelial cell activation is attenuated by everolimus via transcriptional and post-transcriptional
regulatory mechanisms after drug-eluting coronary stenting. PLoS ONE, 2018, 13, e0197890. 1.1 19

2214 Efficient generation of mouse models of human diseases via ABE- and BE-mediated base editing. Nature
Communications, 2018, 9, 2338. 5.8 120

2215 Analysis of 3800-year-old Yersinia pestis genomes suggests Bronze Age origin for bubonic plague.
Nature Communications, 2018, 9, 2234. 5.8 123

2216 Germline mutation of CHEK2 in neurofibromatosis 1 and 2. Medicine (United States), 2018, 97, e10894. 0.4 5

2217 SPEN protein expression and interactions with chromatin in mouse testicular cells. Reproduction,
2018, 156, 195-206. 1.1 4

2218
Fludarabine and rituximab with escalating doses of lenalidomide followed by lenalidomide/rituximab
maintenance in previously untreated chronic lymphocytic leukaemia (CLL): the REVLIRIT CLL-5 AGMT
phase I/II study. Annals of Hematology, 2018, 97, 1825-1839.

0.8 6

2219 Targeting the IGF1R Pathway in Breast Cancer Using Antisense lncRNA-Mediated Promoter cis
Competition. Molecular Therapy - Nucleic Acids, 2018, 12, 105-117. 2.3 33

2220 Loss of RNA-Directed DNA Methylation in Maize Chromomethylase and DDM1-Type Nucleosome
Remodeler Mutants. Plant Cell, 2018, 30, 1617-1627. 3.1 41

2221 VarAFT: a variant annotation and filtration system for human next generation sequencing data.
Nucleic Acids Research, 2018, 46, W545-W553. 6.5 136



124

Citation Report

# Article IF Citations

2222 Decreased expression of cell adhesion genes in cancer stem-like cells isolated from primary oral
squamous cell carcinomas. Tumor Biology, 2018, 40, 101042831878085. 0.8 8

2223 A Fast and Quantitative Method for Post-translational Modification and Variant Enabled Mapping of
Peptides to Genomes. Journal of Visualized Experiments, 2018, , . 0.2 3

2224
A noncanonical PPARÎ³/RXRÎ±-binding sequence regulates leptin expression in response to changes in
adipose tissue mass. Proceedings of the National Academy of Sciences of the United States of America,
2018, 115, E6039-E6047.

3.3 27

2225 Early MinIONâ„¢ nanopore single-molecule sequencing technology enables the characterization of
hepatitis B virus genetic complexity in clinical samples. PLoS ONE, 2018, 13, e0194366. 1.1 31

2226 Molecular Characterization and Putative Pathogenic Pathways of Tuberous Sclerosis
Complexâ€“Associated Renal Cell Carcinoma. Translational Oncology, 2018, 11, 962-970. 1.7 8

2227 SOX2 regulates common and specific stem cell features in the CNS and endoderm derived organs. PLoS
Genetics, 2018, 14, e1007224. 1.5 45

2228
Ïƒ <sup>I</sup> from Bacillus subtilis: Impact on Gene Expression and Characterization of Ïƒ <sup>I</sup>
-Dependent Transcription That Requires New Types of Promoters with Extended âˆ’35 and âˆ’10 Elements.
Journal of Bacteriology, 2018, 200, .

1.0 8

2229 Evaluating the consistency of large-scale pharmacogenomic studies. Briefings in Bioinformatics, 2019,
20, 1734-1753. 3.2 8

2230
Review of applications of high-throughput sequencing in personalized medicine: barriers and
facilitators of future progress in research and clinical application. Briefings in Bioinformatics, 2019,
20, 1795-1811.

3.2 112

2231 The Terabase Search Engine: a large-scale relational database of short-read sequences. Bioinformatics,
2019, 35, 665-670. 1.8 8

2232 Epsteinâˆ’Barr virus-encoded EBNA2 alters immune checkpoint PD-L1 expression by downregulating
miR-34a in B-cell lymphomas. Leukemia, 2019, 33, 132-147. 3.3 126

2233 Rich Chromatin Structure Prediction from Hi-C Data. IEEE/ACM Transactions on Computational
Biology and Bioinformatics, 2019, 16, 1448-1458. 1.9 22

2234 Sequence Analysis. , 2019, , 292-322. 8

2235 Transcriptome Informatics. , 2019, , 324-340. 8

2236 Genome Annotation. , 2019, , 195-209. 3

2237 BRAF<sup>V600E</sup> mutation: A promising target in colorectal neuroendocrine carcinoma.
International Journal of Cancer, 2019, 144, 1379-1390. 2.3 33

2238 C-Jun drives melanoma progression in PTEN wild type melanoma cells. Cell Death and Disease, 2019, 10,
584. 2.7 24

2239 Uncovering missed indels by leveraging unmapped reads. Scientific Reports, 2019, 9, 11093. 1.6 8



125

Citation Report

# Article IF Citations

2240 TIN2 Functions with TPP1/POT1 To Stimulate Telomerase Processivity. Molecular and Cellular Biology,
2019, 39, . 1.1 36

2241 Human Pleural Fluid Elicits Pyruvate and Phenylalanine Metabolism in Acinetobacter baumannii to
Enhance Cytotoxicity and Immune Evasion. Frontiers in Microbiology, 2019, 10, 1581. 1.5 30

2242 Genomic characterisation of breast fibroepithelial lesions in an international cohort. Journal of
Pathology, 2019, 249, 447-460. 2.1 33

2243 Characterization of novel small RNAs (sRNAs) contributing to the desiccation response of
<i>Salmonella enterica</i> serovar Typhimurium. RNA Biology, 2019, 16, 1643-1657. 1.5 9

2244 Automated typing of red blood cell and platelet antigens from whole exome sequences. Transfusion,
2019, 59, 3253-3263. 0.8 32

2245 Mutations in <i>PLS1</i> , encoding fimbrin, cause autosomal dominant nonsyndromic hearing loss.
Human Mutation, 2019, 40, 2286-2295. 1.1 23

2246 Chromatin compartment dynamics in a haploinsufficient model of cardiac laminopathy. Journal of
Cell Biology, 2019, 218, 2919-2944. 2.3 46

2247 TDNAscan: A Software to Identify Complete and Truncated T-DNA Insertions. Frontiers in Genetics,
2019, 10, 685. 1.1 24

2248 A common phytoene synthase mutation underlies white petal varieties of the California poppy.
Scientific Reports, 2019, 9, 11615. 1.6 8

2249 Establishment of serine protease htrA mutants in Helicobacter pylori is associated with secA
mutations. Scientific Reports, 2019, 9, 11794. 1.6 19

2250 Spatial Distance Correlates With Genetic Distance in Diffuse Glioma. Frontiers in Oncology, 2019, 9,
676. 1.3 8

2252 CCR5 status and metastatic progression in colorectal cancer. OncoImmunology, 2019, 8, e1626193. 2.1 30

2253 Interconversion between Tumorigenic and Differentiated States in Acute Myeloid Leukemia. Cell Stem
Cell, 2019, 25, 258-272.e9. 5.2 60

2254 Extensive transcriptional responses are co-ordinated by microRNAs as revealed by Exonâ€“Intron Split
Analysis (EISA). Nucleic Acids Research, 2019, 47, 8606-8619. 6.5 9

2255 Precise detection of low-level somatic mutation in resected epilepsy brain tissue. Acta
Neuropathologica, 2019, 138, 901-912. 3.9 92

2256 5-methylcytosine promotes pathogenesis of bladder cancer through stabilizing mRNAs. Nature Cell
Biology, 2019, 21, 978-990. 4.6 410

2257 Loss of RNA Chaperone Hfq Unveils a Toxic Pathway in Pseudomonas aeruginosa. Journal of
Bacteriology, 2019, 201, . 1.0 7

2258 Mutation Spectrum of Cancer-Associated Genes in Patients With Early Onset of Colorectal Cancer.
Frontiers in Oncology, 2019, 9, 673. 1.3 36



126

Citation Report

# Article IF Citations

2259 QTL-BSA: A Bulked Segregant Analysis and Visualization Pipeline for QTL-seq. Interdisciplinary Sciences,
Computational Life Sciences, 2019, 11, 730-737. 2.2 13

2260 The Histone Deacetylase SIRT6 Restrains Transcription Elongation via Promoter-Proximal Pausing.
Molecular Cell, 2019, 75, 683-699.e7. 4.5 50

2261 Functional D-box sequences reset the circadian clock and drive mRNA rhythms. Communications
Biology, 2019, 2, 300. 2.0 57

2262 Tasks, Techniques, and Tools for Genomic Data Visualization. Computer Graphics Forum, 2019, 38,
781-805. 1.8 61

2263
An integrative approach identifies direct targets of the late viral transcription complex and an
expanded promoter recognition motif in Kaposiâ€™s sarcoma-associated herpesvirus. PLoS Pathogens,
2019, 15, e1007774.

2.1 16

2264
Endoplasmic reticulum-localized ECM1b suppresses tumor growth and regulates MYC and MTORC1
through modulating MTORC2 activation in esophageal squamous cell carcinoma. Cancer Letters, 2019,
461, 56-64.

3.2 16

2265 DUX4 Suppresses MHC Class I to Promote Cancer Immune Evasion and Resistance to Checkpoint
Blockade. Developmental Cell, 2019, 50, 658-671.e7. 3.1 76

2266 A large interactive visual database of copy number variants discovered in taurine cattle. GigaScience,
2019, 8, . 3.3 19

2267 De Novo Mutation Rate Estimation in Wolves of Known Pedigree. Molecular Biology and Evolution,
2019, 36, 2536-2547. 3.5 46

2268 Profiling the long noncoding RNA interaction network in the regulatory elements of target genes by
chromatin in situ reverse transcription sequencing. Genome Research, 2019, 29, 1521-1532. 2.4 27

2269 Centromere Satellite Repeats Have Undergone Rapid Changes in Polyploid Wheat Subgenomes. Plant
Cell, 2019, 31, 2035-2051. 3.1 56

2270 Novel protective and risk loci in hip dysplasia in German Shepherds. PLoS Genetics, 2019, 15, e1008197. 1.5 9

2271 Fetal diagnosis of Mowatâ€•Wilson syndrome by whole exome sequencing. American Journal of Medical
Genetics, Part A, 2019, 179, 2152-2157. 0.7 5

2272 IPSC-Derived Corneal Endothelial-like Cells Act as an Appropriate Model System to Assess the Impact of
<i>SLC4A11</i> Variants on Pre-mRNA Splicing. , 2019, 60, 3084. 18

2273 Identification and characterization of a fast-neutron-induced mutant with elevated seed protein
content in soybean. Theoretical and Applied Genetics, 2019, 132, 2965-2983. 1.8 7

2274 Regulation of bistability in the std fimbrial operon of Salmonella enterica by DNA adenine methylation
and transcription factors HdfR, StdE and StdF. Nucleic Acids Research, 2019, 47, 7929-7941. 6.5 21

2275 Comprehensive Genetic Analysis of a Hungarian Amyotrophic Lateral Sclerosis Cohort. Frontiers in
Genetics, 2019, 10, 732. 1.1 31

2276 Characterizing Mutational Load and Clonal Composition of Human Blood. Journal of Visualized
Experiments, 2019, , . 0.2 5



127

Citation Report

# Article IF Citations

2277 A next-generation sequencing method for gene doping detection that distinguishes low levels of
plasmid DNA against a background of genomic DNA. Gene Therapy, 2019, 26, 338-346. 2.3 27

2278 High-Throughput Sequence Analysis of Peripheral T-Cell Lymphomas Indicates Subtype-Specific Viral
Gene Expression Patterns and Immune Cell Microenvironments. MSphere, 2019, 4, . 1.3 13

2279 Biallelic KRT5 mutations in autosomal recessive epidermolysis bullosa simplex, including a complete
human keratin 5 â€œknock-outâ€•. Matrix Biology, 2019, 83, 48-59. 1.5 15

2280 Cell-free DNA analysis in healthy individuals by next-generation sequencing: a proof of concept and
technical validation study. Cell Death and Disease, 2019, 10, 534. 2.7 78

2281 Clinical Utility of GlioSeq Next-Generation Sequencing Test in Pediatric and Young Adult Patients
With Brain Tumors. Journal of Neuropathology and Experimental Neurology, 2019, 78, 694-702. 0.9 3

2282 Visualization and analysis of RNA-Seq assembly graphs. Nucleic Acids Research, 2019, 47, 7262-7275. 6.5 4

2283 Chromosome-Level Alpaca Reference Genome VicPac3.1 Improves Genomic Insight Into the Biology of
New World Camelids. Frontiers in Genetics, 2019, 10, 586. 1.1 19

2284
A herpesvirus transactivator and cellular POU proteins extensively regulate DNA binding of the host
Notch signaling protein RBP-JÎº to the virus genome. Journal of Biological Chemistry, 2019, 294,
13073-13092.

1.6 5

2285 Clinically-relevant postzygotic mosaicism in parents and children with developmental disorders in
trio exome sequencing data. Nature Communications, 2019, 10, 2985. 5.8 64

2286 Physcomitrella STEMIN transcription factor induces stem cell formation with epigenetic
reprogramming. Nature Plants, 2019, 5, 681-690. 4.7 32

2287 Study of database application for human open chromatin regions from ATAC-seq. AIP Conference
Proceedings, 2019, , . 0.3 1

2288 Three-Dimensional Genomic Structure and Cohesin Occupancy Correlate with Transcriptional Activity
during Spermatogenesis. Cell Reports, 2019, 28, 352-367.e9. 2.9 112

2289
Full mtDNA genome sequencing of Brazilian admixed populations: A forensic-focused evaluation of a
MPS application as an alternative to Sanger sequencing methods. Forensic Science International:
Genetics, 2019, 42, 154-164.

1.6 12

2290 <i>GemC1</i> is a critical switch for neural stem cell generation in the postnatal brain. Glia, 2019, 67,
2360-2373. 2.5 23

2291 MicroScopeâ€”an integrated resource for community expertise of gene functions and comparative
analysis of microbial genomic and metabolic data. Briefings in Bioinformatics, 2019, 20, 1071-1084. 3.2 71

2293 Multilayered control of exon acquisition permits the emergence of novel forms of regulatory
control. Genome Biology, 2019, 20, 141. 3.8 13

2294 Removal of a Subset of Non-essential Genes Fully Attenuates a Highly Virulent Mycoplasma Strain.
Frontiers in Microbiology, 2019, 10, 664. 1.5 31

2295
Evaluation of mitogenome sequence concordance, heteroplasmy detection, and haplogrouping in a
worldwide lineage study using the Precision ID mtDNA Whole Genome Panel. Forensic Science
International: Genetics, 2019, 42, 244-251.

1.6 37



128

Citation Report

# Article IF Citations

2296 A low-complexity region in human XRN1 directly recruits deadenylation and decapping factors in 5â€²â€“3â€²
messenger RNA decay. Nucleic Acids Research, 2019, 47, 9282-9295. 6.5 26

2297 Neuropeptide CGRP Limits Group 2 Innate Lymphoid Cell Responses and Constrains Type 2 Inflammation.
Immunity, 2019, 51, 682-695.e6. 6.6 192

2298 Genome-wide discovery of the daily transcriptome, DNA regulatory elements and transcription factor
occupancy in the monarch butterfly brain. PLoS Genetics, 2019, 15, e1008265. 1.5 26

2299 Molecular profiling and molecular classification of endometrioid ovarian carcinomas. Gynecologic
Oncology, 2019, 154, 516-523. 0.6 62

2300 Chromatin Profiling of the Repetitive and Nonrepetitive Genomes of the Human Fungal Pathogen
Candida albicans. MBio, 2019, 10, . 1.8 19

2301 The Magnitude of IFN-Î³ Responses Is Fine-Tuned by DNA Architecture and the Non-coding Transcript of
Ifng-as1. Molecular Cell, 2019, 75, 1229-1242.e5. 4.5 58

2302 Genetic basis of functional variability in adhesion G protein-coupled receptors. Scientific Reports,
2019, 9, 11036. 1.6 27

2303 Long noncoding RNA CCDC144NL-AS1 knockdown induces naÃ¯ve-like state conversion of human
pluripotent stem cells. Stem Cell Research and Therapy, 2019, 10, 220. 2.4 9

2304 Phenotype-oriented NGS panels for mucopolysaccharidoses: Validation and potential use in the
diagnostic flowchart. Genetics and Molecular Biology, 2019, 42, 207-214. 0.6 11

2305 Oncogenic Pathways and Loss of the Rab11 GTPase Synergize To Alter Metabolism in Drosophila.
Genetics, 2019, 212, 1227-1239. 1.2 12

2306 Integrative Molecular Characterization of Resistance to Neoadjuvant Chemoradiation in Rectal
Cancer. Clinical Cancer Research, 2019, 25, 5561-5571. 3.2 64

2307 MAPlex - A massively parallel sequencing ancestry analysis multiplex for Asia-Pacific populations.
Forensic Science International: Genetics, 2019, 42, 213-226. 1.6 63

2308 Loss of ASAP1 in mice impairs adipogenic and osteogenic differentiation of mesenchymal progenitor
cells through dysregulation of FAK/Src and AKT signaling. PLoS Genetics, 2019, 15, e1008216. 1.5 27

2309 Enhancer signatures stratify and predict outcomes of non-functional pancreatic neuroendocrine
tumors. Nature Medicine, 2019, 25, 1260-1265. 15.2 120

2310 ClickGene: an open cloud-based platform for big pan-cancer data genome-wide association study,
visualization and exploration. BioData Mining, 2019, 12, 12. 2.2 13

2311 Indoleamine 2,3-Dioxygenase Activity in Chlamydia muridarum and Chlamydia pneumoniae Infected
Mouse Lung Tissues. Frontiers in Cellular and Infection Microbiology, 2019, 9, 192. 1.8 15

2312 Lineage-Specific Evolved MicroRNAs Regulating NB-LRR Defense Genes in Triticeae. International
Journal of Molecular Sciences, 2019, 20, 3128. 1.8 8

2313 Genome Sequencing Identifies the Pathogenic Variant Missed by Prior Testing in an Infant with Marfan
Syndrome. Journal of Pediatrics, 2019, 213, 235-240. 0.9 6



129

Citation Report

# Article IF Citations

2314 Dual Antagonist of cIAP/XIAP ASTX660 Sensitizes HPVâˆ’ and HPV+ Head and Neck Cancers to TNFÎ±, TRAIL,
and Radiation Therapy. Clinical Cancer Research, 2019, 25, 6463-6474. 3.2 28

2315 Clinical Validation of Discordant Trunk Driver Mutations in Paired Primary and Metastatic Lung
Cancer Specimens. American Journal of Clinical Pathology, 2019, 152, 570-581. 0.4 6

2316 Single-base mapping of m <sup>6</sup> A by an antibody-independent method. Science Advances, 2019, 5,
eaax0250. 4.7 270

2317 VEGAS as a Platform for Facile Directed Evolution in Mammalian Cells. Cell, 2019, 178, 748-761.e17. 13.5 68

2318 PRC2-Associated Chromatin Contacts in the Developing Limb Reveal a Possible Mechanism for the
Atypical Role of PRC2 in HoxA Gene Expression. Developmental Cell, 2019, 50, 184-196.e4. 3.1 30

2319 Defining Genetic Variation in Widely Used Congenic and Backcrossed Mouse Models Reveals Varied
Regulation of Genes Important for Immune Responses. Immunity, 2019, 51, 155-168.e5. 6.6 29

2320 Oncogenic Biogenesis of pri-miR-17âˆ¼92 Reveals Hierarchy and Competition among Polycistronic
MicroRNAs. Molecular Cell, 2019, 75, 340-356.e10. 4.5 26

2321 Tomato locule number and fruit size controlled by natural alleles of <i>lc</i> and <i>fas</i>. Plant
Direct, 2019, 3, e00142. 0.8 67

2322 Targeting the H3K4 Demethylase KDM5B Reprograms the Metabolome and Phenotype of Melanoma Cells.
Journal of Investigative Dermatology, 2019, 139, 2506-2516.e10. 0.3 27

2323 The utility of a targeted gene mutation panel in refining the diagnosis of breast phyllodes tumours.
Pathology, 2019, 51, 531-534. 0.3 7

2324 PipeIT. Journal of Molecular Diagnostics, 2019, 21, 884-894. 1.2 11

2325 Simultaneous Profiling of Gene Expression and Chromatin Accessibility in Single Cells. Advanced
Biology, 2019, 3, 1900065. 3.0 37

2326 Characterization of Reference Materials for Genetic Testing of CYP2D6 Alleles. Journal of Molecular
Diagnostics, 2019, 21, 1034-1052. 1.2 55

2327 Additional Evidence for DDB2 T338M as a Genetic Risk Factor for Ocular Squamous Cell Carcinoma in
Horses. International Journal of Genomics, 2019, 2019, 1-10. 0.8 7

2328 Rare human mitochondrial HV lineages spread from the Near East and Caucasus during post-LGM and
Neolithic expansions. Scientific Reports, 2019, 9, 14751. 1.6 11

2329 Genome-Wide Distribution of Nascent Transcripts in Sperm DNA, Products of a Late Wave of General
Transcription. Cells, 2019, 8, 1196. 1.8 6

2330 Genetic Heterogeneity of BRAF Fusion Kinases in Melanoma Affects Drug Responses. Cell Reports, 2019,
29, 573-588.e7. 2.9 62

2331 Genome-Wide Transcription Factor Binding in Leaves from C<sub>3</sub> and C<sub>4</sub> Grasses.
Plant Cell, 2019, 31, 2297-2314. 3.1 47



130

Citation Report

# Article IF Citations

2332 Clade II Candida auris possess genomic structural variations related to an ancestral strain. PLoS ONE,
2019, 14, e0223433. 1.1 36

2333 The pH Signaling Transcription Factor PAC-3 Regulates Metabolic and Developmental Processes in
Pathogenic Fungi. Frontiers in Microbiology, 2019, 10, 2076. 1.5 9

2334 Contribution of retrotransposition to developmental disorders. Nature Communications, 2019, 10,
4630. 5.8 43

2335 Fine mapping of Brassica napus blackleg resistance gene Rlm1 through bulked segregant RNA
sequencing. Scientific Reports, 2019, 9, 14600. 1.6 22

2336 Physical and functional interaction between SET1/COMPASS complex component CFP-1 and a Sin3S
HDAC complex in C. elegans. Nucleic Acids Research, 2019, 47, 11164-11180. 6.5 54

2337 EPGA-SC : A framework for de novo assembly of single-cell sequencing reads. IEEE/ACM Transactions
on Computational Biology and Bioinformatics, 2019, 18, 1-1. 1.9 3

2338 Genetic regulatory variation in populations informs transcriptome analysis in rare disease. Science,
2019, 366, 351-356. 6.0 99

2339
HIrisPlex-S system for eye, hair, and skin color prediction from DNA: Massively parallel sequencing
solutions for two common forensically used platforms. Forensic Science International: Genetics,
2019, 43, 102152.

1.6 45

2340 Whole genome and biomarker analysis of patients with recurrent glioblastoma on bevacizumab: A
subset analysis of the CABARET trial. Journal of Clinical Neuroscience, 2019, 70, 157-163. 0.8 3

2341 Evasion of autophagy mediated by Rickettsia surface protein OmpB is critical for virulence. Nature
Microbiology, 2019, 4, 2538-2551. 5.9 60

2342 Cervical cancer patients that respond to chemoradiation therapy display an intense tumor infiltrating
immune profile before treatment. Experimental and Molecular Pathology, 2019, 111, 104314. 0.9 19

2343 Rapid adaptation of signaling networks in the fungal pathogen Magnaporthe oryzae. BMC Genomics,
2019, 20, 763. 1.2 8

2344 Validation of computational determination of microsatellite status using whole exome sequencing
data from colorectal cancer patients. BMC Cancer, 2019, 19, 971. 1.1 18

2345
<i>lptG</i> contributes to changes in membrane permeability and the emergence of multidrug
hypersusceptibility in a cystic fibrosis isolate of <i>Pseudomonas aeruginosa</i>. MicrobiologyOpen,
2019, 8, e844.

1.2 6

2346 A Single SNP Turns a Social Honey Bee (Apis mellifera) Worker into a Selfish Parasite. Molecular
Biology and Evolution, 2019, 36, 516-526. 3.5 22

2347 Intronic ATTTC repeat expansions in STARD7 in familial adult myoclonic epilepsy linked to chromosome
2. Nature Communications, 2019, 10, 4920. 5.8 99

2348 Genetic relevance and determinants of mitral leaflet size in hypertrophic cardiomyopathy.
Cardiovascular Ultrasound, 2019, 17, 21. 0.5 7

2349 A comparative epigenome analysis of gammaherpesviruses suggests cis-acting sequence features as
critical mediators of rapid polycomb recruitment. PLoS Pathogens, 2019, 15, e1007838. 2.1 23



131

Citation Report

# Article IF Citations

2350 Organization Features of the Mitochondrial Genome of Sunflower (Helianthus annuus L.) with
ANN2-Type Male-Sterile Cytoplasm. Plants, 2019, 8, 439. 1.6 8

2351 Noninvasive prenatal diagnosis of Î²â€•thalassemia by relative haplotype dosage without analyzing
proband. Molecular Genetics &amp; Genomic Medicine, 2019, 7, e963. 0.6 11

2352 A Functional Link between Nuclear RNA Decay and Transcriptional Control Mediated by the Polycomb
Repressive Complex 2. Cell Reports, 2019, 29, 1800-1811.e6. 2.9 32

2353 Identifying inaccuracies in gene expression estimates from unstranded RNA-seq data. Scientific
Reports, 2019, 9, 16342. 1.6 9

2354 Cell-Free DNA Methylation Profiling Analysisâ€”Technologies and Bioinformatics. Cancers, 2019, 11, 1741. 1.7 37

2355 MOWChIP-seq for low-input and multiplexed profiling of genome-wide histone modifications. Nature
Protocols, 2019, 14, 3366-3394. 5.5 29

2356 Plasticity of the Mycobacterium tuberculosis respiratory chain and its impact on tuberculosis drug
development. Nature Communications, 2019, 10, 4970. 5.8 82

2357 Genomic architecture and introgression shape a butterfly radiation. Science, 2019, 366, 594-599. 6.0 365

2359 MoMI-G: modular multi-scale integrated genome graph browser. BMC Bioinformatics, 2019, 20, 548. 1.2 22

2360 Genetic, Epigenetic and Phenotypic Diversity of Four Bacillus velezensis Strains Used for Plant
Protection or as Probiotics. Frontiers in Microbiology, 2019, 10, 2610. 1.5 34

2361 TDP-43 regulates transcription at protein-coding genes and Alu retrotransposons. Biochimica Et
Biophysica Acta - Gene Regulatory Mechanisms, 2019, 1862, 194434. 0.9 16

2362 Serial ultraâ€•deep sequencing of circulating tumor DNA reveals the clonal evolution in nonâ€•small cell
lung cancer patients treated with antiâ€•PD1 immunotherapy. Cancer Medicine, 2019, 8, 7669-7678. 1.3 27

2363 MYST1/KAT8 contributes to tumor progression by activating EGFR signaling in glioblastoma cells.
Cancer Medicine, 2019, 8, 7793-7808. 1.3 18

2364 Deciphering signalling network in broad spectrum Near Isogenic Lines of rice resistant to
Magnaporthe oryzae. Scientific Reports, 2019, 9, 16939. 1.6 12

2365 A glance of the blood stage transcriptome of a Southeast Asian Plasmodium ovale isolate. PLoS
Neglected Tropical Diseases, 2019, 13, e0007850. 1.3 5

2366 Ebola virus-mediated T-lymphocyte depletion is the result of an abortive infection. PLoS Pathogens,
2019, 15, e1008068. 2.1 34

2367 Genome-wide Analyses of Chromatin State in Human Mast Cells Reveal Molecular Drivers and
Mediators of Allergic and Inflammatory Diseases. Immunity, 2019, 51, 949-965.e6. 6.6 37

2368 Influence of genetic polymorphism on transcriptional enhancer activity in the malaria vector
Anopheles coluzzii. Scientific Reports, 2019, 9, 15275. 1.6 10



132

Citation Report

# Article IF Citations

2369
Natural human genetic variation determines basal and inducible expression of <i>PM20D1</i> , an
obesity-associated gene. Proceedings of the National Academy of Sciences of the United States of
America, 2019, 116, 23232-23242.

3.3 35

2370 Molecular evolution of the meiotic recombination pathway in mammals. Evolution; International
Journal of Organic Evolution, 2019, 73, 2368-2389. 1.1 22

2371 Repression of an activity-dependent autocrine insulin signal is required for sensory neuron
development in<i>C. elegans</i>. Development (Cambridge), 2019, 146, . 1.2 12

2372 Utility of PacBio Iso-Seq for transcript and gene discovery in Hevea latex. Journal of Rubber Research
(Kuala Lumpur, Malaysia), 2019, 22, 169-186. 0.4 10

2373 BC200 overexpression contributes to luminal and triple negative breast cancer pathogenesis. BMC
Cancer, 2019, 19, 994. 1.1 14

2374 A novel genomic panel as an adjunctive diagnostic tool for the characterization and profiling of
breast Fibroepithelial lesions. BMC Medical Genomics, 2019, 12, 142. 0.7 20

2375 The Chromatin Environment Around Interneuron Genes in Oligodendrocyte Precursor Cells and Their
Potential for Interneuron Reprograming. Frontiers in Neuroscience, 2019, 13, 829. 1.4 11

2376 Cyprinid herpesvirus 3 Evolves In Vitro through an Assemblage of Haplotypes that Alternatively
Become Dominant or Under-Represented. Viruses, 2019, 11, 754. 1.5 8

2377 Hybrid genome assembly and annotation of Danionella translucida. Scientific Data, 2019, 6, 156. 2.4 21

2378 Long-read metagenomic exploration of extrachromosomal mobile genetic elements in the human gut.
Microbiome, 2019, 7, 119. 4.9 65

2379 Production of WW males lacking the masculine Z chromosome and mining the Macrobrachium
rosenbergii genome for sex-chromosomes. Scientific Reports, 2019, 9, 12408. 1.6 25

2380 Coordinated transcriptional regulation by thyroid hormone and glucocorticoid interaction in adult
mouse hippocampus-derived neuronal cells. PLoS ONE, 2019, 14, e0220378. 1.1 13

2381 De Novo Transcriptome Assembly of Eucalyptus nitens and the Expression of R2R3-MYB Genes in
Response to Cold Acclimation in Eucalyptus Spp.. Plant Molecular Biology Reporter, 2019, 37, 376-388. 1.0 3

2382 Identification of novel alternative splice variants of the human L-DOPA decarboxylase (DDC) gene in
human cancer cells, using high-throughput sequencing approaches. Gene, 2019, 719, 144075. 1.0 10

2383
A Novel Next-Generation Sequencing Approach to Detecting Microsatellite Instability and Pan-Tumor
Characterization of 1000 Microsatellite Instabilityâ€“High Cases in 67,000 Patient Samples. Journal of
Molecular Diagnostics, 2019, 21, 1053-1066.

1.2 147

2384 Pioneer and nonpioneer factor cooperation drives lineage specific chromatin opening. Nature
Communications, 2019, 10, 3807. 5.8 100

2385 De novo profiling of RNA viruses in Anopheles malaria vector mosquitoes from forest ecological
zones in Senegal and Cambodia. BMC Genomics, 2019, 20, 664. 1.2 22

2386 Identification of a pituitary ERÎ±-activated enhancer triggering the expression of Nr5a1, the earliest
gonadotrope lineage-specific transcription factor. Epigenetics and Chromatin, 2019, 12, 48. 1.8 12



133

Citation Report

# Article IF Citations

2387 Different regulations of cell-type transcription by UV-B in multicellular green alga <i>Volvox
carteri</i>. Plant Signaling and Behavior, 2019, 14, 1657339. 1.2 6

2388 Big Data Visualization in Cardiologyâ€”A Systematic Review and Future Directions. IEEE Access, 2019, 7,
115945-115958. 2.6 19

2389 Capture and Detection of Circulating Glioma Cells Using the Recombinant VAR2CSA Malaria Protein.
Cells, 2019, 8, 998. 1.8 49

2390 Evidence of genetic erosion in a peripheral population of a North American game bird: the Montezuma
quail (Cyrtonyx montezumae). Conservation Genetics, 2019, 20, 1369-1381. 0.8 11

2391 The histone mark H3K36me2 recruits DNMT3A and shapes the intergenic DNA methylation landscape.
Nature, 2019, 573, 281-286. 13.7 338

2392 Pituitary cell translation and secretory capacities are enhanced cell autonomously by the
transcription factor Creb3l2. Nature Communications, 2019, 10, 3960. 5.8 30

2393 Comparative analysis demonstrates cell type-specific conservation of SOX9 targets between mouse
and chicken. Scientific Reports, 2019, 9, 12560. 1.6 22

2394 Clinical Validation of <i>PBRM1</i> Alterations as a Marker of Immune Checkpoint Inhibitor Response
in Renal Cell Carcinoma. JAMA Oncology, 2019, 5, 1631. 3.4 166

2395 CoBATCH for High-Throughput Single-Cell Epigenomic Profiling. Molecular Cell, 2019, 76, 206-216.e7. 4.5 147

2396
Daptomycin resistance in methicillin-resistant Staphylococcus aureus is conferred by IS256 insertion
in the promoter of mprF along with mutations in mprF and walK. International Journal of
Antimicrobial Agents, 2019, 54, 673-680.

1.1 10

2397 Defining HLA-II Ligand Processing and Binding Rules with Mass Spectrometry Enhances Cancer Epitope
Prediction. Immunity, 2019, 51, 766-779.e17. 6.6 187

2398 The mycovirome of a fungal collection from the sea cucumber Holothuria polii. Virus Research, 2019,
273, 197737. 1.1 65

2399 Best practices for bioinformatic characterization of neoantigens for clinical utility. Genome
Medicine, 2019, 11, 56. 3.6 146

2400 Von Hippel-Lindau â€œBlack Forestâ€• mutation inherited in a large Chinese family. Gland Surgery, 2019, 8,
343-353. 0.5 10

2401 Maintenance of High Genome Integrity over Vegetative Growth in the Fairy-Ring Mushroom Marasmius
oreades. Current Biology, 2019, 29, 2758-2765.e6. 1.8 28

2402 Profiling chromatin states using single-cell itChIP-seq. Nature Cell Biology, 2019, 21, 1164-1172. 4.6 109

2403 The population genetics of structural variants in grapevine domestication. Nature Plants, 2019, 5,
965-979. 4.7 229

2404 Immediate and deferred epigenomic signatures of in vivo neuronal activation in mouse hippocampus.
Nature Neuroscience, 2019, 22, 1718-1730. 7.1 114



134

Citation Report

# Article IF Citations

2405 Dynamic Changes in Genome-Wide Histone3 Lysine27 Trimethylation and Gene Expression of Soybean
Roots in Response to Salt Stress. Frontiers in Plant Science, 2019, 10, 1031. 1.7 25

2406 CRISPR/Cas9 gene correction of HbH-CS thalassemia-induced pluripotent stem cells. Annals of
Hematology, 2019, 98, 2661-2671. 0.8 6

2407 A Frameshift Variant in the CHST9 Gene Identified by Family-Based Whole Genome Sequencing Is
Associated with Schizophrenia in Chinese Population. Scientific Reports, 2019, 9, 12717. 1.6 8

2408 Epigenetic Delay in the Neurodevelopmental Trajectory of DNA Methylation States in Autism Spectrum
Disorders. Frontiers in Genetics, 2019, 10, 907. 1.1 30

2409 Distinct Classes of Chromatin Loops Revealed by Deletion of an RNA-Binding Region in CTCF. Molecular
Cell, 2019, 76, 395-411.e13. 4.5 172

2410 A high-resolution 3D epigenomic map reveals insights into the creation of the prostate cancer
transcriptome. Nature Communications, 2019, 10, 4154. 5.8 87

2411 RNA Interactions Are Essential for CTCF-Mediated Genome Organization. Molecular Cell, 2019, 76,
412-422.e5. 4.5 183

2412 Fibrogenic Activity of MECP2 Is Regulated by Phosphorylation in Hepatic Stellate Cells.
Gastroenterology, 2019, 157, 1398-1412.e9. 0.6 27

2413 Loss of SATB1 Induces p21-Dependent Cellular Senescence in Post-mitotic Dopaminergic Neurons. Cell
Stem Cell, 2019, 25, 514-530.e8. 5.2 96

2414 DNA Sequencing Technologies. ACM Computing Surveys, 2020, 52, 1-30. 16.1 8

2415
Integrating transcriptomic network reconstruction and eQTL analyses reveals mechanistic
connections between genomic architecture and Brassica rapa development. PLoS Genetics, 2019, 15,
e1008367.

1.5 15

2416 Integrative analysis from the epigenome to translatome uncovers patterns of dominant nuclear
regulation during transient stress. Plant Cell, 2019, 31, tpc.00463.2019. 3.1 53

2417 Genome-wide effects of social status on DNA methylation in the brain of a cichlid fish, Astatotilapia
burtoni. BMC Genomics, 2019, 20, 699. 1.2 10

2418 Transcriptome divergence during leaf development in two contrasting switchgrass (Panicum) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (virgatum L.) cultivars. PLoS ONE, 2019, 14, e0222080.1.1 16

2419 The BACH1â€“HMOX1 Regulatory Axis Is Indispensable for Proper Macrophage Subtype Specification and
Skeletal Muscle Regeneration. Journal of Immunology, 2019, 203, 1532-1547. 0.4 22

2420 A bioinformatic pipeline to analyze ChIP-exo datasets. Biology Methods and Protocols, 2019, 4, bpz011. 1.0 3

2421 Desmoplastic Infantile Ganglioglioma: A MAPK Pathway-Driven and Microglia/Macrophage-Rich
Neuroepithelial Tumor. Journal of Neuropathology and Experimental Neurology, 2019, 78, 1011-1021. 0.9 21

2422 Visualising three-dimensional genome organisation in two dimensions. Development (Cambridge), 2019,
146, . 1.2 10



135

Citation Report

# Article IF Citations

2423
Phylogenetic Analyses and GAGA-Motif Binding Studies of BBR/BPC Proteins Lend to Clues in
GAGA-Motif Recognition and a Regulatory Role in Brassinosteroid Signaling. Frontiers in Plant
Science, 2019, 10, 466.

1.7 37

2424 The H3K9 Methylation Writer SETDB1 and its Reader MPP8 Cooperate to Silence Satellite DNA Repeats in
Mouse Embryonic Stem Cells. Genes, 2019, 10, 750. 1.0 16

2425 The NSL complex maintains nuclear architecture stability via lamin A/C acetylation. Nature Cell
Biology, 2019, 21, 1248-1260. 4.6 61

2426 Pedigree-based estimation of human mobile element retrotransposition rates. Genome Research, 2019,
29, 1567-1577. 2.4 75

2427 Telescope: Characterization of the retrotranscriptome by accurate estimation of transposable
element expression. PLoS Computational Biology, 2019, 15, e1006453. 1.5 99

2428 Drivers of AR indifferent anti-androgen resistance in prostate cancer cells. Scientific Reports, 2019, 9,
13786. 1.6 44

2429 Global Analysis of Cell Wall Genes Revealed Putative Virulence Factors in the Dermatophyte
Trichophyton rubrum. Frontiers in Microbiology, 2019, 10, 2168. 1.5 19

2430 FIERY1 promotes microRNA accumulation by suppressing rRNA-derived small interfering RNAs in
Arabidopsis. Nature Communications, 2019, 10, 4424. 5.8 28

2431
Effect of diversity in gp41 membrane proximal external region of primary HIV-1 Indian subtype C
sequences on interaction with broadly neutralizing antibodies 4E10 and 10E8. Virus Research, 2019, 273,
197763.

1.1 6

2432 Depletion of TRDMT1 affects 5-methylcytosine modification of mRNA and inhibits HEK293 cell
proliferation and migration. Biochemical and Biophysical Research Communications, 2019, 520, 60-66. 1.0 45

2433 The spatial binding model of the pioneer factor Oct4 with its target genes during cell reprogramming.
Computational and Structural Biotechnology Journal, 2019, 17, 1226-1233. 1.9 23

2434
Phylogenomics disentangles the evolutionary history of spruces (Picea) in the Qinghai-Tibetan
Plateau: Implications for the design of population genetic studies and species delimitation of conifers.
Molecular Phylogenetics and Evolution, 2019, 141, 106612.

1.2 14

2435 Designing for Real-Time Groupware Systems to Support Complex Scientific Data Analysis. Proceedings
of the ACM on Human-Computer Interaction, 2019, 3, 1-28. 2.5 3

2436 Unusual Segregation of APP Mutations in Monogenic Alzheimer Disease. Neurodegenerative Diseases,
2019, 19, 96-100. 0.8 3

2437 Maternal relationships within an Iron Age burial at the High Pasture Cave, Isle of Skye, Scotland.
Journal of Archaeological Science, 2019, 110, 104978. 1.2 6

2438 Evaluation of the Performance of AmpliSeq and SureSelect Exome Sequencing Libraries for Ion
Proton. Frontiers in Genetics, 2019, 10, 856. 1.1 8

2439 VISOR: a versatile haplotype-aware structural variant simulator for short- and long-read sequencing.
Bioinformatics, 2020, 36, 1267-1269. 1.8 29

2440 Annotation of Variant Data from High-Throughput DNA Sequencing from Tumor Specimens: Filtering
Strategies to Identify Driver Mutations. Methods in Molecular Biology, 2019, 1908, 49-60. 0.4 1



136

Citation Report

# Article IF Citations

2441 Genetic analysis and mapping of a striped rind gene (st3) in melon (Cucumis melo L.). Euphytica, 2019,
215, 1. 0.6 29

2442 Enhancer hijacking activates oncogenic transcription factor NR4A3 in acinic cell carcinomas of the
salivary glands. Nature Communications, 2019, 10, 368. 5.8 153

2443 Defective Epsteinâ€“Barr virus in chronic active infection and haematological malignancy. Nature
Microbiology, 2019, 4, 404-413. 5.9 152

2444 Deciphering the genomic, epigenomic, and transcriptomic landscapes of pre-invasive lung cancer
lesions. Nature Medicine, 2019, 25, 517-525. 15.2 178

2445 NanoPipeâ€”a web server for nanopore MinION sequencing data analysis. GigaScience, 2019, 8, . 3.3 30

2446
Whole chloroplast genome and gene locus phylogenies reveal the taxonomic placement and
relationship of Tripidium (Panicoideae: Andropogoneae) to sugarcane. BMC Evolutionary Biology, 2019,
19, 33.

3.2 48

2447 Inhibition of monocyte-like cell extravasation protects from neurodegeneration in DBA/2J glaucoma.
Molecular Neurodegeneration, 2019, 14, 6. 4.4 49

2448 Distinct Stress Response and Altered Striatal Transcriptome in Alpha-Synuclein Overexpressing Mice.
Frontiers in Neuroscience, 2018, 12, 1033. 1.4 8

2449 Mild inborn errors of metabolism in commonly used inbred mouse strains. Molecular Genetics and
Metabolism, 2019, 126, 388-396. 0.5 14

2450 Cooperative predation in the social amoebae Dictyostelium discoideum. PLoS ONE, 2019, 14, e0209438. 1.1 5

2451 Obesity is associated with altered gene expression in human tastebuds. International Journal of
Obesity, 2019, 43, 1475-1484. 1.6 35

2452 Children With Cystic Fibrosis Are Infected With Multiple Subpopulations of Mycobacterium abscessus
With Different Antimicrobial Resistance Profiles. Clinical Infectious Diseases, 2019, 69, 1678-1686. 2.9 33

2453 Transcriptional Reprogramming of Rice Cells by Xanthomonas oryzae TALEs. Frontiers in Plant Science,
2019, 10, 162. 1.7 38

2454 Breakpoint mapping at nucleotide resolution in X-autosome balanced translocations associated with
clinical phenotypes. European Journal of Human Genetics, 2019, 27, 760-771. 1.4 12

2455 Comparative transcriptomics in <i>Leishmania braziliensis</i>: disclosing differential gene expression
of coding and putative noncoding RNAs across developmental stages. RNA Biology, 2019, 16, 639-660. 1.5 20

2456 GenESysV: a fast, intuitive and scalable genome exploration open source tool for variants generated
from high-throughput sequencing projects. BMC Bioinformatics, 2019, 20, 61. 1.2 2

2457 Identification of Variable and Joining Germline Genes and Alleles for Rhesus Macaque from B Cell
Receptor Repertoires. Journal of Immunology, 2019, 202, 1612-1622. 0.4 9

2458 Bioinformatic Analysis of Small RNA Sequencing Libraries. Methods in Molecular Biology, 2019, 1932,
51-63. 0.4 1



137

Citation Report

# Article IF Citations

2459 Clonal dynamics monitoring during clinical evolution in chronic lymphocytic leukaemia. Scientific
Reports, 2019, 9, 975. 1.6 8

2460 Evolution of sex determination and heterogamety changes in section Otites of the genus Silene.
Scientific Reports, 2019, 9, 1045. 1.6 29

2461 A High-Quality De novo Genome Assembly from a Single Mosquito Using PacBio Sequencing. Genes,
2019, 10, 62. 1.0 121

2462 Tracking tumour evolution in glioma through liquid biopsies of cerebrospinal fluid. Nature, 2019, 565,
654-658. 13.7 361

2463
Uncoupled Quorum Sensing Modulates the Interplay of Virulence and Resistance in a
Multidrug-Resistant Clinical <i>Pseudomonas aeruginosa</i> Isolate Belonging to the MLST550 Clonal
Complex. Antimicrobial Agents and Chemotherapy, 2019, 63, .

1.4 17

2464 Mycoplasmas under experimental antimicrobial selection: The unpredicted contribution of horizontal
chromosomal transfer. PLoS Genetics, 2019, 15, e1007910. 1.5 46

2465 Mutational signatures and the genomic landscape of betel quid chewingâ€•associated tongue carcinoma.
Cancer Medicine, 2019, 8, 701-711. 1.3 7

2466 The circadian clock components BMAL1 and REV-ERBÎ± regulate flavivirus replication. Nature
Communications, 2019, 10, 377. 5.8 71

2467 Identification of candidate neoantigens produced by fusion transcripts in human osteosarcomas.
Scientific Reports, 2019, 9, 358. 1.6 33

2468 Analysis of the human Y-chromosome haplogroup Q characterizes ancient population movements in
Eurasia and the Americas. BMC Biology, 2019, 17, 3. 1.7 36

2469 Advancing Personalized Medicine Through the Application of Whole Exome Sequencing and Big Data
Analytics. Frontiers in Genetics, 2019, 10, 49. 1.1 140

2470
Unique noncoding variants upstream of <i>PRDM13</i> are associated with a spectrum of
developmental retinal dystrophies including progressive bifocal chorioretinal atrophy. Human
Mutation, 2019, 40, 578-587.

1.1 19

2471 CD371 cell surface expression: a unique feature of <i>DUX4</i>-rearranged acute lymphoblastic
leukemia. Haematologica, 2019, 104, e352-e355. 1.7 42

2472 VARIFIâ€”Web-Based Automatic Variant Identification, Filtering and Annotation of Amplicon Sequencing
Data. Journal of Personalized Medicine, 2019, 9, 10. 1.1 1

2473 First Record Mutations in the Genes<i> ASPA</i> and<i> ARSA</i> Causing Leukodystrophy in Jordan.
BioMed Research International, 2019, 2019, 1-7. 0.9 8

2474 Phenotypic, Hormonal, and Genomic Variation Among Vitis vinifera Clones With Different Cluster
Compactness and Reproductive Performance. Frontiers in Plant Science, 2018, 9, 1917. 1.7 18

2475
Bioinformatics Basics for High-Throughput Hybridization-Based Targeted DNA Sequencing from
FFPE-Derived Tumor Specimens: From Reads to Variants. Methods in Molecular Biology, 2019, 1908,
37-48.

0.4 0

2476 Pax3 cooperates with Ldb1 to direct local chromosome architecture during myogenic lineage
specification. Nature Communications, 2019, 10, 2316. 5.8 28



138

Citation Report

# Article IF Citations

2477 Whole Genome Sequencing of Giant Schnauzer Dogs with Progressive Retinal Atrophy Establishes
NECAP1 as a Novel Candidate Gene for Retinal Degeneration. Genes, 2019, 10, 385. 1.0 6

2478 Global Proteome Profiling Reveals Drug-Resistant Traits in <i>Elizabethkingia meningoseptica</i>: An
Opportunistic Nosocomial Pathogen. OMICS A Journal of Integrative Biology, 2019, 23, 318-326. 1.0 6

2479 Two contrasting classes of nucleolus-associated domains in mouse fibroblast heterochromatin.
Genome Research, 2019, 29, 1235-1249. 2.4 83

2480 Data on the polymorphic sites in the chloroplast genomes of the sunflower alloplasmic CMS lines.
Data in Brief, 2019, 25, 104072. 0.5 1

2481 Use of synthetic DNA spike-in controls (sequins) for human genome sequencing. Nature Protocols,
2019, 14, 2119-2151. 5.5 22

2482 Large-scale ruminant genome sequencing provides insights into their evolution and distinct traits.
Science, 2019, 364, . 6.0 266

2483 p73 regulates epidermal wound healing and induced keratinocyte programming. PLoS ONE, 2019, 14,
e0218458. 1.1 20

2484 Resolving the Insertion Sites of Polymorphic Duplications Reveals a HERC2 Haplotype under Selection.
Genome Biology and Evolution, 2019, 11, 1679-1690. 1.1 6

2485 SIRT7 mediates L1 elements transcriptional repression and their association with the nuclear lamina.
Nucleic Acids Research, 2019, 47, 7870-7885. 6.5 55

2486 RNA sequencing dataset characterizing transcriptomic responses to dietary changes in
Caenorhabditis elegans. Data in Brief, 2019, 25, 104006. 0.5 8

2487 Open chromatin dynamics in prosensory cells of the embryonic mouse cochlea. Scientific Reports,
2019, 9, 9060. 1.6 14

2488 Chronic activation of FXR-induced liver growth with tissue-specific targeting Cyclin D1. Cell Cycle,
2019, 18, 1784-1797. 1.3 4

2489 The nucleosome acidic patch directly interacts with subunits of the Paf1 and FACT complexes and
controls chromatin architecture in vivo. Nucleic Acids Research, 2019, 47, 8410-8423. 6.5 27

2490 Capture of a functionally active methyl-CpG binding domain by an arthropod retrotransposon family.
Genome Research, 2019, 29, 1277-1286. 2.4 19

2491 Specific basic patchâ€•dependent multimerization of Saccharomyces cerevisiae ORC on singleâ€•stranded
DNA promotes ATP hydrolysis. Genes To Cells, 2019, 24, 608-618. 0.5 1

2492 Signal Integration of IFN-I and IFN-II With TLR4 Involves Sequential Recruitment of STAT1-Complexes and
NFÎºB to Enhance Pro-inflammatory Transcription. Frontiers in Immunology, 2019, 10, 1253. 2.2 34

2493 Elav-Mediated Exon Skipping and Alternative Polyadenylation of the Dscam1 Gene Are Required for
Axon Outgrowth. Cell Reports, 2019, 27, 3808-3817.e7. 2.9 32

2494 A Post-domestication Mutation, Dt2, Triggers Systemic Modification of Divergent and Convergent
Pathways Modulating Multiple Agronomic Traits in Soybean. Molecular Plant, 2019, 12, 1366-1382. 3.9 31



139

Citation Report

# Article IF Citations

2495 Setting boundaries for genome-wide heterochromatic DNA deletions through flanking inverted
repeats in Tetrahymena thermophila. Nucleic Acids Research, 2019, 47, 5181-5192. 6.5 8

2496 Alternative Translation Initiation Generates a Functionally Distinct Isoform of the Stress-Activated
Protein Kinase MK2. Cell Reports, 2019, 27, 2859-2870.e6. 2.9 22

2497 Factors other than hTau overexpression that contribute to tauopathy-like phenotype in rTg4510 mice.
Nature Communications, 2019, 10, 2479. 5.8 117

2498 Role of melanoma inhibitory activity in melanocyte senescence. Pigment Cell and Melanoma Research,
2019, 32, 777-791. 1.5 20

2499 Evolution of Superinfection Immunity in Cluster A Mycobacteriophages. MBio, 2019, 10, . 1.8 52

2500 Global distribution of white spot syndrome virus genotypes determined using a novel genotyping
assay. Archives of Virology, 2019, 164, 2061-2082. 0.9 24

2501 Mitochondrial DNA analysis of a Viking age mass grave in Sweden. Forensic Science International:
Genetics, 2019, 42, 268-274. 1.6 10

2502 Clinical Genomic Sequencing of Pediatric and Adult Osteosarcoma Reveals Distinct Molecular
Subsets with Potentially Targetable Alterations. Clinical Cancer Research, 2019, 25, 6346-6356. 3.2 75

2503 Disruption of Broad Epigenetic Domains in PDAC Cells by HAT Inhibitors. Epigenomes, 2019, 3, 11. 0.8 12

2504 Novel de novo frameshift variant in the ASXL3 gene in a child with microcephaly and global
developmental delay. Molecular Medicine Reports, 2019, 20, 505-512. 1.1 10

2505 PSI-Sigma: a comprehensive splicing-detection method for short-read and long-read RNA-seq analysis.
Bioinformatics, 2019, 35, 5048-5054. 1.8 38

2506 Concomitant and noncanonical <i>JAK2</i> and <i>MPL</i> mutations in <i>JAK2</i>V617Fâ€• and
<i>MPLW</i>515â€‰Lâ€•positive myelofibrosis. Genes Chromosomes and Cancer, 2019, 58, 747-755. 1.5 11

2507 High indirect fitness benefits for helpers across the nesting cycle in the tropical paper wasp Polistes
canadensis. Molecular Ecology, 2019, 28, 3271-3284. 2.0 12

2508 Early divergence of mutational processes in human fetal tissues. Science Advances, 2019, 5, eaaw1271. 4.7 24

2509 Late Jomon male and female genome sequences from the Funadomari site in Hokkaido, Japan.
Anthropological Science, 2019, 127, 83-108. 0.2 58

2510 A screening method to identify efficient sgRNAs in Arabidopsis, used in conjunction with cell-specific
lignin reduction. Biotechnology for Biofuels, 2019, 12, 130. 6.2 39

2511 Differences in the fast muscle methylome provide insight into sex-specific epigenetic regulation of
growth in Nile tilapia during early stages of domestication. Epigenetics, 2019, 14, 818-836. 1.3 28

2512 Pergola-web: a web server for the visualization and analysis of longitudinal behavioral data using
repurposed genomics tools and standards. Nucleic Acids Research, 2019, 47, W600-W604. 6.5 2



140

Citation Report

# Article IF Citations

2513
Field diagnosis and genotyping of chikungunya virus using a dried reverse transcription
loop-mediated isothermal amplification (LAMP) assay and MinION sequencing. PLoS Neglected Tropical
Diseases, 2019, 13, e0007480.

1.3 19

2514 Laboratory evolution reveals the metabolic and regulatory basis of ethylene glycol metabolism by
<i>Pseudomonas putida</i> KT2440. Environmental Microbiology, 2019, 21, 3669-3682. 1.8 85

2515 PRC2-Mediated H3K27me3 Contributes to Transcriptional Regulation of FIT-Dependent Iron Deficiency
Response. Frontiers in Plant Science, 2019, 10, 627. 1.7 22

2516 Novel Germline Mutations of BRCA1 and BRCA2 in Korean Familial Breast Cancer Patients. Chonnam
Medical Journal, 2019, 55, 99. 0.5 0

2517 Clinical, pathological, and genomic features ofÂ EWSR1-PATZ1 fusion sarcoma. Modern Pathology, 2019,
32, 1593-1604. 2.9 74

2518 Identification of <i>De Novo</i> Enhancers Activated by TGFÎ² to Drive Expression of <i>CDKN2A</i> and
<i>B</i> in HeLa Cells. Molecular Cancer Research, 2019, 17, 1854-1866. 1.5 6

2519
Massively parallel sequence data of 31 autosomal STR loci from 496 Spanish individuals revealed
concordance with CE-STR technology and enhanced discrimination power. Forensic Science
International: Genetics, 2019, 42, 49-55.

1.6 34

2520 Still Something to Discover: Novel Insights into Escherichia coli Phage Diversity and Taxonomy.
Viruses, 2019, 11, 454. 1.5 77

2521 Systematic analysis of dark and camouflaged genes reveals disease-relevant genes hiding in plain sight.
Genome Biology, 2019, 20, 97. 3.8 122

2522 The lncRNA SLNCR Recruits the Androgen Receptor to EGR1-Bound Genes in Melanoma and Inhibits
Expression of Tumor Suppressor p21. Cell Reports, 2019, 27, 2493-2507.e4. 2.9 58

2523 Prophage Hunter: an integrative hunting tool for active prophages. Nucleic Acids Research, 2019, 47,
W74-W80. 6.5 169

2524 sRNAbench and sRNAtoolbox 2019: intuitive fast small RNA profiling and differential expression.
Nucleic Acids Research, 2019, 47, W530-W535. 6.5 136

2525 Human contamination in bacterial genomes has created thousands of spurious proteins. Genome
Research, 2019, 29, 954-960. 2.4 111

2526 Metabolic reprogramming toward oxidative phosphorylation identifies a therapeutic target for
mantle cell lymphoma. Science Translational Medicine, 2019, 11, . 5.8 161

2527 Meta-transcriptomic analysis reveals a new subtype of genotype 3 avian hepatitis E virus in chicken
flocks with high mortality in Guangdong, China. BMC Veterinary Research, 2019, 15, 131. 0.7 12

2528 Slow Delivery Immunization Enhances HIV Neutralizing Antibody and Germinal Center Responses via
Modulation of Immunodominance. Cell, 2019, 177, 1153-1171.e28. 13.5 293

2529 Comprehensive kinome NGS targeted expression profiling by KING-REX. BMC Genomics, 2019, 20, 307. 1.2 1

2530 A Novel RNF139 Mutation in Hemangioblastomas: Case Report. Frontiers in Neurology, 2019, 10, 359. 1.1 0



141

Citation Report

# Article IF Citations

2531 Switching on the light: using metagenomic shotgun sequencing to characterize the intestinal
microbiome of Atlantic cod. Environmental Microbiology, 2019, 21, 2576-2594. 1.8 27

2532 Analysis of the Complete Genome Sequence of a Novel, Pseudorabies Virus Strain Isolated in Southeast
Europe. Canadian Journal of Infectious Diseases and Medical Microbiology, 2019, 2019, 1-12. 0.7 7

2533 6mA-DNA-binding factor Jumu controls maternal-to-zygotic transition upstream of Zelda. Nature
Communications, 2019, 10, 2219. 5.8 37

2534 An Integrated Systems Approach Unveils New Aspects of Microoxia-Mediated Regulation in
Bradyrhizobium diazoefficiens. Frontiers in Microbiology, 2019, 10, 924. 1.5 31

2535
Comparative transcriptome profiling of the response to Pyrenochaeta lycopersici in resistant tomato
cultivar Mogeor and its background genotypeâ€”susceptible Moneymaker. Functional and Integrative
Genomics, 2019, 19, 811-826.

1.4 12

2536

Impaired insulin signaling in the
B10.D2-<i>Hc<sup>0</sup>H2<sup>d</sup>H2</i>-<i>T18<sup>c</sup></i>/oSnJ mouse model of
complement factor 5 deficiency. American Journal of Physiology - Endocrinology and Metabolism,
2019, 317, E200-E211.

1.8 1

2537 Zika virus detection, isolation and genome sequencing through Culicidae sampling during the
epidemic in VitÃ³ria, EspÃrito Santo, Brazil. Parasites and Vectors, 2019, 12, 220. 1.0 18

2538 Clinical and Molecular Characterization of Familial Exudative Vitreoretinopathy Associated With
Microcephaly. American Journal of Ophthalmology, 2019, 207, 87-98. 1.7 20

2539 Complete Genome Sequences of Four Serotypes of Dengue Virus Prototype Continuously Maintained in
the Laboratory. Microbiology Resource Announcements, 2019, 8, . 0.3 7

2540 Mitochondrial genome and transcriptome analysis of five alloplasmic male-sterile lines in Brassica
juncea. BMC Genomics, 2019, 20, 348. 1.2 20

2541 Evaluation of a microhaplotypes panel for forensic genetics using massive parallel sequencing
technology. Forensic Science International: Genetics, 2019, 41, 120-127. 1.6 57

2542 Yet More Evidence of Collusion: a New Viral Defense System Encoded by <i>Gordonia</i> Phage
CarolAnn. MBio, 2019, 10, . 1.8 38

2544 Pervasive H3K27 Acetylation Leads to ERV Expression and a Therapeutic Vulnerability in H3K27M
Gliomas. Cancer Cell, 2019, 35, 782-797.e8. 7.7 143

2545 Dissecting TSC2-mutated renal and hepatic angiomyolipomas in an individual with ARID1B-associated
intellectual disability. BMC Cancer, 2019, 19, 435. 1.1 1

2546 Transcriptional profiling of cytochrome P450 genes in the liver of adult zebrafish, &lt;i&gt;Danio
rerio&lt;/i&gt;. Journal of Toxicological Sciences, 2019, 44, 347-356. 0.7 16

2547 DNA Methylation Analysis of the Citrullus lanatus Response to Cucumber Green Mottle Mosaic Virus
Infection by Whole-Genome Bisulfite Sequencing. Genes, 2019, 10, 344. 1.0 30

2548 CARD11 is dispensable for homeostatic responses and suppressive activity of peripherally induced
FOXP3 + regulatory T cells. Immunology and Cell Biology, 2019, 97, 740-752. 1.0 10

2549 Chromosomal imbalance in pigs showing a syndromic form of cleft palate. BMC Genomics, 2019, 20,
349. 1.2 13



142

Citation Report

# Article IF Citations

2550 A Missense Variant in SCN8A in Alpine Dachsbracke Dogs Affected by Spinocerebellar Ataxia. Genes,
2019, 10, 362. 1.0 8

2551 Interferon inducible X-linked gene CXorf21 may contribute to sexual dimorphism in Systemic Lupus
Erythematosus. Nature Communications, 2019, 10, 2164. 5.8 88

2552 Next-Generation Sequencing and Emerging Technologies. Seminars in Thrombosis and Hemostasis, 2019,
45, 661-673. 1.5 168

2553 Gigwa v2â€”Extended and improved genotype investigator. GigaScience, 2019, 8, . 3.3 20

2554 Monitoring dynamic cytotoxic chemotherapy response in castration-resistant prostate cancer using
plasma cell-free DNA (cfDNA). BMC Research Notes, 2019, 12, 275. 0.6 19

2555 <i>De Novo</i>, Divergence, and Mixed Origin Contribute to the Emergence of Orphan Genes
in<i>Pristionchus</i>Nematodes. G3: Genes, Genomes, Genetics, 2019, 9, 2277-2286. 0.8 34

2556 Novel Y Chromosome Retrocopies in Canids Revealed through a Genome-Wide Association Study for
Sex. Genes, 2019, 10, 320. 1.0 17

2557 mRNA Reprogramming of T8993G Leigh's Syndrome Fibroblast Cells to Create Induced Pluripotent Stem
Cell Models for Mitochondrial Disorders. Stem Cells and Development, 2019, 28, 846-859. 1.1 15

2558 Destabilization of chromosome structure by histone H3 lysine 27 methylation. PLoS Genetics, 2019, 15,
e1008093. 1.5 75

2559 The horse Y chromosome as an informative marker for tracing sire lines. Scientific Reports, 2019, 9,
6095. 1.6 39

2560 Whole-Genome Analysis of Human Papillomavirus Type 16 Prevalent in Japanese Women with or
without Cervical Lesions. Viruses, 2019, 11, 350. 1.5 10

2561 Different knockout genotypes of OsIAA23 in rice using CRISPR/Cas9 generating different phenotypes.
Plant Molecular Biology, 2019, 100, 467-479. 2.0 18

2562 Jasmonate-mediated wound signalling promotes plant regeneration. Nature Plants, 2019, 5, 491-497. 4.7 216

2563 Novel, rare and common pathogenic variants in the CFTR gene screened by high-throughput
sequencing technology and predicted by in silico tools. Scientific Reports, 2019, 9, 6234. 1.6 33

2564
Absence of evidence is not evidence of absence: Nanopore sequencing and complete assembly of the
European lobster (Homarus gammarus) mitogenome uncovers the missing nad2 and a new major gene
cluster duplication. BMC Genomics, 2019, 20, 335.

1.2 20

2565 KMT9 monomethylates histone H4 lysine 12 and controls proliferation of prostate cancer cells.
Nature Structural and Molecular Biology, 2019, 26, 361-371. 3.6 57

2566 Interchromosomal template-switching as a novel molecular mechanism for imprinting perturbations
associated with Temple syndrome. Genome Medicine, 2019, 11, 25. 3.6 22

2567 SeqTailor: a user-friendly webserver for the extraction of DNA or protein sequences from
next-generation sequencing data. Nucleic Acids Research, 2019, 47, W623-W631. 6.5 15



143

Citation Report

# Article IF Citations

2568 A Tripartite, Hierarchical Sigma Factor Cascade Promotes Hormogonium Development in the
Filamentous Cyanobacterium Nostoc punctiforme. MSphere, 2019, 4, . 1.3 24

2569 Requirements for multivalent Yb body assembly in transposon silencing in <i>Drosophila</i>. EMBO
Reports, 2019, 20, e47708. 2.0 25

2570 An Essential Regulator of Bacterial Division Links FtsZ to Cell Wall Synthase Activation. Current
Biology, 2019, 29, 1460-1470.e4. 1.8 22

2571 Computational approaches for the discovery of splicing regulatory RNA structures. Biochimica Et
Biophysica Acta - Gene Regulatory Mechanisms, 2019, 1862, 194380. 0.9 10

2572 Interplay between small RNA pathways shapes chromatin landscapes in C. elegans. Nucleic Acids
Research, 2019, 47, 5603-5616. 6.5 20

2573 Single-Cell RNA-Sequencing-Based CRISPRi Screening Resolves Molecular Drivers of Early Human
Endoderm Development. Cell Reports, 2019, 27, 708-718.e10. 2.9 81

2574 On the critical evaluation and confirmation of germline sequence variants identified using massively
parallel sequencing. Journal of Biotechnology, 2019, 298, 64-75. 1.9 8

2575 Whole-Genome Sequencing of the Opportunistic Yeast Pathogen Candida inconspicua Uncovers Its
Hybrid Origin. Frontiers in Genetics, 2019, 10, 383. 1.1 63

2576 Expressional Profiling of Carpet Glia in the Developing Drosophila Eye Reveals Its Molecular
Signature of Morphology Regulators. Frontiers in Neuroscience, 2019, 13, 244. 1.4 8

2577 The Primary Antisense Transcriptome of Halobacterium salinarum NRC-1. Genes, 2019, 10, 280. 1.0 11

2578 Enhanced and controlled chromatin extraction from FFPE tissues and the application to ChIP-seq.
BMC Genomics, 2019, 20, 249. 1.2 16

2579
High Yield of RNA Sequencing for Targetable Kinase Fusions in Lung Adenocarcinomas with No
Mitogenic Driver Alteration Detected by DNA Sequencing and Low Tumor Mutation Burden. Clinical
Cancer Research, 2019, 25, 4712-4722.

3.2 292

2580 Identification and characterization of water chestnut Soymovirus-1 (WCSV-1), a novel Soymovirus in
water chestnuts (Eleocharis dulcis). BMC Plant Biology, 2019, 19, 159. 1.6 2

2581 A critical regulator of Bcl2 revealed by systematic transcript discovery of lncRNAs associated with
T-cell differentiation. Scientific Reports, 2019, 9, 4707. 1.6 17

2582 Visual Analytics of Genomic and Cancer Data: A Systematic Review. Cancer Informatics, 2019, 18,
117693511983554. 0.9 18

2583 Population Pharmacogenomics for Precision Public Health in Colombia. Frontiers in Genetics, 2019, 10,
241. 1.1 29

2584 A reference collection of patient-derived cell line and xenograft models of proneural, classical and
mesenchymal glioblastoma. Scientific Reports, 2019, 9, 4902. 1.6 127

2585 An ABCA4 loss-of-function mutation causes a canine form of Stargardt disease. PLoS Genetics, 2019, 15,
e1007873. 1.5 24



144

Citation Report

# Article IF Citations

2586 OxyR and the hydrogen peroxide stress response in Caulobacter crescentus. Gene, 2019, 700, 70-84. 1.0 7

2587 Detection and characterisation of canine astrovirus, canine parvovirus and canine papillomavirus in
puppies using next generation sequencing. Scientific Reports, 2019, 9, 4602. 1.6 15

2588 Low genetic variation is associated with low mutation rate in the giant duckweed. Nature
Communications, 2019, 10, 1243. 5.8 65

2589
Genome of <i>Crucihimalaya himalaica</i> , a close relative of <i>Arabidopsis</i> , shows ecological
adaptation to high altitude. Proceedings of the National Academy of Sciences of the United States of
America, 2019, 116, 7137-7146.

3.3 108

2590 Insights Into the Evolution of Staphylococcus aureus Daptomycin Resistance From an in vitro
Bioreactor Model. Frontiers in Microbiology, 2019, 10, 345. 1.5 8

2591 APOBEC Mutagenesis and Copy-Number Alterations Are Drivers of Proteogenomic Tumor Evolution
and Heterogeneity in Metastatic Thoracic Tumors. Cell Reports, 2019, 26, 2651-2666.e6. 2.9 92

2592
Applicability of the SNPforID 52-plex panel for human identification and ancestry evaluation in a
Brazilian population sample by next-generation sequencing. Forensic Science International: Genetics,
2019, 40, 201-209.

1.6 8

2593 svist4get: a simple visualization tool for genomic tracks from sequencing experiments. BMC
Bioinformatics, 2019, 20, 113. 1.2 32

2594 Novel alternative splice variants of the human protein arginine methyltransferase 1 (PRMT1) gene,
discovered using next-generation sequencing. Gene, 2019, 699, 135-144. 1.0 14

2595
Defining Transgene Insertion Sites and Off-Target Effects of Homology-Based Gene Silencing Informs
the Application of Functional Genomics Tools in <i>Phytophthora infestans</i>. Molecular
Plant-Microbe Interactions, 2019, 32, 915-927.

1.4 5

2596 Cytosine, but not adenine, base editors induce genome-wide off-target mutations in rice. Science, 2019,
364, 292-295. 6.0 491

2597 The transcriptome landscape of the carcinogenic treatment response in the blind mole rat: insights
into cancer resistance mechanisms. BMC Genomics, 2019, 20, 17. 1.2 14

2598 Time-dependent Pax3-mediated chromatin remodeling and cooperation with Six4 and Tead2 specify the
skeletal myogenic lineage in developing mesoderm. PLoS Biology, 2019, 17, e3000153. 2.6 23

2599 Contrasting patterns of gene expression indicate differing pyrethroid resistance mechanisms across
the range of the New World malaria vector Anopheles albimanus. PLoS ONE, 2019, 14, e0210586. 1.1 21

2600 DEWE: A novel tool for executing differential expression RNA-Seq workflows in biomedical research.
Computers in Biology and Medicine, 2019, 107, 197-205. 3.9 9

2601 Genome Resequencing of Laboratory Stocks of Burkholderia pseudomallei K96243. Microbiology
Resource Announcements, 2019, 8, . 0.3 6

2602 Bach2 Controls T Follicular Helper Cells by Direct Repression of Bcl-6. Journal of Immunology, 2019,
202, 2229-2239. 0.4 42

2603 Adaptive Strategies of the Candidate Probiotic E.Â coli Nissle in the Mammalian Gut. Cell Host and
Microbe, 2019, 25, 499-512.e8. 5.1 94



145

Citation Report

# Article IF Citations

2604 FactorNet: A deep learning framework for predicting cell type specific transcription factor binding
from nucleotide-resolution sequential data. Methods, 2019, 166, 40-47. 1.9 137

2605 H3K27M induces defective chromatin spread of PRC2-mediated repressive H3K27me2/me3 and is essential
for glioma tumorigenesis. Nature Communications, 2019, 10, 1262. 5.8 215

2606 Mutational Signatures in Mandibular Ameloblastoma Correlate with Smoking. Journal of Dental
Research, 2019, 98, 652-658. 2.5 14

2607 RNA-sequencing in ophthalmology research: considerations for experimental design and analysis.
Therapeutic Advances in Ophthalmology, 2019, 11, 251584141983546. 0.8 6

2608 NF-ÎºB Signaling and IL-4 Signaling Regulate SATB1 Expression via Alternative Promoter Usage During Th2
Differentiation. Frontiers in Immunology, 2019, 10, 667. 2.2 11

2609 Conserved and specific features of Streptococcus pyogenes and Streptococcus agalactiae
transcriptional landscapes. BMC Genomics, 2019, 20, 236. 1.2 30

2610 The NRF2 transcriptional target NQO1 has low mRNA levels in TP53-mutated endometrial carcinomas.
PLoS ONE, 2019, 14, e0214416. 1.1 10

2611 Investigating the Biological Relevance of <i>In Vitro</i> -Identified Putative Packaging Signals at the 5â€²
Terminus of Satellite Tobacco Necrosis Virus 1 Genomic RNA. Journal of Virology, 2019, 93, . 1.5 9

2612
Genomic analyses of microdissected Hodgkin and Reed-Sternberg cells: mutations in epigenetic
regulators and p53 are frequent in refractory classic Hodgkin lymphoma. Blood Cancer Journal, 2019,
9, 34.

2.8 23

2613 A glycine transporter SLC6A5 frameshift mutation causes startle disease in Spanish greyhounds.
Human Genetics, 2019, 138, 509-513. 1.8 5

2614 Insights into the Biology of Hearing and Deafness Revealed by Single-Cell RNA Sequencing. Cell
Reports, 2019, 26, 3160-3171.e3. 2.9 137

2615 The utility of massively parallel sequencing for posterior polymorphous corneal dystrophy type 3
molecular diagnosis. Experimental Eye Research, 2019, 182, 160-166. 1.2 8

2616 Genetic analysis of patients with fructose-1,6-bisphosphatase deficiency. Gene, 2019, 699, 102-109. 1.0 9

2617 Genetic analysis of a Piezo-like protein suppressing systemic movement of plant viruses in Arabidopsis
thaliana. Scientific Reports, 2019, 9, 3187. 1.6 42

2618
Base excision repair deficiency signatures implicate germline and somatic <i>MUTYH</i> aberrations in
pancreatic ductal adenocarcinoma and breast cancer oncogenesis. Journal of Physical Education and
Sports Management, 2019, 5, a003681.

0.5 33

2619 Cyclical adaptation of measles virus quasispecies to epithelial and lymphocytic cells: To V, or not to V.
PLoS Pathogens, 2019, 15, e1007605. 2.1 31

2620 Bidirectional Selection for Body Weight on Standing Genetic Variation in a Chicken Model. G3: Genes,
Genomes, Genetics, 2019, 9, 1165-1173. 0.8 13

2621 Long-Term Population Studies Uncover the Genome Structure and Genetic Basis of Xenobiotic and
Host Plant Adaptation in the Herbivore <i>Tetranychus urticae</i>. Genetics, 2019, 211, 1409-1427. 1.2 70



146

Citation Report

# Article IF Citations

2622 Changes in long-range rDNA-genomic interactions associate with altered RNA polymerase II gene
programs during malignant transformation. Communications Biology, 2019, 2, 39. 2.0 33

2623 Genome-wide tracts of homozygosity and exome analyses reveal repetitive elements with Barrets
esophagus/esophageal adenocarcinoma risk. BMC Bioinformatics, 2019, 20, 98. 1.2 2

2624 Short communication: Identification of the pseudoautosomal region in the Hereford bovine reference
genome assembly ARS-UCD1.2. Journal of Dairy Science, 2019, 102, 3254-3258. 1.4 18

2625 Integrated Analysis of Germline and Tumor DNA Identifies New Candidate Genes Involved in Familial
Colorectal Cancer. Cancers, 2019, 11, 362. 1.7 16

2626 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

2627 Spaceflight-induced alternative splicing during seedling development in Arabidopsis thaliana. Npj
Microgravity, 2019, 5, 9. 1.9 31

2628 Small RNA (sRNA) expression in the chorioallantois, endometrium and serum of mares following
experimental induction of placentitis. Reproduction, Fertility and Development, 2019, 31, 1144. 0.1 8

2629 Long-Read Based Novel Sequence Insertion Detection With rCANID. IEEE Transactions on
Nanobioscience, 2019, 18, 343-352. 2.2 6

2630
A large deletion spanning <i>XG</i> and <i>GYG2</i> constitutes a genetic basis of the
Xg<sub>null</sub> phenotype, underlying antiâ€•Xg<sup>a</sup> production. Transfusion, 2019, 59,
1843-1849.

0.8 4

2631 Single Molecule and Single Cell Sequencing. Advances in Experimental Medicine and Biology, 2019, , . 0.8 7

2632 Coordinated host-pathogen transcriptional dynamics revealed using sorted subpopulations and
single macrophages infected with Candida albicans. Nature Communications, 2019, 10, 1607. 5.8 65

2633 Characterization of pediatric hepatocellular carcinoma reveals genomic heterogeneity and diverse
signaling pathway activation. Pediatric Blood and Cancer, 2019, 66, e27745. 0.8 37

2634 Functional divergence of thyrotropin beta-subunit paralogs gives new insights into salmon
smoltification metamorphosis. Scientific Reports, 2019, 9, 4561. 1.6 24

2635 Elucidating the transcriptional program of feline injection-site sarcoma using a cross-species
mRNA-sequencing approach. BMC Cancer, 2019, 19, 311. 1.1 7

2636 Heat shock in C. elegans induces downstream of gene transcription and accumulation of
double-stranded RNA. PLoS ONE, 2019, 14, e0206715. 1.1 14

2637
Complete Genome Sequence of <i>Shewanella</i> sp. Strain TH2012, Isolated from Shrimp in a
Cultivation Pond Exhibiting Early Mortality Syndrome. Microbiology Resource Announcements, 2019,
8, .

0.3 10

2638 Long-read sequencing of benthophilinae mitochondrial genomes reveals the origins of round goby
mitogenome re-arrangements. Mitochondrial DNA Part B: Resources, 2019, 4, 408-412. 0.2 0

2639 A QTL for Number of Teats Shows Breed Specific Effects on Number of Vertebrae in Pigs: Bridging the
Gap Between Molecular and Quantitative Genetics. Frontiers in Genetics, 2019, 10, 272. 1.1 28



147

Citation Report

# Article IF Citations

2640 Improved method for genotyping the causative agent of crayfish plague (Aphanomyces astaci) based on
mitochondrial DNA. Parasitology, 2019, 146, 1022-1029. 0.7 8

2641 Translocation breakpoint disrupting the host SNHG14 gene but not coding genes or snoRNAs in typical
Prader-Willi syndrome. Journal of Human Genetics, 2019, 64, 647-652. 1.1 12

2642 Orthogonal Comparison of Four Plasma NGS Tests With Tumor Suggests Technical Factors are a
Major Source of Assay Discordance. JCO Precision Oncology, 2019, 3, 1-9. 1.5 83

2643 Single-Cell DNA-Seq and RNA-Seq in Cancer Using the C1 System. Advances in Experimental Medicine and
Biology, 2019, 1129, 27-50. 0.8 2

2644 Transcriptome analysis of a thermophilic and hydrogenogenic carboxydotroph Carboxydothermus
pertinax. Extremophiles, 2019, 23, 389-398. 0.9 5

2645 More Evidence of Collusion: a New Prophage-Mediated Viral Defense System Encoded by
Mycobacteriophage Sbash. MBio, 2019, 10, . 1.8 60

2646
Whole genome paired-end sequencing elucidates functional and phenotypic consequences of balanced
chromosomal rearrangement in patients with developmental disorders. Journal of Medical Genetics,
2019, 56, 526-535.

1.5 46

2647 Tasselseed5 overexpresses a wound-inducible enzyme, ZmCYP94B1, that affects jasmonate catabolism,
sex determination, and plant architecture in maize. Communications Biology, 2019, 2, 114. 2.0 42

2648 QTL analysis reveals genomic variants linked to high-temperature fermentation performance in the
industrial yeast. Biotechnology for Biofuels, 2019, 12, 59. 6.2 32

2649 Heterogeneous pathway activation and drug response modelled in colorectal-tumor-derived 3D
cultures. PLoS Genetics, 2019, 15, e1008076. 1.5 59

2650
Two reads to rule them all: Nanopore long read-guided assembly of the iconic Christmas Island red
crab, Gecarcoidea natalis (Pocock, 1888), mitochondrial genome and the challenges of AT-rich
mitogenomes. Marine Genomics, 2019, 45, 64-71.

0.4 14

2651 Discovery of tandem and interspersed segmental duplications using high-throughput sequencing.
Bioinformatics, 2019, 35, 3923-3930. 1.8 29

2652 The Association Between Vitamin D and Multiple Sclerosis Risk: 1,25(OH)2D3 Induces Super-Enhancers
Bound by VDR. Frontiers in Immunology, 2019, 10, 488. 2.2 25

2653 Chromosome-scale assemblies reveal the structural evolution of African cichlid genomes.
GigaScience, 2019, 8, . 3.3 83

2654 The Landscape of L1 Retrotransposons in the Human Genome Is Shaped by Pre-insertion Sequence Biases
and Post-insertion Selection. Molecular Cell, 2019, 74, 555-570.e7. 4.5 107

2655 An RNA-Seq Protocol for Differential Expression Analysis. Cold Spring Harbor Protocols, 2019, 2019,
pdb.prot098368. 0.2 32

2656 An Easy-to-Follow Pipeline for Long Noncoding RNA Identification: A Case Study in Diploid Strawberry
Fragaria vesca. Methods in Molecular Biology, 2019, 1933, 223-243. 0.4 6

2657 Dynamics of genome reorganization during human cardiogenesis reveal an RBM20-dependent splicing
factory. Nature Communications, 2019, 10, 1538. 5.8 104



148

Citation Report

# Article IF Citations

2658 Beyond leukotriene formationâ€”The noncanonical functions of 5-lipoxygenase. Prostaglandins and
Other Lipid Mediators, 2019, 142, 24-32. 1.0 26

2659 The maternal to zygotic transition regulates genome-wide heterochromatin establishment in the
zebrafish embryo. Nature Communications, 2019, 10, 1551. 5.8 63

2660 Enhanced CHO Clone Screening: Application of Targeted Locus Amplification and Nextâ€•Generation
Sequencing Technologies for Cell Line Development. Biotechnology Journal, 2019, 14, 1800371. 1.8 11

2661 Genotypic differences in shoot silicon concentration and the impact on grain arsenic concentration
in rice. Journal of Plant Nutrition and Soil Science, 2019, 182, 265-276. 1.1 13

2662 Response of high-risk MDS to azacitidine and lenalidomide is impacted by baseline and acquired
mutations in a cluster of three inositide-specific genes. Leukemia, 2019, 33, 2276-2290. 3.3 25

2663
Complete Genome Sequence of 3-Chlorobenzoate-Degrading Bacterium Cupriavidus necator NH9 and
Reclassification of the Strains of the Genera Cupriavidus and Ralstonia Based on Phylogenetic and
Whole-Genome Sequence Analyses. Frontiers in Microbiology, 2019, 10, 133.

1.5 22

2664 Evidence for a de novo, dominant germ-line mutation causative of osteogenesis imperfecta in two Red
Angus calves. Mammalian Genome, 2019, 30, 81-87. 1.0 8

2665 Microbiome signatures in prostate cancer. Carcinogenesis, 2019, 40, 749-764. 1.3 69

2666 A conserved genetic interaction between Spt6 and Set2 regulates H3K36 methylation. Nucleic Acids
Research, 2019, 47, 3888-3903. 6.5 33

2667 Comparative Analysis of Brain and Fat Body Gene Splicing Patterns in the Honey Bee, <i>Apis
mellifera</i>. G3: Genes, Genomes, Genetics, 2019, 9, 1055-1063. 0.8 5

2668 A linear nonribosomal octapeptide from Fusarium graminearum facilitates cell-to-cell invasion of
wheat. Nature Communications, 2019, 10, 922. 5.8 74

2669 Functional crosstalk across IMD and Toll pathways: insight into the evolution of incomplete immune
cascades. Proceedings of the Royal Society B: Biological Sciences, 2019, 286, 20182207. 1.2 78

2670
Genome Analysis ofShigella flexneriSerotype 3b Strain SFL1520 Reveals Significant Horizontal Gene
Acquisitions Including a Multidrug Resistance Cassette. Genome Biology and Evolution, 2019, 11,
776-785.

1.1 9

2671 X-ray irradiation induces subtle changes in the genome-wide distribution of DNA hydroxymethylation
with opposing trends in genic and intergenic regions. Epigenetics, 2019, 14, 81-93. 1.3 8

2672 CVID-Associated Tumors: Czech Nationwide Study Focused on Epidemiology, Immunology, and Genetic
Background in a Cohort of Patients With CVID. Frontiers in Immunology, 2018, 9, 3135. 2.2 45

2673 Simultaneous targeting of linked loci in mouse embryos using base editing. Scientific Reports, 2019, 9,
1662. 1.6 12

2674 The histone demethylase PHF 8 facilitates alternative splicing of the histocompatibility antigen HLA â€•G.
FEBS Letters, 2019, 593, 487-498. 1.3 6

2675 Zscan10 suppresses osteoclast differentiation by regulating expression of Haptoglobin. Bone, 2019,
122, 93-100. 1.4 6



149

Citation Report

# Article IF Citations

2676 Resistant and susceptible cacao genotypes exhibit defense gene polymorphism and unique early
responses to Phytophthora megakarya inoculation. Plant Molecular Biology, 2019, 99, 499-516. 2.0 24

2677 Whole-genome sequencing identifies ADGRG6 enhancer mutations and FRS2 duplications as
angiogenesis-related drivers in bladder cancer. Nature Communications, 2019, 10, 720. 5.8 57

2678 Labelled regulatory elements are pervasive features of the macrophage genome and are dynamically
utilized by classical and alternative polarization signals. Nucleic Acids Research, 2019, 47, 2778-2792. 6.5 14

2679 Postâ€•transcriptional adaptation of the aquatic plant <i>Spirodela polyrhiza</i> under stress and
hormonal stimuli. Plant Journal, 2019, 98, 1120-1133. 2.8 13

2680 MKRN3 Interacts With Several Proteins Implicated in Puberty Timing but Does Not Influence GNRH1
Expression. Frontiers in Endocrinology, 2019, 10, 48. 1.5 31

2681 Tobacco mosaic virus infection triggers an RNAi-based response in Phytophthora infestans. Scientific
Reports, 2019, 9, 2657. 1.6 14

2682 BioVR: a platform for virtual reality assisted biological data integration and visualization. BMC
Bioinformatics, 2019, 20, 78. 1.2 33

2683 An ancient germ cell-specific RNA-binding protein protects the germline from cryptic splice site
poisoning. ELife, 2019, 8, . 2.8 22

2684 Dynamic reorganization of the genome shapes the recombination landscape in meiotic prophase.
Nature Structural and Molecular Biology, 2019, 26, 164-174. 3.6 123

2685 The plastid and mitochondrial genomes of Eucalyptus grandis. BMC Genomics, 2019, 20, 132. 1.2 35

2686 Genome Comparisons of Candida glabrata Serial Clinical Isolates Reveal Patterns of Genetic Variation
in Infecting Clonal Populations. Frontiers in Microbiology, 2019, 10, 112. 1.5 40

2687 Integrating Bacterial ChIPâ€•seq and RNAâ€•seq Data With SnakeChunks. Current Protocols in
Bioinformatics, 2019, 66, e72. 25.8 3

2688 The evolutionary history of grey wolf Y chromosomes. Molecular Ecology, 2019, 28, 2173-2191. 2.0 14

2689 Genome-Wide Plasma Cell-Free DNA Methylation Profiling Identifies Potential Biomarkers for Lung
Cancer. Disease Markers, 2019, 2019, 1-7. 0.6 44

2690 Characterization of the extra copy of TPOX locus with tri-allelic pattern. BMC Genetics, 2019, 20, 18. 2.7 8

2691 BAP1 haploinsufficiency predicts a distinct immunogenic class of malignant peritoneal mesothelioma.
Genome Medicine, 2019, 11, 8. 3.6 88

2692
Whole-Genome Sequencing of Klebsiella pneumoniae Isolates to Track Strain Progression in a Single
Patient With Recurrent Urinary Tract Infection. Frontiers in Cellular and Infection Microbiology,
2019, 9, 14.

1.8 12

2693 Enhanced Growth of Pilin-Deficient Geobacter sulfurreducens Mutants in Carbon Poor and Electron
Donor Limiting Conditions. Microbial Ecology, 2019, 78, 618-630. 1.4 1



150

Citation Report

# Article IF Citations

2694 Chromatin changes in Anopheles gambiae induced by Plasmodium falciparum infection. Epigenetics and
Chromatin, 2019, 12, 5. 1.8 32

2695 DNA damage repair alterations modulate M2 polarization of microglia to remodel the tumor
microenvironment via the p53-mediated MDK expression in glioma. EBioMedicine, 2019, 41, 185-199. 2.7 77

2696 Involvement of a G Protein Regulatory Circuit in Alternative Oxidase Production in<i>Neurospora
crassa</i>. G3: Genes, Genomes, Genetics, 2019, 9, 3453-3465. 0.8 3

2697 A Web-App for Analysis of Honey Bee Hive Data. , 2019, , . 2

2698 Analysis on Hotspots of International Scientific Data Management and Sharing Based on Informetrics
Atlas. , 2019, , . 0

2699 Genome-wide analysis of the H3K27me3 epigenome and transcriptome in Brassica rapa. GigaScience,
2019, 8, . 3.3 27

2700
Genome Assemblies of Two Rare Opportunistic Yeast Pathogens:<i>Diutina rugosa</i>(syn.<i>Candida) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 507 Td (rugosa</i>) and<i>Trichomonascus ciferrii</i>(syn.<i>Candida ciferrii</i>). G3: Genes, Genomes,

Genetics, 2019, 9, 3921-3927.
0.8 6

2701
An intragenic duplication of TRPS1 leading to abnormal transcripts and causing
trichorhinophalangeal syndrome type I. Journal of Physical Education and Sports Management, 2019, 5,
a004655.

0.5 5

2702 shinyChromosome: An R/Shiny Application for Interactive Creation of Non-circular Plots of Whole
Genomes. Genomics, Proteomics and Bioinformatics, 2019, 17, 535-539. 3.0 16

2703 The Paf1 Complex Broadly Impacts the Transcriptome of <i>Saccharomyces cerevisiae</i>. Genetics,
2019, 212, 711-728. 1.2 10

2704 VariFAST: a variant filter by automated scoring based on tagged-signatures. BMC Bioinformatics, 2019,
20, 713. 1.2 3

2705 HFM: Hierarchical Feature Moment Extraction for Multi-Omic Data Visualization. , 2019, , . 1

2706 Predisposition to childhood acute lymphoblastic leukemia caused by a constitutional translocation
disrupting ETV6. Blood Advances, 2019, 3, 2722-2731. 2.5 10

2707 <i>Shigella flexneri</i> Adherence Factor Expression in <i>In Vivo</i> -Like Conditions. MSphere, 2019,
4, . 1.3 21

2708 Has gene expression neofunctionalization in the fire ant antennae contributed to queen
discrimination behavior?. Ecology and Evolution, 2019, 9, 12754-12766. 0.8 6

2709 Development of a method for identifying and functionally analyzing allele-specific DNA methylation
based on BS-seq data. Epigenomics, 2019, 11, 1679-1692. 1.0 1

2710 oRNAment: a database of putative RNA binding protein target sites in the transcriptomes of model
species. Nucleic Acids Research, 2020, 48, D166-D173. 6.5 52

2711 Peptides Derived of Kunitz-Type Serine Protease Inhibitor as Potential Vaccine Against Experimental
Schistosomiasis. Frontiers in Immunology, 2019, 10, 2498. 2.2 21



151

Citation Report

# Article IF Citations

2712 Plocabulin Displays Strong Cytotoxic Activity in a Personalized Colon Cancer Patient-Derived 3D
Organoid Assay. Marine Drugs, 2019, 17, 648. 2.2 31

2713 Nuclear Exosome Targeting Complex Core Factor Zcchc8 Regulates the Degradation of LINE1 RNA in
Early Embryos and Embryonic Stem Cells. Cell Reports, 2019, 29, 2461-2472.e6. 2.9 28

2714
Transposable temperate phages promote the evolution of divergent social strategies in
<i>Pseudomonas aeruginosa</i> populations. Proceedings of the Royal Society B: Biological Sciences,
2019, 286, 20191794.

1.2 13

2715
Effectiveness of integrated interpretation of exome and corresponding transcriptome data for
detecting splicing variants of genes associated with autosomal recessive disorders. Molecular
Genetics and Metabolism Reports, 2019, 21, 100531.

0.4 9

2716 Comparative analysis of corrected tiger genome provides clues to its neuronal evolution. Scientific
Reports, 2019, 9, 18459. 1.6 24

2717 Neoantigen-specific immunity in low mutation burden colorectal cancers of the consensus molecular
subtype 4. Genome Medicine, 2019, 11, 87. 3.6 44

2718 HIV-1 Rev interacts with HERV-K RcREs present in the human genome and promotes export of unspliced
HERV-K proviral RNA. Retrovirology, 2019, 16, 40. 0.9 14

2719 Selection signatures in goats reveal copy number variants underlying breed-defining coat color
phenotypes. PLoS Genetics, 2019, 15, e1008536. 1.5 50

2720 Characterization of genetic subclonal evolution in pancreatic cancer mouse models. Nature
Communications, 2019, 10, 5435. 5.8 14

2721 Human pleural fluid triggers global changes in the transcriptional landscape of Acinetobacter
baumannii as an adaptive response to stress. Scientific Reports, 2019, 9, 17251. 1.6 27

2722 Manhattan++: displaying genome-wide association summary statistics with multiple annotation layers.
BMC Bioinformatics, 2019, 20, 610. 1.2 6

2723 Programmed DNA elimination of germline development genes in songbirds. Nature Communications,
2019, 10, 5468. 5.8 66

2724 Development and validation of a targeted gene sequencing panel for application to disparate cancers.
Scientific Reports, 2019, 9, 17052. 1.6 18

2725 Comparative genomics of Mycoplasma pneumoniae isolated from children with pneumonia: South
Korea, 2010â€“2016. BMC Genomics, 2019, 20, 910. 1.2 7

2726 Prognostic classification of endometrial cancer using a molecular approach based on a twelve-gene
NGS panel. Scientific Reports, 2019, 9, 18093. 1.6 31

2727 MLL1 Inhibition and Vitamin D Signaling Cooperate to Facilitate the Expanded Pluripotency State. Cell
Reports, 2019, 29, 2659-2671.e6. 2.9 8

2728 Modeling Niemannâ€“Pick disease type C in a human haploid cell line allows for patient variant
characterization and clinical interpretation. Genome Research, 2019, 29, 2010-2019. 2.4 14

2729 Genetic Variants Implicate Dual Oxidase-2 in Familial and Sporadic Nonmedullary Thyroid Cancer.
Cancer Research, 2019, 79, 5490-5499. 0.4 17



152

Citation Report

# Article IF Citations

2730 Comparative genomics reveals a novel genetic organization of the sad cluster in the
sulfonamide-degrader â€˜Candidatus Leucobacter sulfamidivoraxâ€™ strain GP. BMC Genomics, 2019, 20, 885. 1.2 13

2731 Mycoplasma Chromosomal Transfer: A Distributive, Conjugative Process Creating an Infinite Variety of
Mosaic Genomes. Frontiers in Microbiology, 2019, 10, 2441. 1.5 18

2732 Molecular Signatures for Combined Targeted Treatments in Diffuse Malignant Peritoneal
Mesothelioma. International Journal of Molecular Sciences, 2019, 20, 5817. 1.8 11

2733 Eomes and Brachyury control pluripotency exit and germ-layer segregation by changing the
chromatin state. Nature Cell Biology, 2019, 21, 1518-1531. 4.6 81

2734 Transcriptomic and Epigenomic Profiling of Histone Deacetylase Inhibitor Treatment Reveals Distinct
Gene Regulation Profiles Leading to Impaired Neutrophil Development. HemaSphere, 2019, 3, e270. 1.2 3

2735 Genetic variants in cardiac calcification in Northern Sweden. Medicine (United States), 2019, 98,
e15065. 0.4 1

2736 Full-Genome Analysis of Hepatitis C Virus in Japanese and Non-Japanese Patients Coinfected With HIV-1
in Tokyo. Journal of Acquired Immune Deficiency Syndromes (1999), 2019, 80, 350-357. 0.9 8

2737 Whole-Exome Sequencing Identifies Damaging de novo Variants in Anencephalic Cases. Frontiers in
Neuroscience, 2019, 13, 1285. 1.4 14

2738 Direct Sequencing of Cryptosporidium in Stool Samples for Public Health. Frontiers in Public Health,
2019, 7, 360. 1.3 26

2739 Increased Cancer Prevalence in Peripartum Cardiomyopathy. JACC: CardioOncology, 2019, 1, 196-205. 1.7 30

2740 Archaic mitochondrial DNA inserts in modern day nuclear genomes. BMC Genomics, 2019, 20, 1017. 1.2 8

2741 Variation in plastid genomes in the gynodioecious species Silene vulgaris. BMC Plant Biology, 2019, 19,
568. 1.6 8

2742 Transcriptional regulation of a gonococcal gene encoding a virulence factor (L-lactate permease).
PLoS Pathogens, 2019, 15, e1008233. 2.1 12

2743 A Menin-MLL Inhibitor Induces Specific Chromatin Changes and Eradicates Disease in Models of
MLL-Rearranged Leukemia. Cancer Cell, 2019, 36, 660-673.e11. 7.7 231

2744 Revisiting the matrilineal lineages and hypoxic adaptation of highland Tibetans. Forensic Science
International: Genetics Supplement Series, 2019, 7, 73-75. 0.1 0

2745 SureSelect targeted enrichment, a new cost effective method for the whole genome sequencing of
Candidatus Liberibacter asiaticus. Scientific Reports, 2019, 9, 18962. 1.6 10

2746
Clinical Application of Next-Generation Sequencingâ€“Based Panel to <i>BRAF</i> Wild-Type Advanced
Melanoma Identifies Key Oncogenic Alterations and Therapeutic Strategies. Molecular Cancer
Therapeutics, 2020, 19, 937-944.

1.9 14

2747
Identification of a Novel Candidate Gene for Serrated Polyposis Syndrome Germline Predisposition by
Performing Linkage Analysis Combined With Whole-Exome Sequencing. Clinical and Translational
Gastroenterology, 2019, 10, e00100.

1.3 5



153

Citation Report

# Article IF Citations

2748 Mutational Landscape of Spontaneous Base Substitutions and Small Indels in Experimental
<i>Caenorhabditis elegans</i> Populations of Differing Size. Genetics, 2019, 212, 837-854. 1.2 32

2749 Plant virome reconstruction and antiviral RNAi characterization by deep sequencing of small RNAs
from dried leaves. Scientific Reports, 2019, 9, 19268. 1.6 26

2750
Filigree-like Rete Ridges, Lobulated Nests, Rosette-like Structures, and Exaggerated Maturation
Characterize Spitz Tumors With NTRK1 Fusion. American Journal of Surgical Pathology, 2019, 43,
737-746.

2.1 55

2751 Genome-Wide Analysis of Circular RNAs Mediated ceRNA Regulation in Porcine Embryonic Muscle
Development. Frontiers in Cell and Developmental Biology, 2019, 7, 289. 1.8 40

2752
Adipose-Derived Stem Cells and Ceiling Culture-Derived Preadipocytes Cultured from Subcutaneous
Fat Tissue Differ in Their Epigenetic Characteristics and Osteogenic Potential. Plastic and
Reconstructive Surgery, 2019, 144, 644-655.

0.7 7

2753 BMPR2 acts as aÂ gatekeeper to protect endothelial cells from increased TGFÎ²Â responses and altered cell
mechanics. PLoS Biology, 2019, 17, e3000557. 2.6 71

2754 High-throughput Sequencing of Subcutaneous Panniculitis-like T-Cell Lymphoma Reveals Candidate
Pathogenic Mutations. Applied Immunohistochemistry and Molecular Morphology, 2019, 27, 740-748. 0.6 11

2755 henn-1/HEN1 Promotes Germline Immortality in Caenorhabditis elegans. Cell Reports, 2019, 29,
3187-3199.e4. 2.9 16

2756 Redefining synchronous colorectal cancers based on tumor clonality. International Journal of
Cancer, 2019, 144, 1596-1608. 2.3 8

2757 Frequency and signature of somatic variants in 1461 human brain exomes. Genetics in Medicine, 2019, 21,
904-912. 1.1 20

2758 CATANA: a tool for generating comprehensive annotations of alternative transcript events.
Bioinformatics, 2019, 35, 1414-1415. 1.8 5

2759 Mutational Landscape of Ovarian Adult Granulosa Cell Tumors from Whole Exome and Targeted
<i>TERT</i> Promoter Sequencing. Molecular Cancer Research, 2019, 17, 177-185. 1.5 36

2760 Defining nonsense-mediated mRNA decay intermediates in human cells. Methods, 2019, 155, 68-76. 1.9 5

2761
Antigenic variation in the Lyme spirochete: detailed functional assessment of recombinational
switching at <i>vlsE</i> in the JD1 strain of <i>Borrelia burgdorferi</i>. Molecular Microbiology,
2019, 111, 750-763.

1.2 12

2762 Clinical Utility of a Next-Generation Sequencing Panel for Acute Myeloid Leukemia Diagnostics.
Journal of Molecular Diagnostics, 2019, 21, 228-240. 1.2 24

2763 Complex DNA structures trigger copy number variation across thePlasmodium falciparumgenome.
Nucleic Acids Research, 2019, 47, 1615-1627. 6.5 18

2764 Transcriptome profiles of tomato plants after neutron irradiation and infection with TYLCV.
Physiologia Plantarum, 2019, 165, 427-441. 2.6 1

2766
Combined Targeted Resequencing of Cytosine DNA Methylation and Mutations of DNA Repair Genes
with Potential Use for Poly(ADP-Ribose) Polymerase 1 Inhibitor Sensitivity Testing. Journal of
Molecular Diagnostics, 2019, 21, 198-213.

1.2 2



154

Citation Report

# Article IF Citations

2767 Full plastome sequence of the fern Vandenboschia speciosa (Hymenophyllales): structural
singularities and evolutionary insights. Journal of Plant Research, 2019, 132, 3-17. 1.2 8

2768 Histone H3.3 K27M Accelerates Spontaneous Brainstem Glioma and Drives Restricted Changes in
Bivalent Gene Expression. Cancer Cell, 2019, 35, 140-155.e7. 7.7 194

2769 The maternal inheritance of Alto ParanÃ¡ revealed by full mitogenome sequences. Forensic Science
International: Genetics, 2019, 39, 66-72. 1.6 13

2770 Ultra-Rapid Reporting of GENomic Targets (URGENTseq). Journal of Molecular Diagnostics, 2019, 21,
89-98. 1.2 23

2771 Age-related remodelling of oesophageal epithelia by mutated cancer drivers. Nature, 2019, 565, 312-317. 13.7 476

2772 Common and Differential Transcriptional Actions of Nuclear Receptors Liver X Receptors Î± and Î² in
Macrophages. Molecular and Cellular Biology, 2019, 39, . 1.1 30

2773 A whole genome approach for discovering the genetic basis of blood group antigens: independent
confirmation for P1 and Xg<sup>a</sup>. Transfusion, 2019, 59, 908-915. 0.8 13

2774 Single-nucleotide-resolution mapping of DNA gyrase cleavage sites across the<i>Escherichia
coli</i>genome. Nucleic Acids Research, 2019, 47, 1373-1388. 6.5 50

2775 The role of a class <scp>III</scp> gibberellin 2â€•oxidase in tomato internode elongation. Plant Journal,
2019, 97, 603-615. 2.8 28

2776 Clinical validation of coexisting driver mutations in colorectal cancers. Human Pathology, 2019, 86,
12-20. 1.1 10

2777 Crustacean Genome Exploration Reveals the Evolutionary Origin of White Spot Syndrome Virus.
Journal of Virology, 2019, 93, . 1.5 37

2778 PreMedKB: an integrated precision medicine knowledgebase for interpreting relationships between
diseases, genes, variants and drugs. Nucleic Acids Research, 2019, 47, D1090-D1101. 6.5 45

2779 Research of photosynthesis and genomewide resequencing on a yellowâ€•leaf <i>Lotus japonicus</i>
mutant induced by carbon ion beam irradiation. Grassland Science, 2019, 65, 41-48. 0.6 7

2780 DIP-2 suppresses ectopic neurite sprouting and axonal regeneration in mature neurons. Journal of
Cell Biology, 2019, 218, 125-133. 2.3 23

2781 Defining the transcription landscape of the Gram-negative marine bacterium Vibrio harveyi. Genomics,
2019, 111, 1547-1556. 1.3 3

2782 Single-nucleotide resolution analysis of nucleotide excision repair of ribosomal DNA in humans and
mice. Journal of Biological Chemistry, 2019, 294, 210-217. 1.6 18

2783 CRISPR/Cas9 Methodology for the Generation of Knockout Deletions in <i>Caenorhabditis elegans</i>.
G3: Genes, Genomes, Genetics, 2019, 9, 135-144. 0.8 75

2784 Using RAMPAGE to Identify and Annotate Promoters in Insect Genomes. Methods in Molecular Biology,
2019, 1858, 99-116. 0.4 3



155

Citation Report

# Article IF Citations

2785 Cancer-Associated Eukaryotic Translation Initiation Factor 1A Mutants Impair Rps3 and Rps10 Binding
and Enhance Scanning of Cell Cycle Genes. Molecular and Cellular Biology, 2019, 39, . 1.1 13

2786 GLUT6 is a lysosomal transporter that is regulated by inflammatory stimuli and modulates glycolysis
in macrophages. FEBS Letters, 2019, 593, 195-208. 1.3 44

2787 RNA sequencing solved the most common but unrecognized NEB pathogenic variant in Japanese
nemaline myopathy. Genetics in Medicine, 2019, 21, 1629-1638. 1.1 31

2788 Rechallenge for Patients With <i>RAS</i> and <i>BRAF</i> Wild-Type Metastatic Colorectal Cancer
With Acquired Resistance to First-line Cetuximab and Irinotecan. JAMA Oncology, 2019, 5, 343. 3.4 280

2789 Novel Bioinformatics Methods for Toxicoepigenetics. , 2019, , 265-288. 11

2790 Understanding antimicrobial discovery and resistance from a metagenomic and metatranscriptomic
perspective: advances and applications. Environmental Microbiology Reports, 2019, 11, 62-86. 1.0 34

2791 ALS-linked FUS mutations confer loss and gain of function in the nucleus by promoting excessive
formation of dysfunctional paraspeckles. Acta Neuropathologica Communications, 2019, 7, 7. 2.4 103

2792 Amplicon-Based Targeted Next-Generation Sequencing of Formalin-Fixed, Paraffin-Embedded Tissue.
Methods in Molecular Biology, 2019, 1908, 1-17. 0.4 6

2793 Characterization of a male specific region containing a candidate sex determining gene in Atlantic
cod. Scientific Reports, 2019, 9, 116. 1.6 23

2794 Transcriptomic and Metabolic Profiling Reveals â€˜Green Ringâ€™ and â€˜Red Ringâ€™ on Jujube Fruit upon
Postharvest<i>Alternaria alternata</i>Infection. Plant and Cell Physiology, 2019, 60, 844-861. 1.5 21

2795 <i>Saccharomyces cerevisiae</i> displays a stable transcription start site landscape in multiple
conditions. FEMS Yeast Research, 2019, 19, . 1.1 10

2796 Complete and de novo assembly of the Leishmania braziliensis (M2904) genome. Memorias Do Instituto
Oswaldo Cruz, 2019, 114, e180438. 0.8 17

2797 OsDCL3b affects grain yield and quality in rice. Plant Molecular Biology, 2019, 99, 193-204. 2.0 14

2798 Inactivating Mutations in Irc7p Are Common in Wine Yeasts, Attenuating Carbon-Sulfur Î²-Lyase Activity
and Volatile Sulfur Compound Production. Applied and Environmental Microbiology, 2019, 85, . 1.4 18

2799 Epigenetically modulated <scp>FOXM</scp>1 suppresses dendritic cell maturation in pancreatic
cancer and colon cancer. Molecular Oncology, 2019, 13, 873-893. 2.1 43

2800 Identification of sorghum grain mold resistance loci through genome wide association mapping.
Journal of Cereal Science, 2019, 85, 295-304. 1.8 33

2801 Comparative genome analysis of<i>Aspergillus flavus</i>clinically isolated in Japan. DNA Research,
2019, 26, 95-103. 1.5 11

2802 Excised linear introns regulate growth in yeast. Nature, 2019, 565, 606-611. 13.7 118



156

Citation Report

# Article IF Citations

2803 Structure and function of an ectopic Polycomb chromatin domain. Science Advances, 2019, 5, eaau9739. 4.7 24

2804 Low-Bias RNA Sequencing of the HIV-2 Genome from Blood Plasma. Journal of Virology, 2019, 93, . 1.5 11

2805 Independent losses and duplications of autophagyâ€•related genes in fungal tree of life. Environmental
Microbiology, 2019, 21, 226-243. 1.8 11

2806 Phylogenomic Analysis of Extraintestinal Pathogenic <i>Escherichia coli</i> Sequence Type 1193, an
Emerging Multidrug-Resistant Clonal Group. Antimicrobial Agents and Chemotherapy, 2019, 63, . 1.4 64

2807
Mapping of breakpoints in balanced chromosomal translocations by shallow whole-genome
sequencing points to<i>EFNA5</i>,<i>BAHD1</i>and<i>PPP2R5E</i>as novel candidates for genes
causing human Mendelian disorders. Journal of Medical Genetics, 2019, 56, 104-112.

1.5 13

2808 ISG20 promotes local tumor immunity and contributes to poor survival in human glioma.
OncoImmunology, 2019, 8, e1534038. 2.1 39

2809 Pervasive gene conversion in chromosomal inversion heterozygotes. Molecular Ecology, 2019, 28,
1302-1315. 2.0 63

2810 Genome-wide identification and biochemical characterization of the UGT88F subfamily in Malus x
domestica Borkh. Phytochemistry, 2019, 157, 135-144. 1.4 10

2811 LNCipedia 5: towards a reference set of human long non-coding RNAs. Nucleic Acids Research, 2019, 47,
D135-D139. 6.5 403

2812
Prospective Genotyping of Hepatocellular Carcinoma: Clinical Implications of Next-Generation
Sequencing for Matching Patients to Targeted and Immune Therapies. Clinical Cancer Research, 2019,
25, 2116-2126.

3.2 390

2813 Polycomb repressive complex 2 attenuates <scp>ABA</scp>â€•induced senescence in Arabidopsis. Plant
Journal, 2019, 97, 368-377. 2.8 28

2814
Developmental validation of a custom panel including 165 Y-SNPs for Chinese Y-chromosomal
haplogroups dissection using the ion S5 XL system. Forensic Science International: Genetics, 2019, 38,
70-76.

1.6 23

2815 Discovery and Characterization of Recurrent, Targetable ALK Fusions in Leiomyosarcoma. Molecular
Cancer Research, 2019, 17, 676-685. 1.5 30

2816 Identification and regulation pattern analysis of long noncoding RNAs in meibomian gland carcinoma.
Epigenomics, 2019, 11, 381-400. 1.0 4

2817 A somatic activating NRAS variant associated with kaposiform lymphangiomatosis. Genetics in
Medicine, 2019, 21, 1517-1524. 1.1 85

2818 The N <sup>6</sup> -Methyladenosine mRNA Methylase METTL3 Controls Cardiac Homeostasis and
Hypertrophy. Circulation, 2019, 139, 533-545. 1.6 279

2819 Genomic profile of breast sarcomas: a comparison with malignant phyllodes tumours. Breast Cancer
Research and Treatment, 2019, 174, 365-373. 1.1 20

2820 Development of a respiratory disease model for enterovirus D68 in 4-week-old mice for evaluation of
antiviral therapies. Antiviral Research, 2019, 162, 61-70. 1.9 18



157

Citation Report

# Article IF Citations

2821 Screening for Regulatory Variants in 460 kb Encompassing the CFTR Locus in Cystic Fibrosis Patients.
Journal of Molecular Diagnostics, 2019, 21, 70-80. 1.2 7

2822 ASXL1 is a molecular predictor in idiopathic cytopenia of undetermined significance. Leukemia and
Lymphoma, 2019, 60, 756-763. 0.6 6

2823
Familial breast cancer and DNA repair genes: Insights into known and novel susceptibility genes from
the GENESIS study, and implications for multigene panel testing. International Journal of Cancer, 2019,
144, 1962-1974.

2.3 50

2824 Mycoviruses mediate mycotoxin regulation in <i>Aspergillus ochraceus</i>. Environmental
Microbiology, 2019, 21, 1957-1968. 1.8 39

2825 PacBio fullâ€•length <scp>cDNA</scp> sequencing integrated with <scp>RNA</scp>â€•seq reads drastically
improves the discovery of splicing transcripts in rice. Plant Journal, 2019, 97, 296-305. 2.8 90

2826 Standard operating procedure for somatic variant refinement of sequencing data with paired tumor
andÂ normal samples. Genetics in Medicine, 2019, 21, 972-981. 1.1 67

2827 Structure and evolution of double minutes in diagnosis and relapse brain tumors. Acta
Neuropathologica, 2019, 137, 123-137. 3.9 63

2828 Successful Treatment of a Patient With NSCLC Harboring an EGFR Mutation and a Concomitant Met
Exon 14 Skipping Mutation Combining Afatinib and Crizotinib. Clinical Lung Cancer, 2019, 20, 59-62. 1.1 9

2829 Metagenomic assembly through the lens of validation: recent advances in assessing and improving the
quality of genomes assembled from metagenomes. Briefings in Bioinformatics, 2019, 20, 1140-1150. 3.2 113

2830 Visualizing and comparing circular genomes using the CGView family of tools. Briefings in
Bioinformatics, 2019, 20, 1576-1582. 3.2 177

2831 Siglec genes confer resistance to systemic lupus erythematosus in humans and mice. Cellular and
Molecular Immunology, 2019, 16, 154-164. 4.8 20

2832
Discovery of novel transcripts of the human tissue kallikrein (KLK1) and kallikrein-related peptidase 2
(KLK2) in human cancer cells, exploiting Next-Generation Sequencing technology. Genomics, 2019, 111,
642-652.

1.3 18

2833 Candidate genes associated with color morphs of female-limited polymorphisms of the damselfly
Ischnura senegalensis. Heredity, 2019, 122, 81-92. 1.2 22

2834 Development of Bioinformatics Infrastructure for Genomics Research. Global Heart, 2017, 12, 91. 0.9 47

2835 Comparative assessment of long-read error correction software applied to Nanopore RNA-sequencing
data. Briefings in Bioinformatics, 2020, 21, 1164-1181. 3.2 33

2836 Assessing tumor heterogeneity using ctDNA to predict and monitor therapeutic response in metastatic
breast cancer. International Journal of Cancer, 2020, 146, 1359-1368. 2.3 55

2837 Genomics-Informed Molecular Detection of <i>Xanthomonas vasicola</i> pv. <i>vasculorum</i>
Strains Causing Severe Bacterial Leaf Streak of Corn. Phytopathology, 2020, 110, 1174-1179. 1.1 11

2838 Genome analysis of myelodysplastic syndromes among atomic bomb survivors in Nagasaki.
Haematologica, 2020, 105, 358-365. 1.7 5



158

Citation Report

# Article IF Citations

2839 Genome Annotator Light (GAL): A Docker-based package for genome analysis and visualization.
Genomics, 2020, 112, 127-134. 1.3 4

2840 A computational system for identifying operons based on RNA-seq data. Methods, 2020, 176, 62-70. 1.9 47

2841 Gross transcriptomic analysis of Pseudomonas putida for diagnosing environmental shifts. Microbial
Biotechnology, 2020, 13, 263-273. 2.0 7

2842 Identification of genetic causes of congenital neurodevelopmental disorders using genome wide
molecular technologies. Acta Medica Lituanica, 2020, 23, 73-85. 0.2 2

2843 Improving de novo Assembly Based on Read Classification. IEEE/ACM Transactions on Computational
Biology and Bioinformatics, 2020, 17, 177-188. 1.9 19

2844 GRWD1 directly interacts with p53 and negatively regulates p53 transcriptional activity. Journal of
Biochemistry, 2020, 167, 15-24. 0.9 9

2845 Nut1/Hos1 and Sas2/Rpd3 control the H3 acetylation of two different sets of osmotic stress-induced
genes. Epigenetics, 2020, 15, 251-271. 1.3 9

2846 AKT1 internal tandem duplications and point mutations are the genetic hallmarks of sclerosing
pneumocytoma. Modern Pathology, 2020, 33, 391-403. 2.9 23

2847 Unification of miRNA and isomiR research: the mirGFF3 format and the mirtop API. Bioinformatics,
2020, 36, 698-703. 1.8 33

2848 Gastroenteropancreatic High-Grade Neuroendocrine Neoplasms: Histology and Molecular Analysis,
Two Sides of the Same Coin. Neuroendocrinology, 2020, 110, 616-629. 1.2 43

2849 Next generation sequencing as second-tier test in high-throughput newborn screening for
nephropathic cystinosis. European Journal of Human Genetics, 2020, 28, 193-201. 1.4 16

2850 A 14q distal chromoanagenesis elucidated by whole genome sequencing. European Journal of Medical
Genetics, 2020, 63, 103776. 0.7 4

2851 A comprehensive annotation and differential expression analysis of short and long non-coding RNAs
in 16 bat genomes. NAR Genomics and Bioinformatics, 2020, 2, lqz006. 1.5 4

2852 Overexpression of chromatin remodeling and tyrosine kinase genes in iAMP21-positive acute
lymphoblastic leukemia. Leukemia and Lymphoma, 2020, 61, 604-613. 0.6 7

2853 The complexity of screening PMS2 in DNA isolated from formalin-fixed paraffin-embedded material.
European Journal of Human Genetics, 2020, 28, 333-338. 1.4 10

2854 Using R and Bioconductor in Clinical Genomics and Transcriptomics. Journal of Molecular
Diagnostics, 2020, 22, 3-20. 1.2 77

2855 dCas9-Based Scn1a Gene Activation Restores Inhibitory Interneuron Excitability and Attenuates
Seizures in Dravet Syndrome Mice. Molecular Therapy, 2020, 28, 235-253. 3.7 135

2856 Candidate Gene Networks for Acylsugar Metabolism and Plant Defense in Wild Tomato <i>Solanum
pennellii</i>. Plant Cell, 2020, 32, 81-99. 3.1 25



159

Citation Report

# Article IF Citations

2857 Delineating the role of <i>MITF</i> isoforms in pigmentation and tissue homeostasis. Pigment Cell and
Melanoma Research, 2020, 33, 279-292. 1.5 17

2858 The fineâ€•scale genetic structure and selection signals of Chinese indigenous pigs. Evolutionary
Applications, 2020, 13, 458-475. 1.5 30

2859 Characterization of repeat arrays in ultraâ€•long nanopore reads reveals frequent origin of satellite
DNA from retrotransposonâ€•derived tandem repeats. Plant Journal, 2020, 101, 484-500. 2.8 76

2860 Diagnostic utility of transcriptome sequencing for rare Mendelian diseases. Genetics in Medicine,
2020, 22, 490-499. 1.1 136

2861
Kettin, the large actinâ€•binding protein with multiple immunoglobulin domains, is essential for
sarcomeric actin assembly and larval development in <i>CaenorhabditisÂ elegans</i>. FEBS Journal,
2020, 287, 659-670.

2.2 4

2862 Diagnostic Approach to Monogenic Inflammatory Bowel Disease in Clinical Practice: A Ten-Year
Multicentric Experience. Inflammatory Bowel Diseases, 2020, 26, 720-727. 0.9 32

2863 Identification of new hypoxiaâ€•regulated epithelialâ€•mesenchymal transition marker genes labeled by H3K4
acetylation. Genes Chromosomes and Cancer, 2020, 59, 73-83. 1.5 19

2864 Singleâ€•base methylome profiling of the giant kelp <i>Saccharina japonica</i> reveals significant
differences in DNA methylation to microalgae and plants. New Phytologist, 2020, 225, 234-249. 3.5 38

2865 Robust mapping of polyadenylated and non-polyadenylated RNA 3â€² ends at nucleotide resolution by
3â€²-end sequencing. Methods, 2020, 176, 4-13. 1.9 14

2866 Rapid Development of KASP Markers for Disease Resistance Genes Using Pooled Whole-Genome
Resequencing. Potato Research, 2020, 63, 57-73. 1.2 16

2867 Identification of novel alternative transcripts of the human Ribonuclease Îº (RNASEK) gene using 3â€² RACE
and high-throughput sequencing approaches. Genomics, 2020, 112, 943-951. 1.3 3

2868 Vitamin D differentially regulates colon stem cells in patientâ€•derived normal and tumor organoids.
FEBS Journal, 2020, 287, 53-72. 2.2 67

2869 Multimapping confounds ribosome profiling analysis: A caseâ€•study of the Hsp90 molecular chaperone.
Proteins: Structure, Function and Bioinformatics, 2020, 88, 57-68. 1.5 5

2870 A highâ€•throughput BAC end analysis protocol (<scp>BAC</scp>â€•anchor) for profiling genome assembly
and physical mapping. Plant Biotechnology Journal, 2020, 18, 364-372. 4.1 6

2871 Is high-risk cutaneous squamous cell carcinoma of the head and neck a suitable candidate for current
targeted therapies?. Journal of Clinical Pathology, 2020, 73, 17-22. 1.0 6

2872 Mapping the RNA structural landscape of viral genomes. Methods, 2020, 183, 57-67. 1.9 23

2873 Longâ€•read nanopore sequencing resolves a TMEM231 gene conversion event causing Meckelâ€“Gruber
syndrome. Human Mutation, 2020, 41, 525-531. 1.1 18

2874 Landscape and Regulation of m6A and m6Am Methylome across Human and Mouse Tissues. Molecular
Cell, 2020, 77, 426-440.e6. 4.5 179



160

Citation Report

# Article IF Citations

2875 Exonic rearrangements in <i>DMD</i> in Chinese Han individuals affected with Duchenne and Becker
muscular dystrophies. Human Mutation, 2020, 41, 668-677. 1.1 29

2876 Whole mitochondrial genome analysis of highland Tibetan ethnicity using massively parallel
sequencing. Forensic Science International: Genetics, 2020, 44, 102197. 1.6 18

2877 Use of GapmeRs for gene expression knockdowns in human primary resting CD4+ T cells. Journal of
Immunological Methods, 2020, 476, 112674. 0.6 2

2878 A beginnerâ€™s guide for FMDV quasispecies analysis: sub-consensus variant detection and haplotype
reconstruction using next-generation sequencing. Briefings in Bioinformatics, 2020, 21, 1766-1775. 3.2 9

2879 Treatment with JQ1, a BET bromodomain inhibitor, is selectively detrimental to R6/2 Huntingtonâ€™s
disease mice. Human Molecular Genetics, 2020, 29, 202-215. 1.4 13

2880
Detection of ESR1 Mutations in Single Circulating Tumor Cells on Estrogen Deprivation Therapy but
Not in Primary Tumors from Metastatic Luminal Breast Cancer Patients. Journal of Molecular
Diagnostics, 2020, 22, 111-121.

1.2 22

2881 The BF4 and p71 antenna mutants from Chlamydomonas reinhardtii. Biochimica Et Biophysica Acta -
Bioenergetics, 2020, 1861, 148085. 0.5 5

2882 LSD1-mediated repression of GFI1 super-enhancer plays an essential role in erythroleukemia. Leukemia,
2020, 34, 746-758. 3.3 23

2883 Identification of a neo-epitope dominating endogenous CD8 T cell responses to MC-38 colorectal
cancer. OncoImmunology, 2020, 9, 1673125. 2.1 40

2884 Using Machine Learning to Identify True Somatic Variants from Next-Generation Sequencing. Clinical
Chemistry, 2020, 66, 239-246. 1.5 7

2885 Estimation of the number of contributors to mixed samples of DNA by mitochondrial DNA analyses
using massively parallel sequencing. International Journal of Legal Medicine, 2020, 134, 101-109. 1.2 6

2886 DNA Methylation and Histone H1 Jointly Repress Transposable Elements and Aberrant Intragenic
Transcripts. Molecular Cell, 2020, 77, 310-323.e7. 4.5 99

2887 Clinical and Genetic Characterization of a Constitutional Delay of Growth and Puberty Cohort.
Neuroendocrinology, 2020, 110, 959-966. 1.2 10

2888 Glial pathology in a novel spontaneous mutant mouse of the <i>Eif2b5</i> gene: a vanishing white
matter disease model. Journal of Neurochemistry, 2020, 154, 25-40. 2.1 15

2889 Shedding of <i>Mycobacterium caprae</i> by wild red deer ( <i>Cervus elaphus</i> ) in the Bavarian
alpine regions, Germany. Transboundary and Emerging Diseases, 2020, 67, 308-317. 1.3 9

2890 Inactivating <i>NF1</i> Mutations Are Enriched in Advanced Breast Cancer and Contribute to
Endocrine Therapy Resistance. Clinical Cancer Research, 2020, 26, 608-622. 3.2 71

2891 Using linkage studies combined with wholeâ€•exome sequencing to identify novel candidate genes for
familial colorectal cancer. International Journal of Cancer, 2020, 146, 1568-1577. 2.3 8

2892 Detection of <i>CSF1</i> rearrangements deleting the 3â€² UTR in tenosynovial giant cell tumors. Genes
Chromosomes and Cancer, 2020, 59, 96-105. 1.5 33



161

Citation Report

# Article IF Citations

2893 Unique and redundant roles of SOX2 and SOX17 in regulating the germ cell tumor fate. International
Journal of Cancer, 2020, 146, 1592-1605. 2.3 28

2894 Multiple genetic mutations implicate spectrum of phenotypes in Bardet-Biedl syndrome. Gene, 2020, 725,
144164. 1.0 3

2895 SWAV: a web-based visualization browser for sliding window analysis. Scientific Reports, 2020, 10, 149. 1.6 10

2896 Bioinformatics and Computational Tools for Next-Generation Sequencing Analysis in Clinical
Genetics. Journal of Clinical Medicine, 2020, 9, 132. 1.0 126

2897 Contribution of introns to the species diversity associated with the apicomplexan parasite, Neospora
caninum. Parasitology Research, 2020, 119, 431-445. 0.6 2

2898 Identification and characterisation of common glow-worm RNA viruses. Virus Genes, 2020, 56, 236-248. 0.7 6

2899 5-fluorocytosine resistance is associated with hypermutation and alterations in capsule biosynthesis
inÂ Cryptococcus. Nature Communications, 2020, 11, 127. 5.8 73

2900 Integrative network analysis identifies cell-specific trans regulators of m6A. Nucleic Acids Research,
2020, 48, 1715-1729. 6.5 55

2901 Overexpression of a modified eIF4E regulates potato virus Y resistance at the transcriptional level in
potato. BMC Genomics, 2020, 21, 18. 1.2 17

2902 Sequencing of ZIKV genomes directly from Ae. aegypti and Cx. quinquefasciatus mosquitoes collected
during the 2015â€“16 epidemics in Recife. Infection, Genetics and Evolution, 2020, 80, 104180. 1.0 4

2903
Upon microbial challenge, human neutrophils undergo rapid changes in nuclear architecture and
chromatin folding to orchestrate an immediate inflammatory gene program. Genes and Development,
2020, 34, 149-165.

2.7 27

2904 Rapid response of stage IV colorectal cancer with APC/TP53/KRAS mutations to FOLFIRI and Bevacizumab
combination chemotherapy: a case report of use of liquid biopsy. BMC Medical Genetics, 2020, 21, 3. 2.1 5

2905 c-Myc directly targets an over-expression of pyruvate carboxylase in highly invasive breast cancer.
Biochimica Et Biophysica Acta - Molecular Basis of Disease, 2020, 1866, 165656. 1.8 16

2906
An optimized genomic VCF workflow for precise identification of Mycobacterium tuberculosis
cluster from cross-platform whole genome sequencing data. Infection, Genetics and Evolution, 2020,
79, 104152.

1.0 6

2907 An inhibitor of complement C5 provides structural insights into activation. Proceedings of the
National Academy of Sciences of the United States of America, 2020, 117, 362-370. 3.3 27

2908 Widespread roles for piRNAs and WAGO-class siRNAs in shaping the germline transcriptome of
Caenorhabditis elegans. Nucleic Acids Research, 2020, 48, 1811-1827. 6.5 54

2909 A novel use of random priming-based single-strand library preparation for whole genome sequencing
of formalin-fixed paraffin-embedded tissue samples. NAR Genomics and Bioinformatics, 2020, 2, lqz017. 1.5 4

2910 Longitudinal RNA-Seq Analysis of the Repeatability of Gene Expression and Splicing in Human Platelets
Identifies a Platelet<i>SELP</i>Splice QTL. Circulation Research, 2020, 126, 501-516. 2.0 39



162

Citation Report

# Article IF Citations

2911 The torpedo effect in<i>Bacillus subtilis</i>:<scp>RN</scp>ase J1 resolves stalled transcription
complexes. EMBO Journal, 2020, 39, e102500. 3.5 27

2912 Pheophorbide <i>a</i> May Regulate Jasmonate Signaling during Dark-Induced Senescence. Plant
Physiology, 2020, 182, 776-791. 2.3 32

2913 Detecting sequence variants in clinically important protozoan parasites. International Journal for
Parasitology, 2020, 50, 1-18. 1.3 2

2914 A Whole-Exome Sequencing Study of Tourette Disorder in a Chinese Population. DNA and Cell Biology,
2020, 39, 63-68. 0.9 13

2915 Mutation analysis of the FBN1 gene in a cohort of patients with Marfan Syndrome: A 10-year single
center experience. Clinica Chimica Acta, 2020, 501, 154-164. 0.5 13

2916 Forensic genetic investigation of human skeletal remains recovered from the La Belle shipwreck.
Forensic Science International, 2020, 306, 110050. 1.3 16

2917 A deletion spanning the promoter and first exon of the hair cycleâ€•specific <i>ASIP</i> transcript
isoform in black and tan rabbits. Animal Genetics, 2020, 51, 137-140. 0.6 14

2918 Comparison of whole mitochondrial genome variants between hair shafts and reference samples
using massively parallel sequencing. International Journal of Legal Medicine, 2020, 134, 853-861. 1.2 5

2919 Genome Informatics Pipelines and Genome Browsers. , 2020, , 149-169. 2

2920 Evaluation of Commercial Next-Generation Sequencing Bioinformatics Software Solutions. Journal
of Molecular Diagnostics, 2020, 22, 147-158. 1.2 9

2921
Genome Editing in Patient iPSCs Corrects the Most Prevalent USH2A Mutations and Reveals Intriguing
Mutant mRNA Expression Profiles. Molecular Therapy - Methods and Clinical Development, 2020, 17,
156-173.

1.8 56

2922
Multiregion exome sequencing of ovarian immature teratomas reveals 2N near-diploid genomes,
paucity of somatic mutations, and extensive allelic imbalances shared across mature, immature, and
disseminated components. Modern Pathology, 2020, 33, 1193-1206.

2.9 25

2923
Specific enhancer selection by IRF3, IRF5Â and IRF9 is determined by ISRE half-sites, 5â€² and 3â€² flanking bases,
collaborating transcription factors and the chromatin environment in a combinatorial fashion.
Nucleic Acids Research, 2020, 48, 589-604.

6.5 21

2924 The Wnt/Î²-catenin/VASP positive feedback loop drives cell proliferation and migration in breast cancer.
Oncogene, 2020, 39, 2258-2274. 2.6 33

2925 Visualization tools for human structural variations identified by whole-genome sequencing. Journal
of Human Genetics, 2020, 65, 49-60. 1.1 9

2926 A new strategy to confirm the identity of tumour tissues using single-nucleotide polymorphisms and
next-generation sequencing. International Journal of Legal Medicine, 2020, 134, 399-409. 1.2 2

2927 Simultaneous Detection of Gene Fusions and Base Mutations in Cancer Tissue Biopsies by Sequencing
Dual Nucleic Acid Templates in Unified Reaction. Clinical Chemistry, 2020, 66, 178-187. 1.5 20

2928 Effector gene silencing mediated by histone methylation underpins host adaptation in an oomycete
plant pathogen. Nucleic Acids Research, 2020, 48, 1790-1799. 6.5 47



163

Citation Report

# Article IF Citations

2929 Association of missense variants in <i>GDF9</i> with litter size in Entlebucher Mountain dogs. Animal
Genetics, 2020, 51, 78-86. 0.6 3

2930 Reprogramming of Root Cells during Nitrogen-Fixing Symbiosis Involves Dynamic Polysome
Association of Coding and Noncoding RNAs. Plant Cell, 2020, 32, 352-373. 3.1 20

2931 Identification of Hypermutation and Defective Mismatch Repair in ctDNA from Metastatic Prostate
Cancer. Clinical Cancer Research, 2020, 26, 1114-1125. 3.2 57

2932 Polyomavirus-Positive Merkel Cell Carcinoma Derived from a Trichoblastoma Suggests an Epithelial
Origin of this Merkel Cell Carcinoma. Journal of Investigative Dermatology, 2020, 140, 976-985. 0.3 32

2933 The Mitogenome of Norway Spruce and a Reappraisal of Mitochondrial Recombination in Plants.
Genome Biology and Evolution, 2020, 12, 3586-3598. 1.1 35

2934 Screening and characterization of sex-linked DNA markers and marker-assisted selection in the
Southern catfish (Silurus meridionalis). Aquaculture, 2020, 517, 734783. 1.7 33

2935 Comprehensive analysis of the molecular characterization of GM rice G6H1 using a paired-end
sequencing approach. Food Chemistry, 2020, 309, 125760. 4.2 10

2936 m<sup>6</sup>A RNA modification modulates gene expression and cancer-related pathways in clear
cell renal cell carcinoma. Epigenomics, 2020, 12, 87-99. 1.0 44

2937 RNA-seq and ChIP-seq as Complementary Approaches for Comprehension of Plant Transcriptional
Regulatory Mechanism. International Journal of Molecular Sciences, 2020, 21, 167. 1.8 24

2938 Comprehensive analysis of biological networks and the eukaryotic initiation factor 4Aâ€•3 gene as
pivotal in hepatocellular carcinoma. Journal of Cellular Biochemistry, 2020, 121, 4094-4107. 1.2 11

2939 Spitz melanoma is a distinct subset of spitzoid melanoma. Modern Pathology, 2020, 33, 1122-1134. 2.9 67

2940 Genome-wide redistribution of 24-nt siRNAs in rice gametes. Genome Research, 2020, 30, 173-184. 2.4 32

2941 A random forest-based framework for genotyping and accuracy assessment of copy number variations.
NAR Genomics and Bioinformatics, 2020, 2, lqaa071. 1.5 8

2942 Studies of rice Hd1 haplotypes worldwide reveal adaptation of flowering time to different
environments. PLoS ONE, 2020, 15, e0239028. 1.1 17

2943 GeTallele: A Method for Analysis of DNA and RNA Allele Frequency Distributions. Frontiers in
Bioengineering and Biotechnology, 2020, 8, 1021. 2.0 2

2944 Deletion in the Bardetâ€“Biedl Syndrome Gene TTC8 Results in a Syndromic Retinal Degeneration in
Dogs. Genes, 2020, 11, 1090. 1.0 6

2945 Paternal Origins and Migratory Episodes of Domestic Sheep. Current Biology, 2020, 30, 4085-4095.e6. 1.8 49

2946 RNA oxidation in chromatin modification and DNA-damage response following exposure to
formaldehyde. Scientific Reports, 2020, 10, 16545. 1.6 20



164

Citation Report

# Article IF Citations

2947 Distinguishing mitochondrial DNA and NUMT sequences amplified with the precision ID mtDNA whole
genome panel. Mitochondrion, 2020, 55, 122-133. 1.6 24

2948 Cell Type Impacts Accessibility of mRNA to Silencing by RNA Interference. Molecular Therapy - Nucleic
Acids, 2020, 21, 384-393. 2.3 20

2949 Tissue-specific and interferon-inducible expression of nonfunctional ACE2 through endogenous
retroelement co-option. Nature Genetics, 2020, 52, 1294-1302. 9.4 82

2950 Atypical Retinal Phenotype in a Patient With AlstrÃ¶m Syndrome and Biallelic Novel Pathogenic
Variants in ALMS1, Including a de novo Variation. Frontiers in Genetics, 2020, 11, 938. 1.1 6

2951 Unique and Specific m6A RNA Methylation in Mouse Embryonic and Postnatal Cerebral Cortices. Genes,
2020, 11, 1139. 1.0 5

2952 Uniparental disomy of chromosome 21: A statistical approach and application in paternity tests.
Forensic Science International: Genetics, 2020, 49, 102368. 1.6 3

2953 Functional imaging of RAS pathway targeting in malignant peripheral nerve sheath tumor cells and
xenografts. Pediatric Blood and Cancer, 2020, 67, e28639. 0.8 2

2954
Unique clinicopathologic and genetic alteration features in early onset colorectal carcinoma
compared with age-related colorectal carcinoma: a large cohort next generation sequence analysis.
Human Pathology, 2020, 105, 37-46.

1.1 3

2955 Activation of the SARS-CoV-2 Receptor Ace2 through JAK/STAT-Dependent Enhancers during Pregnancy.
Cell Reports, 2020, 32, 108199. 2.9 21

2956 Nuclear receptor REVERBÎ± is a state-dependent regulator of liver energy metabolism. Proceedings of
the National Academy of Sciences of the United States of America, 2020, 117, 25869-25879. 3.3 34

2957 Integrated molecular characterization reveals potential therapeutic strategies for pulmonary
sarcomatoid carcinoma. Nature Communications, 2020, 11, 4878. 5.8 27

2958 Enhancing site-specific DNA integration by a Cas9 nuclease fused with a DNA donor-binding domain.
Nucleic Acids Research, 2020, 48, 10590-10601. 6.5 20

2959 Differential Gene Expression with an Emphasis on Floral Organ Size Differences in Natural and
Synthetic Polyploids of Nicotiana tabacum (Solanaceae). Genes, 2020, 11, 1097. 1.0 15

2960 Prognostic Impact of let-7e MicroRNA and Its Target Genes in Localized High-Risk Intestinal GIST: A
Spanish Group for Research on Sarcoma (GEIS) Study. Cancers, 2020, 12, 2979. 1.7 7

2961 Sperm histone H3 lysine 4 trimethylation is altered in a genetic mouse model of transgenerational
epigenetic inheritance. Nucleic Acids Research, 2020, 48, 11380-11393. 6.5 65

2962 Clonal Evolution and Timing of Metastatic Colorectal Cancer. Cancers, 2020, 12, 2938. 1.7 9

2963 Deleterious AGXT Missense Variant Associated with Type 1 Primary Hyperoxaluria (PH1) in Zwartbles
Sheep. Genes, 2020, 11, 1147. 1.0 3

2964 Searching the undetected mtDNA variants in forensic MPS data. Forensic Science International:
Genetics, 2020, 49, 102399. 1.6 7



165

Citation Report

# Article IF Citations

2965 Newly Emerged Serotype 1c of Shigella flexneri: Multiple Origins and Changing Drug Resistance
Landscape. Genes, 2020, 11, 1042. 1.0 1

2966 The first GHEP-ISFG collaborative exercise on forensic applications of massively parallel sequencing.
Forensic Science International: Genetics, 2020, 49, 102391. 1.6 6

2967 Decoding the Architecture of the Varicella-Zoster Virus Transcriptome. MBio, 2020, 11, . 1.8 29

2968 Ongoing Coevolution of Wolbachia and a Widespread Invasive Ant, Anoplolepis gracilipes.
Microorganisms, 2020, 8, 1569. 1.6 12

2969 4EHP and GIGYF1/2 Mediate Translation-Coupled Messenger RNA Decay. Cell Reports, 2020, 33, 108262. 2.9 41

2970
Horizontal gene transfer potentiates adaptation by reducing selective constraints on the spread of
genetic variation. Proceedings of the National Academy of Sciences of the United States of America,
2020, 117, 26868-26875.

3.3 51

2971 TRiCoLOR: tandem repeat profiling using whole-genome long-read sequencing data. GigaScience, 2020,
9, . 3.3 15

2972 Movement of transposable elements contributes to cichlid diversity. Molecular Ecology, 2020, 29,
4956-4969. 2.0 18

2973 Msuite: A High-Performance and Versatile DNA Methylation Data-Analysis Toolkit. Patterns, 2020, 1,
100127. 3.1 5

2974 Gamma Knife Radiosurgery does not alter the copy number aberration profile in sporadic vestibular
schwannoma. Journal of Neuro-Oncology, 2020, 149, 373-381. 1.4 1

2975 Wnt/Î²-catenin signaling regulates adipose tissue lipogenesis and adipocyte-specific loss is rigorously
defended by neighboring stromal-vascular cells. Molecular Metabolism, 2020, 42, 101078. 3.0 53

2976 A compendium of DNA-binding specificities of transcription factors in Pseudomonas syringae. Nature
Communications, 2020, 11, 4947. 5.8 19

2977 Mapping the epigenomic and transcriptomic interplay during memory formation and recall in the
hippocampal engram ensemble. Nature Neuroscience, 2020, 23, 1606-1617. 7.1 89

2978 TE-greedy-nester: structure-based detection of LTR retrotransposons and their nesting.
Bioinformatics, 2020, 36, 4991-4999. 1.8 11

2979
ACKR1 Alleles at 5.6 kb in a Well-Characterized Renewable US Food and Drug Administration (FDA)
Reference Panel for Standardization of Blood Group Genotyping. Journal of Molecular Diagnostics,
2020, 22, 1272-1279.

1.2 5

2980 Histone H3.3 phosphorylation amplifies stimulation-induced transcription. Nature, 2020, 583, 852-857. 13.7 88

2981 Genomic Analysis of the Only Blind Cichlid Reveals Extensive Inactivation in Eye and Pigment
Formation Genes. Genome Biology and Evolution, 2020, 12, 1392-1406. 1.1 14

2982 Single-Cell RNA Sequencing Reveals mRNA Splice Isoform Switching during Kidney Development.
Journal of the American Society of Nephrology: JASN, 2020, 31, 2278-2291. 3.0 14



166

Citation Report

# Article IF Citations

2983 Mycoplasma bovis in Spanish Cattle Herds: Two Groups of Multiresistant Isolates Predominate, with
One Remaining Susceptible to Fluoroquinolones. Pathogens, 2020, 9, 545. 1.2 16

2984 Inhibiting Importin 4-mediated nuclear import of CEBPD enhances chemosensitivity by repression of
PRKDC-driven DNA damage repair in cervical cancer. Oncogene, 2020, 39, 5633-5648. 2.6 20

2985 A long-read RNA-seq approach to identify novel transcripts of very large genes. Genome Research,
2020, 30, 885-897. 2.4 29

2986
Alternative Activation of Macrophages Is Accompanied by Chromatin Remodeling Associated with
Lineage-Dependent DNA Shape Features Flanking PU.1 Motifs. Journal of Immunology, 2020, 205,
1070-1083.

0.4 7

2987 Super Elongation Complex as a Targetable Dependency in Diffuse Midline Glioma. Cell Reports, 2020, 31,
107485. 2.9 27

2988 Meiosis-Specific C19orf57/4930432K21Rik/BRME1 Modulates Localization of RAD51 and DMC1 to DSBs in
Mouse Meiotic Recombination. Cell Reports, 2020, 31, 107686. 2.9 49

2989 Transcriptome and complete chloroplast genome of Glycyrrhiza inflata and comparative analyses
with the other two licorice species. Genomics, 2020, 112, 4179-4188. 1.3 8

2990 A homozygous <scp><i>HOXA11</i></scp> variation as a potential novel cause of autosomal recessive
congenital anomalies of the kidney and urinary tract. Clinical Genetics, 2020, 98, 390-395. 1.0 5

2991 Next-Generation Sequencing in Equine Genomics. Veterinary Clinics of North America Equine Practice,
2020, 36, 195-209. 0.3 6

2992 Adaptation of gene loci to heterochromatin in the course of Drosophila evolution is associated with
insulator proteins. Scientific Reports, 2020, 10, 11893. 1.6 3

2993 Transcriptome analysis in mice treated with vigabatrin identifies dysregulation of genes associated
with retinal signaling circuitry. Epilepsy Research, 2020, 166, 106395. 0.8 2

2994 Disruption of the tumour-associated EMP3 enhances erythroid proliferation and causes the
MAM-negative phenotype. Nature Communications, 2020, 11, 3569. 5.8 18

2995 Crystal Structures of Ternary Complexes of MEF2 and NKX2â€“5 Bound to DNA Reveal a Disease Related
Proteinâ€“Protein Interaction Interface. Journal of Molecular Biology, 2020, 432, 5499-5508. 2.0 3

2996 Mutation accumulation and horizontal gene transfer in<i>Escherichia coli</i>colonizing the gut of
old mice. Communicative and Integrative Biology, 2020, 13, 89-96. 0.6 12

2997 Normal Patterns of Histone H3K27 Methylation Require the Histone Variant H2A.Z in Neurospora
crassa. Genetics, 2020, 216, 51-66. 1.2 14

2998 Genomic databases. , 2020, , 47-62. 2

2999 Whole Exome Sequence Analysis Provides Novel Insights into the Genetic Framework of
Childhood-Onset Pulmonary Arterial Hypertension. Genes, 2020, 11, 1328. 1.0 14

3000 Development of a high-resolution molecular marker for tracking Phaeocystis globosa genetic
diversity through comparative analysis of chloroplast genomes. Harmful Algae, 2020, 99, 101911. 2.2 25



167

Citation Report

# Article IF Citations

3001
Genomic evidence supporting the clonal expansion of extensively drug-resistant tuberculosis bacteria
belonging to a rare proto <b>-</b> Beijing genotype. Emerging Microbes and Infections, 2020, 9,
2632-2641.

3.0 5

3002 Genome-Wide Association Mapping for Salt Tolerance of Rice Seedlings Grown in Hydroponic and Soil
Systems Using the Bengal and Assam Aus Panel. Frontiers in Plant Science, 2020, 11, 576479. 1.7 21

3003 Profiling Alternative 3â€² Untranslated Regions in Sorghum using RNA-seq Data. Frontiers in Genetics,
2020, 11, 556749. 1.1 4

3004 Evolution of Oxidative Phosphorylation (OXPHOS) Genes Reflecting the Evolutionary and Life
Histories of Fig Wasps (Hymenoptera, Chalcidoidea). Genes, 2020, 11, 1353. 1.0 4

3005 H3K27M in Gliomas Causes a One-Step Decrease in H3K27 Methylation and Reduced Spreading within the
Constraints of H3K36 Methylation. Cell Reports, 2020, 33, 108390. 2.9 50

3006 Dynamic and reversible DNA methylation changes induced by genome separation and merger of
polyploid wheat. BMC Biology, 2020, 18, 171. 1.7 26

3007 Haematopoietic stem cell-dependent Notch transcription is mediated by p53 through the Histone
chaperone Supt16h. Nature Cell Biology, 2020, 22, 1411-1422. 4.6 9

3008 GCViT: a method for interactive, genome-wide visualization of resequencing and SNP array data. BMC
Genomics, 2020, 21, 822. 1.2 4

3009 Clinical significance of ERBB2 exon 16 skipping: analysis of a real-world retrospective observational
cohort study. ESMO Open, 2020, 5, e000985. 2.0 4

3010 Developmental Validation of a MPS Workflow with a PCR-Based Short Amplicon Whole Mitochondrial
Genome Panel. Genes, 2020, 11, 1345. 1.0 30

3011 Currently Applied Molecular Assays for Identifying ESR1 Mutations in Patients with Advanced Breast
Cancer. International Journal of Molecular Sciences, 2020, 21, 8807. 1.8 6

3012 Mutations in Collagen Genes in the Context of an Isolated Population. Genes, 2020, 11, 1377. 1.0 3

3013 Tumor evolutionary trajectories during the acquisition of invasiveness in early stage lung
adenocarcinoma. Nature Communications, 2020, 11, 6083. 5.8 15

3014 Whole genome sequencing identified a 16 kilobase deletion on ECA13 associated with distichiasis in
Friesian horses. BMC Genomics, 2020, 21, 848. 1.2 6

3015 Histone H3.3G34-Mutant Interneuron Progenitors Co-opt PDGFRA for Gliomagenesis. Cell, 2020, 183,
1617-1633.e22. 13.5 93

3016 Comparative Genomics and Functional Studies of Wheat BED-NLR Loci. Genes, 2020, 11, 1406. 1.0 7

3017 A Novel Anphevirus in Aedes albopictus Mosquitoes Is Distributed Worldwide and Interacts with the
Host RNA Interference Pathway. Viruses, 2020, 12, 1264. 1.5 10

3018 Fungalâ€“bacterial interaction selects for quorum sensing mutants with increased production of
natural antifungal compounds. Communications Biology, 2020, 3, 670. 2.0 12



168

Citation Report

# Article IF Citations

3019 Dedifferentiation and neuronal repression define familial Alzheimerâ€™s disease. Science Advances, 2020,
6, . 4.7 44

3020 A Zic2-regulated switch in a noncanonical Wnt/Î²catenin pathway is essential for the formation of
bilateral circuits. Science Advances, 2020, 6, . 4.7 20

3021 A CNTNAP1 Missense Variant Is Associated with Canine Laryngeal Paralysis and Polyneuropathy. Genes,
2020, 11, 1426. 1.0 9

3022 Novel NGS pipeline for virus discovery from a wide spectrum of hosts and sample types. Virus
Evolution, 2020, 6, veaa091. 2.2 28

3023 The soybean gene GmHsp22.4 is involved in the resistance response to Meloidogyne javanica in
Arabidopsis thaliana. BMC Plant Biology, 2020, 20, 535. 1.6 6

3024 Zika virus depletes neural stem cells and evades selective autophagy by suppressing the Fanconi anemia
protein <scp>FANCC</scp>. EMBO Reports, 2020, 21, e49183. 2.0 17

3025 A conserved regulator controls asexual sporulation in the fungal pathogen Candida albicans. Nature
Communications, 2020, 11, 6224. 5.8 10

3026 Common and personal target genes of the micronutrient vitamin D in primary immune cells from
human peripheral blood. Scientific Reports, 2020, 10, 21051. 1.6 23

3027 Advances in the profiling of N6-methyladenosine (m6A) modifications. Biotechnology Advances, 2020,
45, 107656. 6.0 55

3028 Neuronal activity regulates alternative exon usage. Molecular Brain, 2020, 13, 148. 1.3 7

3029 ATAC-seq with unique molecular identifiers improves quantification and footprinting.
Communications Biology, 2020, 3, 675. 2.0 21

3030 Construction of a Five-Super-Enhancer-Associated-Genes Prognostic Model for Osteosarcoma
Patients. Frontiers in Cell and Developmental Biology, 2020, 8, 598660. 1.8 12

3031 Development of specialized sensory neurons engages a nuclear receptor required for functional
plasticity. Genes and Development, 2020, 34, 1666-1679. 2.7 3

3032 Transductomics: sequencing-based detection and analysis of transduced DNA in pure cultures and
microbial communities. Microbiome, 2020, 8, 158. 4.9 29

3033 Gradual polyploid genome evolution revealed by pan-genomic analysis of Brachypodium hybridum and
its diploid progenitors. Nature Communications, 2020, 11, 3670. 5.8 67

3034 Transcription of carbonyl reductase 1 is regulated by DNA topoisomerase II beta. FEBS Letters, 2020,
594, 3395-3405. 1.3 3

3035 The catalytic domain of the histone methyltransferase NSD2/MMSET is required for the generation of
B1 cells in mice. FEBS Letters, 2020, 594, 3324-3337. 1.3 5

3036 N6-Methyladenosine co-transcriptionally directs the demethylation of histone H3K9me2. Nature
Genetics, 2020, 52, 870-877. 9.4 157



169

Citation Report

# Article IF Citations

3037
Comparative gene expression profiling between optic nerve and spinal cord injury in Xenopus laevis
reveals a core set of genes inherent in successful regeneration of vertebrate central nervous system
axons. BMC Genomics, 2020, 21, 540.

1.2 11

3038 Transcriptional variation of sensory-related genes in natural populations of Aedes albopictus. BMC
Genomics, 2020, 21, 547. 1.2 6

3039 Causal Genetic Variants in Stillbirth. New England Journal of Medicine, 2020, 383, 1107-1116. 13.9 67

3040 Late-Onset Ornithine Transcarbamylase Deficiency and Variable Phenotypes in Vietnamese Females With
OTC Mutations. Frontiers in Pediatrics, 2020, 8, 321. 0.9 7

3041 BSA-Seq Discovery and Functional Analysis of Candidate Hessian Fly (Mayetiola destructor) Avirulence
Genes. Frontiers in Plant Science, 2020, 11, 956. 1.7 10

3042 Genome Resequencing, Improvement of Variant Calling, and Population Genomic Analyses Provide
Insights into the Seedlessness in the Genus<i>Vitis</i>. G3: Genes, Genomes, Genetics, 2020, 10, 3365-3377. 0.8 6

3043 Integrated epigenetic biomarkers in circulating cell-free DNA as a robust classifier for pancreatic
cancer. Clinical Epigenetics, 2020, 12, 112. 1.8 31

3044 Development and characterization of 15 novel polymorphic microsatellite loci for two important bot
flies (Diptera, Oestridae) by next-generation sequencing. Parasitology Research, 2020, 119, 2829-2835. 0.6 1

3045
Identification and expression analysis of novel splice variants of the human carcinoembryonic
antigen-related cell adhesion molecule 19 (CEACAM19) gene using a high-throughput sequencing
approach. Genomics, 2020, 112, 4268-4276.

1.3 3

3046 Kaposiâ€™s Sarcoma-Associated Herpesvirus Lytic Replication Is Independent of Anaphase-Promoting
Complex Activity. Journal of Virology, 2020, 94, . 1.5 1

3047 Functional Validation of CLDN Variants Identified in a Neural Tube Defect Cohort Demonstrates Their
Contribution to Neural Tube Defects. Frontiers in Neuroscience, 2020, 14, 664. 1.4 5

3048 Performance of Expanded Newborn Screening in Norway Supported by Post-Analytical Bioinformatics
Tools and Rapid Second-Tier DNA Analyses. International Journal of Neonatal Screening, 2020, 6, 51. 1.2 30

3049 High-Quality Resolution of the Outbreak-Related Zika Virus Genome and Discovery of New Viruses
Using Ion Torrent-Based Metatranscriptomics. Viruses, 2020, 12, 782. 1.5 5

3050 Generation of Sequencing Libraries for Structural Analysis of Bacterial 5â€² UTRs. STAR Protocols, 2020,
1, 100046. 0.5 0

3051 IL-15 Preconditioning Augments CAR T Cell Responses to Checkpoint Blockade for Improved Treatment
of Solid Tumors. Molecular Therapy, 2020, 28, 2379-2393. 3.7 49

3052 Development of Indel markers for the selection of Satsuma mandarin (Citrus unshiu Marc.) hybrids
that can be used for low-cost genotyping with agarose gels. Euphytica, 2020, 216, 1. 0.6 11

3053 BRAHMA-interacting proteins BRIP1 and BRIP2 are core subunits of Arabidopsis SWI/SNF complexes.
Nature Plants, 2020, 6, 996-1007. 4.7 33

3054 Impaired nodal shrinkage and apoptosis define the independent adverse outcome of NOTCH1 mutated
patients under ibrutinib therapy in chronic lymphocytic leukaemia. Haematologica, 2021, 106, 2345-2353. 1.7 8



170

Citation Report

# Article IF Citations

3055 Implications of TP53 allelic state for genome stability, clinical presentation and outcomes in
myelodysplastic syndromes. Nature Medicine, 2020, 26, 1549-1556. 15.2 372

3056 Preclinical evidence for the therapeutic value of TBX5 normalization in arrhythmia control.
Cardiovascular Research, 2021, 117, 1908-1922. 1.8 12

3057 A Division of Labor between YAP and TAZ in Nonâ€“Small Cell Lung Cancer. Cancer Research, 2020, 80,
4145-4157. 0.4 38

3058 G-quadruplex structures bind to EZ-Tn5 transposase. Biochimie, 2020, 177, 190-197. 1.3 2

3059 The <i>Arabidopsis</i> lnc<scp>RNA </scp><i><scp>ASCO</scp></i> modulates the transcriptome
through interaction with splicing factors. EMBO Reports, 2020, 21, e48977. 2.0 57

3060
Deep whole-genome sequencing of multiple proband tissues and parental blood reveals the complex
genetic etiology of congenital diaphragmatic hernias. Human Genetics and Genomics Advances, 2020, 1,
100008.

1.0 5

3061 Genetic study of pediatric hypertrophic cardiomyopathy in Egypt. Cardiology in the Young, 2020, 30,
1910-1916. 0.4 4

3062 Genomic diversity and population structure of the Leonberger dog breed. Genetics Selection
Evolution, 2020, 52, 61. 1.2 9

3063 Search and comparison of (epi)genomic feature patterns in multiple genome browser tracks. BMC
Bioinformatics, 2020, 21, 464. 1.2 2

3064 SLC19A3 Loss-of-Function Variant in Yorkshire Terriers with Leigh-Like Subacute Necrotizing
Encephalopathy. Genes, 2020, 11, 1215. 1.0 4

3065 Genetic Architecture Underpinning Yield Components and Seed Mineralâ€“Nutrients in Sesame. Genes,
2020, 11, 1221. 1.0 15

3066 X-Linked Duchenne-Type Muscular Dystrophy in Jack Russell Terrier Associated with a Partial Deletion
of the Canine DMD Gene. Genes, 2020, 11, 1175. 1.0 8

3067 Integrated multi-omics reveal epigenomic disturbance of assisted reproductive technologies in human
offspring. EBioMedicine, 2020, 61, 103076. 2.7 41

3068 Comprehensive analysis of transcriptome-wide m<sup>6</sup>A methylome in the anterior capsule of
the lens of high myopia patients. Epigenetics, 2021, 16, 955-968. 1.3 15

3069 A mutation in C. neoformans mitochondrial NADH dehydrogenase results in increased virulence in
mice. Virulence, 2020, 11, 1366-1378. 1.8 5

3070 A genomic and historical synthesis of plague in 18th century Eurasia. Proceedings of the National
Academy of Sciences of the United States of America, 2020, 117, 28328-28335. 3.3 31

3071 A large deletion on CFA28 omitting ACSL5 gene is associated with intestinal lipid malabsorption in the
Australian Kelpie dog breed. Scientific Reports, 2020, 10, 18223. 1.6 4

3072 AID*: A Spatial Index for Visual Exploration of Geo-Spatial Data. IEEE Transactions on Knowledge and
Data Engineering, 2022, 34, 3569-3582. 4.0 6



171

Citation Report

# Article IF Citations

3073 Proteasome subunit <i>PSMC3</i> variants cause neurosensory syndrome combining deafness and
cataract due to proteotoxic stress. EMBO Molecular Medicine, 2020, 12, e11861. 3.3 43

3074 The importance of an integrated genotype-phenotype strategy to unravel the molecular bases of
titinopathies. Neuromuscular Disorders, 2020, 30, 877-887. 0.3 18

3075 Newly established gastrointestinal cancer cell lines retain the genomic and immunophenotypic
landscape of their parental cancers. Scientific Reports, 2020, 10, 17895. 1.6 5

3076 Mutations in the exocyst component EXOC2 cause severe defects in human brain development. Journal
of Experimental Medicine, 2020, 217, . 4.2 17

3077 Complete Mitochondrial Genome Sequence of Mansonella perstans. Microbiology Resource
Announcements, 2020, 9, . 0.3 7

3078 Oncogenic Orphan Nuclear Receptor NR4A3 Interacts and Cooperates with MYB in Acinic Cell
Carcinoma. Cancers, 2020, 12, 2433. 1.7 13

3079 Control of translation during the unfolded protein response in maize seedlings: Life without PERKs.
Plant Direct, 2020, 4, e00241. 0.8 11

3080 Induction of ICER is superseded by smICER, challenging the impact of ICER under chronic
betaâ€•adrenergic stimulation. FASEB Journal, 2020, 34, 11272-11291. 0.2 2

3081
Selective Histone Deacetylase 6 Inhibitors Restore Cone Photoreceptor Vision or Outer Segment
Morphology in Zebrafish and Mouse Models of Retinal Blindness. Frontiers in Cell and Developmental
Biology, 2020, 8, 689.

1.8 22

3082 Mutational Landscape of Esophageal Squamous Cell Carcinoma in an Indian Cohort. Frontiers in
Oncology, 2020, 10, 1457. 1.3 21

3083
Variants in <i>FtsJ RNA 2â€²-O-Methyltransferase 3</i> and <i>Growth Hormone 1</i> are associated with
small body size and a dental anomaly in dogs. Proceedings of the National Academy of Sciences of the
United States of America, 2020, 117, 24929-24935.

3.3 3

3084 Transcriptomic Analysis Revealed an Emerging Role of Alternative Splicing in Embryonal Tumor with
Multilayered Rosettes. Genes, 2020, 11, 1108. 1.0 2

3085 Longitudinal Measurements of Glucocerebrosidase activity in Parkinsonâ€™s patients. Annals of Clinical
and Translational Neurology, 2020, 7, 1816-1830. 1.7 23

3086 Italian weedy riceâ€”A case of deâ€•domestication?. Ecology and Evolution, 2020, 10, 8449-8464. 0.8 16

3087 The Arabidopsis KH-domain protein FLOWERING LOCUS Y delays flowering by upregulating FLOWERING
LOCUS C family members. Plant Cell Reports, 2020, 39, 1705-1717. 2.8 3

3088 Long-read only assembly of Drechmeria coniospora genomes reveals widespread chromosome
plasticity and illustrates the limitations of current nanopore methods. GigaScience, 2020, 9, . 3.3 11

3089 LSD1 prevents aberrant heterochromatin formation in Neurospora crassa. Nucleic Acids Research,
2020, 48, 10199-10210. 6.5 4

3090 Nextâ€•generation sequencing assay in salivary gland cytology: A pilot study. Journal of Oral Pathology
and Medicine, 2020, 49, 1037-1043. 1.4 2



172

Citation Report

# Article IF Citations

3091 Rapid and economical drug resistance profiling with Nanopore MinION for clinical specimens with
low bacillary burden of Mycobacterium tuberculosis. BMC Research Notes, 2020, 13, 444. 0.6 13

3092
High-resolution analysis of Merkel Cell Polyomavirus in Merkel Cell Carcinoma reveals distinct
integration patterns and suggests NHEJ and MMBIR as underlying mechanisms. PLoS Pathogens, 2020,
16, e1008562.

2.1 24

3093 Mutation accumulation and developmental lineages in normal and Down syndrome human fetal
haematopoiesis. Scientific Reports, 2020, 10, 12991. 1.6 19

3094 Advancing brain barriers RNA sequencing: guidelines from experimental design to publication. Fluids
and Barriers of the CNS, 2020, 17, 51. 2.4 16

3095 Repair of an Attenuated Low-Passage Murine Cytomegalovirus Bacterial Artificial Chromosome
Identifies a Novel Spliced Gene Essential for Salivary Gland Tropism. Journal of Virology, 2020, 94, . 1.5 2

3096 New Plasmodium vivax Genomes From the China-Myanmar Border. Frontiers in Microbiology, 2020, 11,
1930. 1.5 5

3097 Systems Analysis of Biliary Atresia Through Integration of High-Throughput Biological Data. Frontiers
in Physiology, 2020, 11, 966. 1.3 3

3098 2000-year-old pathogen genomes reconstructed from metagenomic analysis of Egyptian mummified
individuals. BMC Biology, 2020, 18, 108. 1.7 29

3099 Comprehensive Analysis of mRNA and lncRNA Transcriptomes Reveals the Differentially Hypoxic
Response of Preadipocytes During Adipogenesis. Frontiers in Genetics, 2020, 11, 845. 1.1 3

3100
Supergene evolution via stepwise duplications and neofunctionalization of a floral-organ identity
gene. Proceedings of the National Academy of Sciences of the United States of America, 2020, 117,
23148-23157.

3.3 42

3101 GenoTypeMapper: graphical genotyping on genetic and sequence-based maps. Plant Methods, 2020, 16,
123. 1.9 3

3102 Novel developmental bases for the evolution of hypobranchial muscles in vertebrates. BMC Biology,
2020, 18, 120. 1.7 8

3103 Merqury: reference-free quality, completeness, and phasing assessment for genome assemblies.
Genome Biology, 2020, 21, 245. 3.8 975

3104 Contiguous and stochastic CHH methylation patterns of plant DRM2 and CMT2 revealed by single-read
methylome analysis. Genome Biology, 2020, 21, 194. 3.8 15

3105 Cost-Effective and Time-Efficient Molecular Assisted Selection for PPV Resistance in Apricot Based on
ParPMC2 Allele-Specific PCR. Agronomy, 2020, 10, 1292. 1.3 11

3106 Investigating the role of BEST1 and PRPH2 variants in the molecular aetiology of adult-onset
vitelliform macular dystrophies. Ophthalmic Genetics, 2020, 41, 585-590. 0.5 3

3107
Evolutionary trajectory of fish <i>Piscine novirhabdovirus</i> (=Viral Hemorrhagic Septicemia Virus)
across its Laurentian Great Lakes history: Spatial and temporal diversification. Ecology and Evolution,
2020, 10, 9740-9775.

0.8 5

3108 A LINE-1 insertion situated in the promoter of IMPG2 is associated with autosomal recessive
progressive retinal atrophy in Lhasa Apso dogs. BMC Genetics, 2020, 21, 100. 2.7 6



173

Citation Report

# Article IF Citations

3109 Adaptable haemodynamic endothelial cells for organogenesis and tumorigenesis. Nature, 2020, 585,
426-432. 13.7 145

3110 Long-read sequencing for non-small-cell lung cancer genomes. Genome Research, 2020, 30, 1243-1257. 2.4 28

3111 Transcriptomic signatures across human tissues identify functional rare genetic variation. Science,
2020, 369, . 6.0 89

3112 Unstable Mechanisms of Resistance to Inhibitors of Escherichia coli Lipoprotein Signal Peptidase.
MBio, 2020, 11, . 1.8 15

3113 A Customized Next-Generation Sequencing-Based Panel to Identify Novel Genetic Variants in Dementing
Disorders: A Pilot Study. Neural Plasticity, 2020, 2020, 1-10. 1.0 6

3114 Ocular genetics in the genomics age. American Journal of Medical Genetics, Part C: Seminars in
Medical Genetics, 2020, 184, 860-868. 0.7 2

3115 Identification of SNPs and InDels associated with berry size in table grapes integrating genetic and
transcriptomic approaches. BMC Plant Biology, 2020, 20, 365. 1.6 18

3116 Insights into HP1a-Chromatin Interactions. Cells, 2020, 9, 1866. 1.8 11

3117 Wholeâ€•genome sequencing reveals breedâ€•differential CNVs between Tongcheng and Large White pigs.
Animal Genetics, 2020, 51, 940-944. 0.6 7

3118
<i>cnd-1</i>/NeuroD1 Functions with the Homeobox Gene<i>ceh-5</i>/Vax2 and Hox
Gene<i>ceh-13</i>/labial To Specify Aspects of RME and DD Neuron Fate in<i>Caenorhabditis
elegans</i>. G3: Genes, Genomes, Genetics, 2020, 10, 3071-3085.

0.8 6

3119 MiR-302b as a Combinatorial Therapeutic Approach to Improve Cisplatin Chemotherapy Efficacy in
Human Triple-Negative Breast Cancer. Cancers, 2020, 12, 2261. 1.7 12

3120 The ubiquitin ligase Cullin-1 associates with chromatin and regulates transcription of specific c-MYC
target genes. Scientific Reports, 2020, 10, 13942. 1.6 16

3121 Marked mitochondrial genetic variation in individuals and populations of the carcinogenic liver fluke
Clonorchis sinensis. PLoS Neglected Tropical Diseases, 2020, 14, e0008480. 1.3 6

3122 Spacer acquisition by Type III CRISPRâ€“Cas system during bacteriophage infection of Thermus
thermophilus. Nucleic Acids Research, 2020, 48, 9787-9803. 6.5 24

3123 Role of GlnR in Controlling Expression of Nitrogen Metabolism Genes in Listeria monocytogenes.
Journal of Bacteriology, 2020, 202, . 1.0 5

3124 SARS-CoV-2 genomic and subgenomic RNAs in diagnostic samples are not an indicator of active
replication. Nature Communications, 2020, 11, 6059. 5.8 254

3125 Intron retention is a robust marker of intertumoral heterogeneity in pancreatic ductal
adenocarcinoma. Npj Genomic Medicine, 2020, 5, 55. 1.7 10

3126 Human transcription factors responsive to initial reprogramming predominantly undergo legitimate
reprogramming during fibroblast conversion to iPSCs. Scientific Reports, 2020, 10, 19710. 1.6 9



174

Citation Report

# Article IF Citations

3127 A biomolecular anthropological investigation of William Adams, the first SAMURAI from England.
Scientific Reports, 2020, 10, 21651. 1.6 1

3128 A functional genomics approach to dissect spotted alfalfa aphid resistance in Medicago truncatula.
Scientific Reports, 2020, 10, 22159. 1.6 3

3129 Turnip mosaic virus in oilseed rape activates networks of sRNA-mediated interactions between viral
and host genomes. Communications Biology, 2020, 3, 702. 2.0 13

3130 Nasopharyngeal carcinoma MHC region deep sequencing identifies HLA and novel non-HLA TRIM31 and
TRIM39 loci. Communications Biology, 2020, 3, 759. 2.0 17

3131 Identifying cortical specific long noncoding RNAs modified by m<sup>6</sup>A RNA methylation in
mouse brains. Epigenetics, 2021, 16, 1260-1276. 1.3 10

3132 Identification and population genetic analyses of copy number variations in six domestic goat breeds
and Bezoar ibexes using next-generation sequencing. BMC Genomics, 2020, 21, 840. 1.2 7

3133 A Novel SETBP1 Gene Disruption by a De Novo Balanced Translocation in a Patient with Speech
Impairment, Intellectual, and Behavioral Disorder. Journal of Pediatric Genetics, 2022, 11, 135-138. 0.3 2

3134 The Cell-Free Expression of MiR200 Family Members Correlates with Estrogen Sensitivity in Human
Epithelial Ovarian Cells. International Journal of Molecular Sciences, 2020, 21, 9725. 1.8 7

3135 Dppa2/4 as a trigger of signaling pathways to promote zygote genome activation by binding to CG-rich
region. Briefings in Bioinformatics, 2021, 22, . 3.2 12

3136 Efficient methods for hierarchical multi-omic feature extraction and visualisation. International
Journal of Data Mining and Bioinformatics, 2020, 23, 285. 0.1 1

3137 Low Base-Substitution Mutation Rate but High Rate of Slippage Mutations in the Sequence Repeat-Rich
Genome of Dictyostelium discoideum. G3: Genes, Genomes, Genetics, 2020, 10, 3445-3452. 0.8 10

3138 Characterization of the TyrR Regulon in the Rhizobacterium Enterobacter ludwigii UW5 Reveals
Overlap with the CpxR Envelope Stress Response. Journal of Bacteriology, 2020, 203, . 1.0 2

3139 In Vitro Evaluation of a Phage Cocktail Controlling Infections with Escherichia coli. Viruses, 2020, 12,
1470. 1.5 21

3140 Improving CLIP-seq data analysis by incorporating transcript information. BMC Genomics, 2020, 21, 894. 1.2 8

3141 The complete chloroplast genome sequence of the Dioscorea esculenta (Lour.) Burkill
(Dioscoreaceae). Mitochondrial DNA Part B: Resources, 2020, 5, 3786-3788. 0.2 1

3142
HSATII RNA is induced via a noncanonical ATM-regulated DNA damage response pathway and promotes
tumor cell proliferation and movement. Proceedings of the National Academy of Sciences of the
United States of America, 2020, 117, 31891-31901.

3.3 19

3143 Complete Genome Sequence of Francisella tularensis subsp. holarctica Strain A271_1 (FDC408),
Isolated from a Eurasian Beaver (Castor fiber). Microbiology Resource Announcements, 2020, 9, . 0.3 2

3144 Phenotypic and Genomic Comparison of the Two Most Common ExoU-Positive Pseudomonas
aeruginosa Clones, PA14 and ST235. MSystems, 2020, 5, . 1.7 19



175

Citation Report

# Article IF Citations

3145 Detection of Structural Variants in Circulating Cell-Free DNA from Sarcoma Patients Using Next
Generation Sequencing. Cancers, 2020, 12, 3627. 1.7 7

3146 Evaluation of the Ion AmpliSeqâ„¢ PhenoTrivium Panel: MPS-Based Assay for Ancestry and Phenotype
Predictions Challenged by Casework Samples. Genes, 2020, 11, 1398. 1.0 19

3147
A Multi-Strategy Sequencing Workflow in Inherited Retinal Dystrophies: Routine Diagnosis,
Addressing Unsolved Cases and Candidate Genes Identification. International Journal of Molecular
Sciences, 2020, 21, 9355.

1.8 5

3148 Genome-Wide Analysis of Cell-Free DNA Methylation Profiling for the Early Diagnosis of Pancreatic
Cancer. Frontiers in Genetics, 2020, 11, 596078. 1.1 25

3149 Comparative Evolutionary Patterns of Burkholderia cenocepacia and B. multivorans During Chronic
Co-infection of a Cystic Fibrosis Patient Lung. Frontiers in Microbiology, 2020, 11, 574626. 1.5 7

3150 Transcriptome-Wide m6A Methylation in Skin Lesions From Patients With Psoriasis Vulgaris. Frontiers
in Cell and Developmental Biology, 2020, 8, 591629. 1.8 23

3151 Identification of the â€˜Haryejosaengâ€™ mandarin cultivar by multiplex PCR-based SNP genotyping.
Molecular Biology Reports, 2020, 47, 8385-8395. 1.0 5

3152 A Prion-like Domain in Transcription Factor EBF1 Promotes Phase Separation and Enables B Cell
Programming of Progenitor Chromatin. Immunity, 2020, 53, 1151-1167.e6. 6.6 47

3153 Molecular landscape and efficacy of HER2-targeted therapy in patients with HER2-mutated metastatic
breast cancer. Npj Breast Cancer, 2020, 6, 59. 2.3 32

3154 Gene Loss and Acquisition in Lineages of Pseudomonas aeruginosa Evolving in Cystic Fibrosis Patient
Airways. MBio, 2020, 11, . 1.8 31

3155 Analysis of splice variants of the human protein disulfide isomerase (P4HB) gene. BMC Genomics, 2020,
21, 766. 1.2 3

3156 Metastatic and recurrent adrenocortical cancer is not defined by its genomic landscape. BMC Medical
Genomics, 2020, 13, 165. 0.7 15

3157
Brd/BET Proteins Influence the Genome-Wide Localization of the Kaposiâ€™s Sarcoma-Associated
Herpesvirus and Murine Gammaherpesvirus Major Latency Proteins. Frontiers in Microbiology, 2020,
11, 591778.

1.5 7

3158 PURÎ± Promotes the Transcriptional Activation of PCK2 in Oesophageal Squamous Cell Carcinoma Cells.
Genes, 2020, 11, 1301. 1.0 7

3159 Identification and Isolation of Two Different Subpopulations Within African Swine Fever Virus Arm/07
Stock. Vaccines, 2020, 8, 625. 2.1 16

3160 Transmission of Artemisinin-Resistant Malaria Parasites to Mosquitoes under Antimalarial Drug
Pressure. Antimicrobial Agents and Chemotherapy, 2020, 65, . 1.4 29

3161 Exploration of a Resequenced Tomato Core Collection for Phenotypic and Genotypic Variation in
Plant Growth and Fruit Quality Traits. Genes, 2020, 11, 1278. 1.0 24

3162 Coactivation of NF-ÎºB and Notch signaling is sufficient to induce B-cell transformation and enables
B-myeloid conversion. Blood, 2020, 135, 108-120. 0.6 14



176

Citation Report

# Article IF Citations

3163 Clonal hematopoiesis in donors and long-term survivors of related allogeneic hematopoietic stem
cell transplantation. Blood, 2020, 135, 1548-1559. 0.6 58

3164 Protein-Mediated and RNA-Based Origins of Replication of Extrachromosomal Mycobacterial
Prophages. MBio, 2020, 11, . 1.8 16

3165 Germline whole exome sequencing of a family with appendiceal mucinous tumours presenting with
pseudomyxoma peritonei. BMC Cancer, 2020, 20, 369. 1.1 5

3166 Modulation of Peptidoglycan Synthesis by Recycled Cell Wall Tetrapeptides. Cell Reports, 2020, 31,
107578. 2.9 43

3167 Comparative genomics in infectious disease. Current Opinion in Microbiology, 2020, 53, 61-70. 2.3 11

3168 SinoDuplex: An Improved Duplex Sequencing Approach to Detect Low-frequency Variants in Plasma
cfDNA Samples. Genomics, Proteomics and Bioinformatics, 2020, 18, 81-90. 3.0 8

3169 The CFTR Mutation c.3453G > C (D1152H) Confers an Anion Selectivity Defect in Primary Airway Tissue
that Can be Rescued by Ivacaftor. Journal of Personalized Medicine, 2020, 10, 40. 1.1 25

3170 CNAplot â€” Software for visual inspection of chromosomal copy number alteration in cancer using
juxtaposed sequencing read depth ratios and variant allele frequencies. SoftwareX, 2020, 11, 100503. 1.2 2

3171 Bâ€•cell lymphoma 2 family genes show a molecular pattern of spatiotemporal heterogeneity in
gynaecologic and breast cancer. Cell Proliferation, 2020, 53, e12826. 2.4 6

3172 Improved Genome Assembly and Annotation of the Soybean Aphid (<i>Aphis glycines</i>Matsumura). G3:
Genes, Genomes, Genetics, 2020, 10, 899-906. 0.8 22

3173 HOX13-dependent chromatin accessibility underlies the transition towards the digit development
program. Nature Communications, 2020, 11, 2491. 5.8 40

3174 Dual Deep Sequencing Improves the Accuracy of Low-Frequency Somatic Mutation Detection in Cancer
Gene Panel Testing. International Journal of Molecular Sciences, 2020, 21, 3530. 1.8 11

3175 Acid Experimental Evolution of the Haloarchaeon Halobacterium sp. NRC-1 Selects Mutations
Affecting Arginine Transport and Catabolism. Frontiers in Microbiology, 2020, 11, 535. 1.5 6

3176 Evolutionarily ancient BAHâ€“PHD protein mediates Polycomb silencing. Proceedings of the National
Academy of Sciences of the United States of America, 2020, 117, 11614-11623. 3.3 30

3177 Dynamic regulation of chromatin organizer SATB1 via TCR-induced alternative promoter switch
during T-cell development. Nucleic Acids Research, 2020, 48, 5873-5890. 6.5 12

3178 Oviz-Bio: a web-based platform for interactive cancer genomics data visualization. Nucleic Acids
Research, 2020, 48, W415-W426. 6.5 17

3179 Identifying disease-causing mutations in genomes of single patients by computational approaches.
Human Genetics, 2020, 139, 769-776. 1.8 12

3180 Novel role of ASH1L histone methyltransferase in anaplastic thyroid carcinoma. Journal of Biological
Chemistry, 2020, 295, 8834-8845. 1.6 21



177

Citation Report

# Article IF Citations

3181 An update on vitamin D signaling and cancer. Seminars in Cancer Biology, 2022, 79, 217-230. 4.3 129

3182 Organ of Corti size is governed by Yap/Tead-mediated progenitor self-renewal. Proceedings of the
National Academy of Sciences of the United States of America, 2020, 117, 13552-13561. 3.3 36

3183 Genomic and Clinicopathologic Characteristics of PRKAR1A-inactivated Melanomas. American Journal
of Surgical Pathology, 2020, 44, 805-816. 2.1 31

3184 Multiple <i>GYPB</i> gene deletions associated with the Uâˆ’ phenotype in those of African ancestry.
Transfusion, 2020, 60, 1294-1307. 0.8 12

3185 Second-Tier Next Generation Sequencing Integrated in Nationwide Newborn Screening Provides Rapid
Molecular Diagnostics of Severe Combined Immunodeficiency. Frontiers in Immunology, 2020, 11, 1417. 2.2 38

3186
Burden of Rare Variants in ALS and Axonal Hereditary Neuropathy Genes Influence Survival in ALS:
Insights from a Next Generation Sequencing Study of an Italian ALS Cohort. International Journal of
Molecular Sciences, 2020, 21, 3346.

1.8 11

3187 Impact of Epigenetics on Complications of Fanconi Anemia: The Role of Vitamin D-Modulated Immunity.
Nutrients, 2020, 12, 1355. 1.7 5

3188 Extreme genomic volatility characterizes the evolution of the immunoglobulin heavy chain locus in
cyprinodontiform fishes. Proceedings of the Royal Society B: Biological Sciences, 2020, 287, 20200489. 1.2 11

3189 An Extensive Meta-Metagenomic Search Identifies SARS-CoV-2-Homologous Sequences in Pangolin Lung
Viromes. MSphere, 2020, 5, . 1.3 46

3190 Genomic evidence for a hybrid origin of the yeast opportunistic pathogen Candida albicans. BMC
Biology, 2020, 18, 48. 1.7 46

3191
Nutrient dose-responsive transcriptome changes driven by Michaelisâ€“Menten kinetics underlie plant
growth rates. Proceedings of the National Academy of Sciences of the United States of America, 2020,
117, 12531-12540.

3.3 38

3192 The Predicted RNA-Binding Protein ETR-1/CELF1 Acts in Muscles To Regulate Neuroblast Migration
in<i>Caenorhabditis elegans</i>. G3: Genes, Genomes, Genetics, 2020, 10, 2365-2376. 0.8 6

3193 Emerging Roles for 3â€² UTRs in Neurons. International Journal of Molecular Sciences, 2020, 21, 3413. 1.8 48

3194 Parental somatic mosaicism for CNV deletions â€“ A need for more sensitive and precise detection
methods in clinical diagnostics settings. Genomics, 2020, 112, 2937-2941. 1.3 14

3195 Long non-coding RNA Neat1 regulates adaptive behavioural response to stress in mice. Translational
Psychiatry, 2020, 10, 171. 2.4 38

3196
Genome mining of the citrus pathogen ElsinoÃ« fawcettii; prediction and prioritisation of candidate
effectors, cell wall degrading enzymes and secondary metabolite gene clusters. PLoS ONE, 2020, 15,
e0227396.

1.1 9

3197 Integration of high-throughput reporter assays identify a critical enhancer of the Ikzf1 gene. PLoS
ONE, 2020, 15, e0233191. 1.1 4

3198 The Draft Genome Dataset of the Asian Cricket Teleogryllus occipitalis for Molecular Research
Toward Entomophagy. Frontiers in Genetics, 2020, 11, 470. 1.1 15



178

Citation Report

# Article IF Citations

3199 Proximityâ€•CLIP and Expedited Nonâ€•Radioactive Library Preparation of Small RNA Footprints for
Nextâ€•Generation Sequencing. Current Protocols in Molecular Biology, 2020, 131, e120. 2.9 2

3200 The lot-to-lot variability in the mitochondrial genome of controls. Forensic Science International:
Genetics, 2020, 47, 102298. 1.6 6

3201 The essential genome of Ralstonia solanacearum. Microbiological Research, 2020, 238, 126500. 2.5 13

3202 Transcript expression-aware annotation improves rare variant interpretation. Nature, 2020, 581,
452-458. 13.7 142

3203 Pseudodominant Nanophthalmos in a Roma Family Caused by a Novel PRSS56 Variant. Journal of
Ophthalmology, 2020, 2020, 1-9. 0.6 3

3204 Agonist binding directs dynamic competition among nuclear receptors for heterodimerization with
retinoid X receptor. Journal of Biological Chemistry, 2020, 295, 10045-10061. 1.6 24

3205 Proteogenomic analysis of Inhibitor of Differentiation 4 (ID4) in basal-like breast cancer. Breast
Cancer Research, 2020, 22, 63. 2.2 8

3206
Capture-Based Next-Generation Sequencing Improves the Identification of Immunoglobulin/T-Cell
Receptor Clonal Markers and Gene Mutations in Adult Acute Lymphoblastic Leukemia Patients Lacking
Molecular Probes. Cancers, 2020, 12, 1505.

1.7 11

3207 Infection of pulmonary epithelial cells by clinical strains of M. tuberculosis induces alternate
splicing events. Gene, 2020, 750, 144755. 1.0 3

3208 Eosinophil function in adipose tissue is regulated by KrÃ¼ppel-like factor 3 (KLF3). Nature
Communications, 2020, 11, 2922. 5.8 35

3209 Ampliconic Genes on the Great Ape Y Chromosomes: Rapid Evolution of Copy Number but Conservation
of Expression Levels. Genome Biology and Evolution, 2020, 12, 842-859. 1.1 13

3210 A novel sensitive detection method for DNA methylation in circulating free DNA of pancreatic cancer.
PLoS ONE, 2020, 15, e0233782. 1.1 21

3211 Novel insights into biological roles of inducible cAMP early repressor ICER. Biochemical and
Biophysical Research Communications, 2020, 530, 396-401. 1.0 3

3212 Population Structure, Stratification, and Introgression of Human Structural Variation. Cell, 2020,
182, 189-199.e15. 13.5 79

3213 Endogenous viral elements integrated into the genome of the soybean aphid, Aphis glycines. Insect
Biochemistry and Molecular Biology, 2020, 123, 103405. 1.2 13

3214 Closing Human Reference Genome Gaps: Identifying and Characterizing Gap-Closing Sequences. G3:
Genes, Genomes, Genetics, 2020, 10, 2801-2809. 0.8 10

3215 Dual-Seq reveals genome and transcriptome of Caedibacter taeniospiralis, obligate endosymbiont of
Paramecium. Scientific Reports, 2020, 10, 9727. 1.6 8

3216 ETS variant transcription factor 5 and c-Myc cooperate in derepressing the human telomerase gene
promoter via composite ETS/E-box motifs. Journal of Biological Chemistry, 2020, 295, 10062-10075. 1.6 6



179

Citation Report

# Article IF Citations

3217 Overcoming the challenges of interpreting complex and uncommon RH alleles from whole genomes.
Vox Sanguinis, 2020, 115, 790-801. 0.7 5

3218 Sarcoma and the 100,000 Genomes Project: our experience and changes to practice. Journal of
Pathology: Clinical Research, 2020, 6, 297-307. 1.3 20

3219
Carbon monoxide-dependent transcriptional changes in a thermophilic, carbon monoxide-utilizing,
hydrogen-evolving bacterium Calderihabitans maritimus KKC1 revealed by transcriptomic analysis.
Extremophiles, 2020, 24, 551-564.

0.9 2

3220 Pancreatic ductal adenocarcinomas from Mexican patients present a distinct genomic mutational
pattern. Molecular Biology Reports, 2020, 47, 5175-5184. 1.0 3

3221 Monogenic and polygenic inheritance become instruments for clonal selection. Nature, 2020, 584,
136-141. 13.7 119

3222
Small Noncoding RNA CjNC110 Influences Motility, Autoagglutination, AI-2 Localization, Hydrogen
Peroxide Sensitivity, and Chicken Colonization in Campylobacter jejuni. Infection and Immunity, 2020,
88, .

1.0 9

3223 Temporal, Environmental, and Biological Drivers of the Mucosal Microbiome in a Wild Marine Fish,
Scomber japonicus. MSphere, 2020, 5, . 1.3 49

3224 Assessment of Pre-Analytical Sample Handling Conditions for Comprehensive Liquid Biopsy Analysis.
Journal of Molecular Diagnostics, 2020, 22, 1070-1086. 1.2 48

3225 Loss of the transcription factor MAFB limits Î²-cell derivation from human PSCs. Nature
Communications, 2020, 11, 2742. 5.8 37

3226 Hemizygous mutations in L1CAM in two unrelated male probands with childhood onset psychosis.
Psychiatric Genetics, 2020, 30, 73-82. 0.6 2

3227 Differences in DYF387S1 copy number distribution among haplogroups caused by haplogroup-specific
ancestral Y-chromosome mutations. Forensic Science International: Genetics, 2020, 48, 102315. 1.6 13

3228 BRD4 promotes metastatic potential in oral squamous cell carcinoma through the epigenetic
regulation of the MMP2 gene. British Journal of Cancer, 2020, 123, 580-590. 2.9 16

3229 The involvement of U-type dicentric chromosomes in the formation of terminal deletions with or
without adjacent inverted duplications. Human Genetics, 2020, 139, 1417-1427. 1.8 12

3230
Comparison of suspected Lynch syndrome patients carrying <i>BRCA</i> and <i>BRCAâ€•</i>like variants
with Lynch syndrome probands: Phenotypic characteristics and pedigree analyses. Molecular Genetics
&amp; Genomic Medicine, 2020, 8, e1359.

0.6 4

3231 Targeting RSPO3-LGR4 Signaling for Leukemia Stem Cell Eradication in Acute Myeloid Leukemia. Cancer
Cell, 2020, 38, 263-278.e6. 7.7 59

3232 Pan-Genome of Wild and Cultivated Soybeans. Cell, 2020, 182, 162-176.e13. 13.5 508

3233 Genomics of Clinal Local Adaptation in<i>Pinus sylvestris</i>Under Continuous Environmental and
Spatial Genetic Setting. G3: Genes, Genomes, Genetics, 2020, 10, 2683-2696. 0.8 24

3234 Recurrent horizontal transfer identifies mitochondrial positive selection in a transmissible cancer.
Nature Communications, 2020, 11, 3059. 5.8 18



180

Citation Report

# Article IF Citations

3235 Pleomorphic adenomas and mucoepidermoid carcinomas of the breast are underpinned by fusion
genes. Npj Breast Cancer, 2020, 6, 20. 2.3 25

3236 Transposon-mediated telomere destabilization: a driver of genome evolution in the blast fungus.
Nucleic Acids Research, 2020, 48, 7197-7217. 6.5 14

3237 Well-Differentiated Papillary Mesothelioma of the Peritoneum Is Genetically Distinct from Malignant
Mesothelioma. Cancers, 2020, 12, 1568. 1.7 21

3238 Diversity of endogenous avian leukosis virus subgroup E (ALVE) insertions in indigenous chickens.
Genetics Selection Evolution, 2020, 52, 29. 1.2 9

3239 Identification of novel alternative splicing isoform biomarkers and their association with overall
survival in colorectal cancer. BMC Gastroenterology, 2020, 20, 171. 0.8 23

3240 Keap1 mutation renders lung adenocarcinomas dependent on Slc33a1. Nature Cancer, 2020, 1, 589-602. 5.7 44

3241 Dynamic chromatin accessibility profiling reveals changes in host genome organization in response to
baculovirus infection. PLoS Pathogens, 2020, 16, e1008633. 2.1 12

3242 Genetic and functional diversification of chemosensory pathway receptors in mosquito-borne filarial
nematodes. PLoS Biology, 2020, 18, e3000723. 2.6 33

3243 A Multiplex PCR-Based Next Generation Sequencing-Panel to Identify Mutations for Targeted Therapy in
Breast Cancer Circulating Tumor Cells. Applied Sciences (Switzerland), 2020, 10, 3364. 1.3 4

3244 Assessing the Performance of Dried-Blood-Spot DNA Extraction Methods in Next Generation
Sequencing. International Journal of Neonatal Screening, 2020, 6, 36. 1.2 10

3245 Fine mapping of the peach pollen sterility gene (Ps/ps) and detection of markers for marker-assisted
selection. Molecular Breeding, 2020, 40, 1. 1.0 4

3246 Targeting FTO Suppresses Cancer Stem Cell Maintenance and Immune Evasion. Cancer Cell, 2020, 38,
79-96.e11. 7.7 389

3247 Whole exome sequencing reveals the different responsiveness to Enterovirus 71 vaccination in
Chinese children. International Journal of Infectious Diseases, 2020, 97, 47-53. 1.5 1

3248 qDRIP: a method to quantitatively assess RNAâ€“DNA hybrid formation genome-wide. Nucleic Acids
Research, 2020, 48, e84-e84. 6.5 55

3249 MoAIMS: efficient software for detection of enriched regions of MeRIP-Seq. BMC Bioinformatics, 2020,
21, 103. 1.2 13

3250 LogoJS: a Javascript package for creating sequence logos and embedding them in web applications.
Bioinformatics, 2020, 36, 3573-3575. 1.8 7

3251 CYLD is a causative gene for frontotemporal dementia â€“ amyotrophic lateral sclerosis. Brain, 2020,
143, 783-799. 3.7 62

3252 Identification of FMR1-regulated molecular networks in human neurodevelopment. Genome Research,
2020, 30, 361-374. 2.4 47



181

Citation Report

# Article IF Citations

3253 Genomic and Transcriptomic Characterization of Natural Killer T Cell Lymphoma. Cancer Cell, 2020, 37,
403-419.e6. 7.7 136

3254 InvBFM: finding genomic inversions from high-throughput sequence data based on feature mining.
BMC Genomics, 2020, 21, 173. 1.2 4

3255 Recurrent Oncogenic JAK and STAT AlterationsÂ in Cutaneous CD30-Positive Lymphoproliferative
Disorders. Journal of Investigative Dermatology, 2020, 140, 2023-2031.e1. 0.3 10

3256 Integrated genomic characterization of ERBB2/HER2 alterations in invasive breast carcinoma: a focus
on unusual FISH groups. Modern Pathology, 2020, 33, 1546-1556. 2.9 12

3257 Fullâ€•genome analysis of hepatitis C virus in HIVâ€•coinfected hemophiliac Japanese patients. Hepatology
Research, 2020, 50, 763-769. 1.8 1

3258 Low Spontaneous Mutation Rate and Pleistocene Radiation of Pea Aphids. Molecular Biology and
Evolution, 2020, 37, 2045-2051. 3.5 17

3259 In vivo CRISPRa decreases seizures and rescues cognitive deficits in a rodent model of epilepsy. Brain,
2020, 143, 891-905. 3.7 79

3260 Discovery of the Genomic Region and Candidate Genes of the Scarlet Red Flesh Color (Yscr) Locus in
Watermelon (Citrullus Lanatus L.). Frontiers in Plant Science, 2020, 11, 116. 1.7 21

3261 The genetic architecture of breast papillary lesions as a predictor of progression to carcinoma. Npj
Breast Cancer, 2020, 6, 9. 2.3 19

3262 SEQing: web-based visualization of iCLIP and RNA-seq data in an interactive python framework. BMC
Bioinformatics, 2020, 21, 113. 1.2 9

3263 Comparison of third-generation sequencing approaches to identify viral pathogens under public
health emergency conditions. Virus Genes, 2020, 56, 288-297. 0.7 17

3264 AT-Hook Transcription Factors Restrict Petiole Growth by Antagonizing PIFs. Current Biology, 2020,
30, 1454-1466.e6. 1.8 39

3265 A case study of a micro-inversion event in dark brown fibre cotton (Gossypium hirsutum). Crop
Journal, 2020, 8, 577-585. 2.3 2

3266 Dissecting the role of PfAP2-G in malaria gametocytogenesis. Nature Communications, 2020, 11, 1503. 5.8 108

3267 Shifts in Ribosome Engagement Impact Key Gene Sets in Neurodevelopment and Ubiquitination in Rett
Syndrome. Cell Reports, 2020, 30, 4179-4196.e11. 2.9 46

3268 CDK1 dependent phosphorylation of hTERT contributes to cancer progression. Nature
Communications, 2020, 11, 1557. 5.8 38

3269 A genomic and epigenomic atlas of prostate cancer in Asian populations. Nature, 2020, 580, 93-99. 13.7 183

3270 An mRNA-mRNA Interaction Couples Expression of a Virulence Factor and Its Chaperone in Listeria
monocytogenes. Cell Reports, 2020, 30, 4027-4040.e7. 2.9 36



182

Citation Report

# Article IF Citations

3271 An RNA-seq based comparative approach reveals the transcriptome-wide interplay between 3â€²-to-5â€²
exoRNases and RNase Y. Nature Communications, 2020, 11, 1587. 5.8 27

3272 Unraveling 1,4-Butanediol Metabolism in Pseudomonas putida KT2440. Frontiers in Microbiology, 2020,
11, 382. 1.5 42

3273 A Critical Role for Estrogen-Related Receptor Signaling in Cardiac Maturation. Circulation Research,
2020, 126, 1685-1702. 2.0 81

3274 Quantitative Assessment of Parental Somatic Mosaicism for Copyâ€•Number Variant (CNV) Deletions.
Current Protocols in Human Genetics, 2020, 106, e99. 3.5 7

3275 Using Direct RNA Nanopore Sequencing to Deconvolute Viral Transcriptomes. Current Protocols in
Microbiology, 2020, 57, e99. 6.5 11

3276 Mapping-by-Sequencing via MutMap Identifies a Mutation in ZmCLE7 Underlying Fasciation in a Newly
Developed EMS Mutant Population in an Elite Tropical Maize Inbred. Genes, 2020, 11, 281. 1.0 21

3277 New proposal of nitrogen metabolism regulation by small RNAs in the extreme halophilic archaeon
Haloferax mediterranei. Molecular Genetics and Genomics, 2020, 295, 775-785. 1.0 7

3278 A point mutation in the photosystem I P700 chlorophyll a apoprotein A1 gene confers variegation in
Helianthus annuus L. Plant Molecular Biology, 2020, 103, 373-389. 2.0 17

3279 Systematic Establishment of Robustness and Standards in Patient-Derived Xenograft Experiments and
Analysis. Cancer Research, 2020, 80, 2286-2297. 0.4 43

3280 Improved Criteria for the Classification of Titin Variants in Inherited Skeletal Myopathies. Journal of
Neuromuscular Diseases, 2020, 7, 153-166. 1.1 18

3281 Alveolar Macrophage Chromatin Is Modified to Orchestrate Host Response to Mycobacterium bovis
Infection. Frontiers in Genetics, 2019, 10, 1386. 1.1 19

3282
Alternatively Constructed Estrogen Receptor Alpha-Driven Super-Enhancers Result in Similar Gene
Expression in Breast and Endometrial Cell Lines. International Journal of Molecular Sciences, 2020, 21,
1630.

1.8 2

3283 Genetic Identification and Transcriptome Analysis of Lintless and Fuzzless Traits in Gossypium
arboreum L.. International Journal of Molecular Sciences, 2020, 21, 1675. 1.8 19

3284 Expert curation of the human and mouse olfactory receptor gene repertoires identifies conserved
coding regions split across two exons. BMC Genomics, 2020, 21, 196. 1.2 28

3285 Metabolic Labeling of RNAs Uncovers Hidden Features and Dynamics of the Arabidopsis Transcriptome.
Plant Cell, 2020, 32, 871-887. 3.1 38

3286 Ubiquitination of DNA Damage-Stalled RNAPII Promotes Transcription-Coupled Repair. Cell, 2020, 180,
1228-1244.e24. 13.5 132

3287 Epitranscriptomic 5-Methylcytosine Profile in PM2.5-induced Mouse Pulmonary Fibrosis. Genomics,
Proteomics and Bioinformatics, 2020, 18, 41-51. 3.0 41

3288 Transient genome-wide interactions of the master transcription factor NLP7 initiate a rapid
nitrogen-response cascade. Nature Communications, 2020, 11, 1157. 5.8 99



183

Citation Report

# Article IF Citations

3289 VviUCC1 Nucleotide Diversity, Linkage Disequilibrium and Association with Rachis Architecture Traits
in Grapevine. Genes, 2020, 11, 598. 1.0 7

3290 Development and characterization of microsatellite markers in Rosy-faced and other lovebirds
(Agapornis spp.) using next-generation sequencing. Molecular Biology Reports, 2020, 47, 6417-6427. 1.0 1

3291 Structural variation of the malaria-associated human glycophorin A-B-E region. BMC Genomics, 2020,
21, 446. 1.2 7

3292 Characterization of a dual <scp>BET</scp>/<scp>HDAC</scp> inhibitor for treatment of pancreatic
ductal adenocarcinoma. International Journal of Cancer, 2020, 147, 2847-2861. 2.3 34

3293 An efficient single-cell transcriptomics workflow for microbial eukaryotes benchmarked on Giardia
intestinalis cells. BMC Genomics, 2020, 21, 448. 1.2 8

3294 Differences in the molecular profile of endometrial cancers from British White and British South
Asian women. PLoS ONE, 2020, 15, e0233900. 1.1 6

3295 A Deletion in GDF7 is Associated with a Heritable Forebrain Commissural Malformation Concurrent
with Ventriculomegaly and Interhemispheric Cysts in Cats. Genes, 2020, 11, 672. 1.0 7

3296 Epidermal activation of Hedgehog signaling establishes an immunosuppressive microenvironment in
basal cell carcinoma by modulating skin immunity. Molecular Oncology, 2020, 14, 1930-1946. 2.1 21

3297 Histone Acetyltransferase MOF Blocks Acquisition of Quiescence in Ground-State ESCs through
Activating Fatty Acid Oxidation. Cell Stem Cell, 2020, 27, 441-458.e10. 5.2 37

3298 Detection of Fusion Genes to Determine Minimal Residual Disease in Leukemia Using Next-Generation
Sequencing. Clinical Chemistry, 2020, 66, 1084-1092. 1.5 6

3299 Maternal effects shape the alternative splicing of parental alleles in reciprocal cross hybrids of
Megalobrama amblycephala Ã— Culter alburnus. BMC Genomics, 2020, 21, 457. 1.2 9

3300 A novel method of male sex identification of human ancient skeletal remains. Chromosome Research,
2020, 28, 277-291. 1.0 4

3301 Identification and characterisation of endogenous Avian Leukosis Virus subgroup E (ALVE) insertions
in chicken whole genome sequencing data. Mobile DNA, 2020, 11, 22. 1.3 12

3302 Enhancer and super-enhancer dynamics in repair after ischemic acute kidney injury. Nature
Communications, 2020, 11, 3383. 5.8 61

3303 Kinome capture sequencing of high-grade serous ovarian carcinoma reveals novel mutations in the
JAK3 gene. PLoS ONE, 2020, 15, e0235766. 1.1 2

3304 Multi-tissue epigenetic analysis of the osteoarthritis susceptibility locus mapping to the plectin gene
PLEC. Osteoarthritis and Cartilage, 2020, 28, 1448-1458. 0.6 25

3305 The heterochronic gene <i>Oryza sativa LIKE HETEROCHROMATIN PROTEIN 1</i> modulates miR156b/c/i/e
levels. Journal of Integrative Plant Biology, 2020, 62, 1839-1852. 4.1 9

3306 In silico guided structural and functional analysis of genes with potential involvement in resistance
to coffee leaf rust: A functional marker based approach. PLoS ONE, 2020, 15, e0222747. 1.1 13



184

Citation Report

# Article IF Citations

3307 Heterogeneous phenotype of Hereditary Xerocytosis in association with PIEZO1 variants. Blood Cells,
Molecules, and Diseases, 2020, 82, 102413. 0.6 4

3308 Polymorphic centromere locations in the pathogenic yeast <i>Candida parapsilosis</i>. Genome
Research, 2020, 30, 684-696. 2.4 22

3309 DNA methylation signatures of Prostate Cancer in peripheral T-cells. BMC Cancer, 2020, 20, 588. 1.1 13

3310 FiTAc-seq: fixed-tissue ChIP-seq for H3K27ac profiling and super-enhancer analysis of FFPE tissues.
Nature Protocols, 2020, 15, 2503-2518. 5.5 20

3311 PRC2-mediated H3K27me3 modulates shoot iron homeostasis in <i>Arabidopsis thaliana</i>. Plant
Signaling and Behavior, 2020, 15, 1784549. 1.2 10

3312 A genome-wide survey of copy number variations reveals an asymmetric evolution of duplicated genes
in rice. BMC Biology, 2020, 18, 73. 1.7 7

3313
Complete genome sequence and epigenetic profile of Bacillus velezensis UCMB5140 used for plant and
crop protection in comparison with other plant-associated Bacillus strains. Applied Microbiology and
Biotechnology, 2020, 104, 7643-7656.

1.7 10

3314 Identification of a hormogonium polysaccharideâ€•specific gene set conserved in filamentous
cyanobacteria. Molecular Microbiology, 2020, 114, 597-608. 1.2 16

3315 Vexin is upregulated in cerebral cortical neurons by brainâ€•derived neurotrophic factor.
Neuropsychopharmacology Reports, 2020, 40, 275-280. 1.1 3

3316 A Light-Inducible Strain for Genome-Wide Histone Turnover Profiling in <i>Neurospora crassa</i>.
Genetics, 2020, 215, 569-578. 1.2 6

3317 Discovery of Two Novel Negeviruses in a Dungfly Collected from the Arctic. Viruses, 2020, 12, 692. 1.5 18

3318 Improved genomic resources for the black tiger prawn (Penaeus monodon). Marine Genomics, 2020, 52,
100751. 0.4 31

3319 Genetic diagnosis and sperm retrieval outcomes for Chinese patients with congenital bilateral
absence of vas deferens. Andrology, 2020, 8, 1064-1069. 1.9 8

3320 Multiplexed clonality verification of cell lines for protein biologic production. Biotechnology
Progress, 2020, 36, e2978. 1.3 4

3321 Technological advances and computational approaches for alternative splicing analysis in single
cells. Computational and Structural Biotechnology Journal, 2020, 18, 332-343. 1.9 13

3322 A single unidirectional piRNA cluster similar to the <i>flamenco</i> locus is the major source of
EVE-derived transcription and small RNAs in <i>Aedes aegypti</i> mosquitoes. Rna, 2020, 26, 581-594. 1.6 26

3323 Whole Genome Sequencing Indicates Heterogeneity of Hyperostotic Disorders in Dogs. Genes, 2020, 11,
163. 1.0 4

3324
Pathogen-Associated Molecular Pattern-Triggered Immunity Involves Proteolytic Degradation of Core
Nonsense-Mediated mRNA Decay Factors During the Early Defense Response. Plant Cell, 2020, 32,
1081-1101.

3.1 39



185

Citation Report

# Article IF Citations

3325 Regulatory sites for splicing in human basal ganglia are enriched for disease-relevant information.
Nature Communications, 2020, 11, 1041. 5.8 22

3326 Analysis of proximal <i>ALOX5</i> promoter binding proteins by quantitative proteomics. FEBS
Journal, 2020, 287, 4481-4499. 2.2 14

3327 SECNVs: A Simulator of Copy Number Variants and Whole-Exome Sequences From Reference Genomes.
Frontiers in Genetics, 2020, 11, 82. 1.1 6

3328 Chimeric Activators and Repressors Define HY5 Activity and Reveal a Light-Regulated Feedback
Mechanism. Plant Cell, 2020, 32, 967-983. 3.1 96

3329 A living biobank of ovarian cancer ex vivo models reveals profound mitotic heterogeneity. Nature
Communications, 2020, 11, 822. 5.8 62

3330 Grafting alters tomato transcriptome and enhances tolerance to an airborne virus infection.
Scientific Reports, 2020, 10, 2538. 1.6 19

3331 Histone ChIPâ€•Seq identifies differential enhancer usage during chondrogenesis as critical for defining
cellâ€•type specificity. FASEB Journal, 2020, 34, 5317-5331. 0.2 18

3332 Genome-wide target enriched viral sequencing reveals extensive â€˜hiddenâ€™ salmonid alphavirus diversity
in farmed and wild fish populations. Aquaculture, 2020, 522, 735117. 1.7 6

3333 Development of a PCR-based genetic sex identification method in spinyhead croaker (Collichthys) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 422 Td (lucidus). Aquaculture, 2020, 522, 735130.1.7 27

3334 Genome-wide analysis of the role of DNA methylation in inbreeding depression of reproduction in
Langshan chicken. Genomics, 2020, 112, 2677-2687. 1.3 18

3335 In situ dissection of domain boundaries affect genome topology and gene transcription in Drosophila.
Nature Communications, 2020, 11, 894. 5.8 31

3336 Transcriptional dysregulation in developing trigeminal sensory neurons in the LgDel mouse model of
DiGeorge 22q11.2 deletion syndrome. Human Molecular Genetics, 2020, 29, 1002-1017. 1.4 8

3337 New genomic features of the polled intersex syndrome variant in goats unraveled by longâ€•read
wholeâ€•genome sequencing. Animal Genetics, 2020, 51, 439-448. 0.6 14

3338 Forensically relevant phylogeographic evaluation of mitogenome variation in the Basque Country.
Forensic Science International: Genetics, 2020, 46, 102260. 1.6 7

3339 Synthetic CRISPR/Cas9 reagents facilitate genome editing and homology directed repair. Nucleic Acids
Research, 2020, 48, e38-e38. 6.5 34

3340 Systematic dissection of biases in whole-exome and whole-genome sequencing reveals major
determinants of coding sequence coverage. Scientific Reports, 2020, 10, 2057. 1.6 72

3341 Consanguineous Chinese Familial Study Reveals that a Gross Deletion that Includes the SYCE1 Gene
Region Is Associated with Premature Ovarian Insufficiency. Reproductive Sciences, 2020, 27, 461-467. 1.1 16

3342 Polymorphisms and rare variants identified by next-generation sequencing confer risk for lung
cancer in han Chinese population. Pathology Research and Practice, 2020, 216, 152873. 1.0 2



186

Citation Report

# Article IF Citations

3343 MAPDP: A Cloud-Based Computational Platform for Immunopeptidomics Analyses. Journal of Proteome
Research, 2020, 19, 1873-1881. 1.8 11

3344 The embryonic linker histone dBigH1 alters the functional state of active chromatin. Nucleic Acids
Research, 2020, 48, 4147-4160. 6.5 10

3345 Bioinformatics for Cancer Immunotherapy. Methods in Molecular Biology, 2020, , . 0.4 1

3346 A novel next generation sequencing approach to improve sarcoma diagnosis. Modern Pathology, 2020,
33, 1350-1359. 2.9 20

3347 Whole genome sequencing unveils genetic heterogeneity in optic nerve hypoplasia. PLoS ONE, 2020, 15,
e0228622. 1.1 6

3348 Full-Length Transcriptome Assembly of Italian Ryegrass Root Integrated with RNA-Seq to Identify Genes
in Response to Plant Cadmium Stress. International Journal of Molecular Sciences, 2020, 21, 1067. 1.8 37

3349 The Value of Next-Generation Sequencing for Treatment in Non-Small Cell Lung Cancer Patients: The
Observational, Real-World Evidence in China. BioMed Research International, 2020, 2020, 1-7. 0.9 3

3350 Comparative genome characterization of the periodontal pathogen Tannerella forsythia. BMC
Genomics, 2020, 21, 150. 1.2 9

3351 Stage IV Colorectal Cancer Patients with High Risk Mutation Profiles Survived 16 Months Longer with
Individualized Therapies. Cancers, 2020, 12, 393. 1.7 3

3352 Detection of a Reassortant H9N2 Avian Influenza Virus with Intercontinental Gene Segments in a
Resident Australian Chestnut Teal. Viruses, 2020, 12, 88. 1.5 14

3353 Evolution of self-compatibility by a mutant Sm-RNase in citrus. Nature Plants, 2020, 6, 131-142. 4.7 85

3354 Methplotlib: analysis of modified nucleotides from nanopore sequencing. Bioinformatics, 2020, 36,
3236-3238. 1.8 23

3355 Triclosan induces zebrafish neurotoxicity by abnormal expression of miR-219 targeting
oligodendrocyte differentiation of central nervous system. Archives of Toxicology, 2020, 94, 857-871. 1.9 18

3356 Rare Loss-of-Function Mutation in SERPINA3 in Generalized Pustular Psoriasis. Journal of Investigative
Dermatology, 2020, 140, 1451-1455.e13. 0.3 48

3357 Characterization of sequence variation at 30 autosomal STRs in Chinese Han and Tibetan populations.
Electrophoresis, 2020, 41, 194-201. 1.3 13

3358 p53 Integrates Temporal WDR5 Inputs during Neuroectoderm and Mesoderm Differentiation of Mouse
Embryonic Stem Cells. Cell Reports, 2020, 30, 465-480.e6. 2.9 17

3359 Zika Virus Targets Glioblastoma Stem Cells through a SOX2-Integrin Î±vÎ²5 Axis. Cell Stem Cell, 2020, 26,
187-204.e10. 5.2 126

3360 Fundamental role of BMP15 in human ovarian folliculogenesis revealed by null and missense
mutations associated with primary ovarian insufficiency. Human Mutation, 2020, 41, 983-997. 1.1 20



187

Citation Report

# Article IF Citations

3361 Galaxy External Display Applications: closing a dataflow interoperability loop. Nature Methods, 2020,
17, 123-124. 9.0 2

3362 Antibiotic production in <i>Streptomyces</i> is organized by a division of labor through terminal
genomic differentiation. Science Advances, 2020, 6, eaay5781. 4.7 60

3363 5-Hydroxymethylcytosine signatures in circulating cell-free DNA as diagnostic and predictive
biomarkers for coronary artery disease. Clinical Epigenetics, 2020, 12, 17. 1.8 15

3364 Rapid identification of yellow-flowered gene Bofc in cauliflower (Brassica oleracea var. botrytis) by
bulked segregant analysis and whole-genome resequencing. Euphytica, 2020, 216, 1. 0.6 7

3365 Germline cancer predisposition variants and pediatric glioma: a population-based study in California.
Neuro-Oncology, 2020, 22, 864-874. 0.6 24

3366 Genomic Regions Associated with Virulence in <i>Pyrenophora teres</i> f. <i>teres</i> Identified by
Genome-Wide Association Analysis and Biparental Mapping. Phytopathology, 2020, 110, 881-891. 1.1 21

3367 RNA Polymerase II Promoter-Proximal Pausing and Release to Elongation Are Key Steps Regulating
Herpes Simplex Virus 1 Transcription. Journal of Virology, 2020, 94, . 1.5 21

3368 Comparative Transcriptome Profiling of the Loaches Triplophysa bleekeri and Triplophysa rosa Reveals
Potential Mechanisms of Eye Degeneration. Frontiers in Genetics, 2019, 10, 1334. 1.1 9

3369 Genomeâ€•wide DNA methylation profiling identifies two novel genes in cervical neoplasia. International
Journal of Cancer, 2020, 147, 1264-1274. 2.3 15

3370 Assisted reproduction mediated resurrection of a feline model for Chediak-Higashi syndrome caused
by a large duplication in LYST. Scientific Reports, 2020, 10, 64. 1.6 12

3371 Reducing the structure bias of RNA-Seq reveals a large number of non-annotated non-coding RNA.
Nucleic Acids Research, 2020, 48, 2271-2286. 6.5 29

3372 A de novo variant in OTX2 in a lamb with otocephaly. Acta Veterinaria Scandinavica, 2020, 62, 5. 0.5 1

3373
The complete chloroplast genome of greater duckweed (Spirodela polyrhiza 7498) using PacBio long
reads: insights into the chloroplast evolution and transcription regulation. BMC Genomics, 2020, 21,
76.

1.2 16

3374 Chromatin Organization in Early Land Plants Reveals an Ancestral Association between H3K27me3,
Transposons, and Constitutive Heterochromatin. Current Biology, 2020, 30, 573-588.e7. 1.8 160

3375 The Fungal-Specific Transcription Factor VpFSTF1 Is Required for Virulence in Valsa pyri. Frontiers in
Microbiology, 2019, 10, 2945. 1.5 14

3376 Unraveling the Hierarchy of <i>cis</i> and <i>trans</i> Factors That Determine the DNA Binding by
Peroxisome Proliferator-Activated Receptor <i>Î³</i>. Molecular and Cellular Biology, 2020, 40, . 1.1 5

3377 Whole transcriptome analysis of gestational trophoblastic neoplasms reveals altered PI3K signaling
pathway in epithelioid trophoblastic tumor. Gynecologic Oncology, 2020, 157, 151-160. 0.6 13

3378 The conserved transcriptional regulator CdnL is required for metabolic homeostasis and
morphogenesis in Caulobacter. PLoS Genetics, 2020, 16, e1008591. 1.5 16



188

Citation Report

# Article IF Citations

3379 An <i>Ustilago maydis</i> chassis for itaconic acid production without byâ€•products. Microbial
Biotechnology, 2020, 13, 350-362. 2.0 32

3380 ZBTB7B (ThPOK) Is Required for Pathogenesis of Cerebral Malaria and Protection against Pulmonary
Tuberculosis. Infection and Immunity, 2020, 88, . 1.0 6

3381 Optimizing Mutation and Fusion Detection in NSCLC by Sequential DNA and RNA Sequencing. Journal of
Thoracic Oncology, 2020, 15, 1000-1014. 0.5 68

3382 Genomic footprints of activated telomere maintenance mechanisms in cancer. Nature
Communications, 2020, 11, 733. 5.8 87

3383 AMLVaran: a software approach to implement variant analysis of targeted NGS sequencing data in an
oncological care setting. BMC Medical Genomics, 2020, 13, 17. 0.7 4

3384 Genome-wide MNase hypersensitivity assay unveils distinct classes of open chromatin associated with
H3K27me3 and DNA methylation in Arabidopsis thaliana. Genome Biology, 2020, 21, 24. 3.8 35

3385
Discovering CsgD Regulatory Targets in <em>Salmonella</em> Biofilm Using Chromatin
Immunoprecipitation and High-Throughput Sequencing (ChIP-seq). Journal of Visualized Experiments,
2020, , .

0.2 0

3386 MEIOSIN Directs the Switch from Mitosis to Meiosis in Mammalian Germ Cells. Developmental Cell,
2020, 52, 429-445.e10. 3.1 114

3387 Comparison of multiple algorithms to reliably detect structural variants in pears. BMC Genomics,
2020, 21, 61. 1.2 15

3388 Î²â€•Catenin Preserves the Stem State of Murine Bone Marrow Stromal Cells Through Activation of EZH2.
Journal of Bone and Mineral Research, 2020, 35, 1149-1162. 3.1 42

3389 The H2B ubiquitin-protein ligase RNF40 is required for somatic cell reprogramming. Cell Death and
Disease, 2020, 11, 287. 2.7 11

3390 The feather degradation mechanisms of a new Streptomyces sp. isolate SCUT-3. Communications
Biology, 2020, 3, 191. 2.0 47

3391 Amplicon deep sequencing of kelch13 in Plasmodium falciparum isolates from Senegal. Malaria
Journal, 2020, 19, 134. 0.8 10

3392 Genomic Investigation of the Strawberry Pathogen Phytophthora fragariae Indicates Pathogenicity Is
Associated With Transcriptional Variation in Three Key Races. Frontiers in Microbiology, 2020, 11, 490. 1.5 14

3393 Comprehensive Molecular Characterization Identifies Distinct Genomic and Immune Hallmarks of
Renal Medullary Carcinoma. Cancer Cell, 2020, 37, 720-734.e13. 7.7 74

3394 A Major QTL Located in Chromosome 8 of Cucurbita moschata Is Responsible for Resistance to Tomato
Leaf Curl New Delhi Virus. Frontiers in Plant Science, 2020, 11, 207. 1.7 30

3395 Comprehensive assessment of PINK1 variants in Parkinson's disease. Neurobiology of Aging, 2020, 91,
168.e1-168.e5. 1.5 32

3396 Assembly and Analysis of the Complete Mitochondrial Genome of Capsella bursa-pastoris. Plants, 2020,
9, 469. 1.6 14



189

Citation Report

# Article IF Citations

3397 VEGA: visual comparison of phylogenetic trees for evolutionary genome analysis (ChinaVis 2019).
Journal of Visualization, 2020, 23, 523-537. 1.1 1

3398
Transcriptional response of zebrafish larvae exposed to lindane reveals two detoxification genes of
ABC transporter family (abcg5 and abcg8). Comparative Biochemistry and Physiology Part - C:
Toxicology and Pharmacology, 2020, 232, 108755.

1.3 8

3399 OsNSUN2-Mediated 5-Methylcytosine mRNA Modification Enhances Rice Adaptation to High
Temperature. Developmental Cell, 2020, 53, 272-286.e7. 3.1 81

3400 Resolving the 3D Landscape of Transcription-Linked Mammalian Chromatin Folding. Molecular Cell,
2020, 78, 539-553.e8. 4.5 380

3401 DNA punch cards for storing data on native DNA sequences via enzymatic nicking. Nature
Communications, 2020, 11, 1742. 5.8 70

3402 A mobile ELF4 delivers circadian temperature information from shoots to roots. Nature Plants, 2020,
6, 416-426. 4.7 73

3403 The African Swine Fever Virus Transcriptome. Journal of Virology, 2020, 94, . 1.5 118

3404 RNAmut: robust identification of somatic mutations in acute myeloid leukemia using RNA-sequencing.
Haematologica, 2020, 105, e290-e293. 1.7 13

3405 KIR Variation in Iranians Combines High Haplotype and Allotype Diversity With an Abundance of
Functional Inhibitory Receptors. Frontiers in Immunology, 2020, 11, 556. 2.2 18

3406 NCOR1 Orchestrates Transcriptional Landscapes and Effector Functions of CD4+ T Cells. Frontiers in
Immunology, 2020, 11, 579. 2.2 13

3407 Genomic and Transcriptomic Analysis Identified Novel Putative Cassava lncRNAs Involved in Cold and
Drought Stress. Genes, 2020, 11, 366. 1.0 20

3408 Key Vitamin D Target Genes with Functions in the Immune System. Nutrients, 2020, 12, 1140. 1.7 64

3409 The interdependence of mammary-specific super-enhancers and their native promoters facilitates gene
activation during pregnancy. Experimental and Molecular Medicine, 2020, 52, 682-690. 3.2 2

3410 Comprehensive Analysis of HERV Transcriptome in HIV+ Cells: Absence of HML2 Activation and General
Downregulation of Individual HERV Loci. Viruses, 2020, 12, 481. 1.5 9

3411 Widespread targeting of nascent transcripts by RsmA in <i>Pseudomonas aeruginosa</i>. Proceedings
of the National Academy of Sciences of the United States of America, 2020, 117, 10520-10529. 3.3 47

3412 UNBRANCHED3 Expression and Inflorescence Development is Mediated by UNBRANCHED2 and the Distal
Enhancer, KRN4, in Maize. PLoS Genetics, 2020, 16, e1008764. 1.5 31

3413 Darolutamide antagonizes androgen signaling by blocking enhancer and superâ€•enhancer activation.
Molecular Oncology, 2020, 14, 2022-2039. 2.1 28

3414 <i>IDH1</i> and <i>IDH2</i> mutations in lung adenocarcinomas: Evidences of subclonal evolution.
Cancer Medicine, 2020, 9, 4386-4394. 1.3 18



190

Citation Report

# Article IF Citations

3415 Consistent RNA sequencing contamination in GTEx and other data sets. Nature Communications, 2020,
11, 1933. 5.8 43

3416 Mutational landscape and genetic signatures of cellâ€•free DNA in tumourâ€•induced osteomalacia. Journal
of Cellular and Molecular Medicine, 2020, 24, 4931-4943. 1.6 4

3417 TarPan: an easily adaptable targeted sequencing panel viewer for research and clinical use. BMC
Bioinformatics, 2020, 21, 144. 1.2 2

3418 Chromosome-Level Assembly of the<i>Caenorhabditis remanei</i>Genome Reveals Conserved Patterns
of Nematode Genome Organization. Genetics, 2020, 214, 769-780. 1.2 28

3419 An alternative pathway for cellular protection in BRAF inhibitor resistance in aggressive melanoma
type skin cancer. Chemico-Biological Interactions, 2020, 323, 109061. 1.7 6

3420 Multiclonal colorectal cancers with divergent histomorphological features and RAS mutations: one
cancer or separate cancers?. Human Pathology, 2020, 98, 120-128. 1.1 4

3421 GATA3 Mediates a Fast, Irreversible Commitment to BMP4-Driven Differentiation in Human Embryonic
Stem Cells. Cell Stem Cell, 2020, 26, 693-706.e9. 5.2 50

3422 An epigenetic map of malaria parasite development from host to vector. Scientific Reports, 2020, 10,
6354. 1.6 26

3423 Characterization of Clostridioides difficile DSM 101085 with Aâˆ’Bâˆ’CDT+ Phenotype from a Late
Recurrent Colonization. Genome Biology and Evolution, 2020, 12, 566-577. 1.1 6

3424 <i>Arabidopsis</i> retrotransposon virus-like particles and their regulation by epigenetically
activated small RNA. Genome Research, 2020, 30, 576-588. 2.4 33

3425 The BIR2/BIR3-Associated Phospholipase DÎ³1 Negatively Regulates Plant Immunity. Plant Physiology, 2020,
183, 371-384. 2.3 14

3426 No association to sudden infant death syndrome detected by targeted amplicon sequencing of 24
genes. Acta Paediatrica, International Journal of Paediatrics, 2020, 109, 2636-2640. 0.7 1

3427 An RB-Condensin II Complex Mediates Long-Range Chromosome Interactions and Influences Expression
at Divergently Paired Genes. Molecular and Cellular Biology, 2020, 40, . 1.1 8

3428
Synaptonemal Complex-Deficient<i>Drosophila melanogaster</i>Females Exhibit Rare DSB Repair
Events, Recurrent Copy-Number Variation, and an Increased Rate of<i>de Novo</i>Transposable
Element Movement. G3: Genes, Genomes, Genetics, 2020, 10, 525-537.

0.8 5

3429 Phase I Trial of Trametinib with Neoadjuvant Chemoradiation in Patients with Locally Advanced Rectal
Cancer. Clinical Cancer Research, 2020, 26, 3117-3125. 3.2 13

3430 Whole genome resequencing reveals an association of ABCC4 variants with preaxial polydactyly in
pigs. BMC Genomics, 2020, 21, 268. 1.2 3

3431 Dafachronic acid and temperature regulate canonical dauer pathways during Nippostrongylus
brasiliensis infectious larvae activation. Parasites and Vectors, 2020, 13, 162. 1.0 10

3432 Early infantile epileptic-dyskinetic encephalopathy due to biallelicPIGPmutations. Neurology: Genetics,
2020, 6, e387. 0.9 26



191

Citation Report

# Article IF Citations

3433 Reverse Phenotyping after Whole-Exome Sequencing in Steroid-Resistant Nephrotic Syndrome. Clinical
Journal of the American Society of Nephrology: CJASN, 2020, 15, 89-100. 2.2 60

3434 A Single ssRNA Segment Encoding RdRp Is Sufficient for Replication, Infection, and Transmission of
Ourmia-Like Virus in Fungi. Frontiers in Microbiology, 2020, 11, 379. 1.5 39

3435 Methods for ChIP-seq analysis: A practical workflow and advanced applications. Methods, 2021, 187,
44-53. 1.9 114

3436 Fast detection of FOXF1 variants in patients with alveolar capillary dysplasia with misalignment of
pulmonary veins using targeted sequencing. Pediatric Research, 2021, 89, 518-525. 1.1 4

3437 Splicing mutations in inherited retinal diseases. Progress in Retinal and Eye Research, 2021, 80, 100874. 7.3 22

3438 Accurate characterization of <i>Escherichia coli</i> tRNA modifications with a simple method of
deep-sequencing library preparation. RNA Biology, 2021, 18, 33-46. 1.5 11

3439 Sequence repetitiveness quantification and <i>de novo</i> repeat detection by weighted k-mer
coverage. Briefings in Bioinformatics, 2021, 22, . 3.2 4

3440 Biology and grading of pleomorphic xanthoastrocytomaâ€”what have we learned about it?. Brain
Pathology, 2021, 31, 20-32. 2.1 32

3441 Variant Calling in Next Generation Sequencing Data. , 2021, , 129-140. 0

3442 PRDM1 decreases sensitivity of human NK cells to IL2â€•induced cell expansion by directly repressing
CD25 (IL2RA). Journal of Leukocyte Biology, 2021, 109, 901-914. 1.5 5

3443 <scp><i>CDKN1B</i></scp> mutation and copy number variation are associated with tumor
aggressiveness in luminal breast cancer. Journal of Pathology, 2021, 253, 234-245. 2.1 12

3444 Alien genomic introgressions enhanced fiber strength in upland cotton (Gossypium hirsutum L.).
Industrial Crops and Products, 2021, 159, 113028. 2.5 9

3445 A Recessively Inherited Risk Locus on Chromosome 13q22-31 Conferring Susceptibility to
Schizophrenia. Schizophrenia Bulletin, 2021, 47, 796-802. 2.3 3

3446 Dynamic chromatin accessibility landscape changes following interleukin-1 stimulation. Epigenetics,
2021, 16, 106-119. 1.3 8

3447 Novel candidate genes in esophageal atresia/tracheoesophageal fistula identified by exome sequencing.
European Journal of Human Genetics, 2021, 29, 122-130. 1.4 17

3448 Clinical and exome sequencing findings in seven children with Bardetâ€“Biedl syndrome from Turkey.
Annals of Human Genetics, 2021, 85, 27-36. 0.3 1

3449
Metastatic Low-Grade Sarcoma with <i>CARS</i>-<i>ALK</i> Fusion Dramatically Responded to
Multiple ALK Tyrosine Kinase Inhibitors: A Case Report with Comprehensive Genomic Analysis.
Oncologist, 2021, 26, e524-e529.

1.9 6

3450 Assessing the utility of long-read nanopore sequencing for rapid and efficient characterization of
mobile element insertions. Laboratory Investigation, 2021, 101, 442-449. 1.7 9



192

Citation Report

# Article IF Citations

3451 A genotype-first approach to exploring Mendelian cardiovascular traits with clear external
manifestations. Genetics in Medicine, 2021, 23, 94-102. 1.1 16

3452 Pharmacological activation of REV-ERBÎ± improves nonalcoholic steatohepatitis by regulating
intestinal permeability. Metabolism: Clinical and Experimental, 2021, 114, 154409. 1.5 19

3453 Facile method of curing toxicity in large viral genomes by high-throughput identification and removal
of cryptic promoters. Journal of Virological Methods, 2021, 287, 113993. 1.0 3

3454
Major driver mutations are shared between sinonasal intestinal-type adenocarcinoma and the
morphologically identical colorectal adenocarcinoma. Journal of Cancer Research and Clinical
Oncology, 2021, 147, 1019-1027.

1.2 14

3455 Unraveling novel survivin mRNA transcripts in cancer cells using an in-house developed targeted
high-throughput sequencing approach. Genomics, 2021, 113, 573-581. 1.3 12

3456 Compound heterozygous PLA2G6 loss-of-function variants in Swaledale sheep with neuroaxonal
dystrophy. Molecular Genetics and Genomics, 2021, 296, 235-242. 1.0 4

3457 Unusual features in a child with Marshall-Smith syndrome due to a novel NFIX variant: Evidence for
an abnormal protein function. Gene Reports, 2021, 22, 100991. 0.4 0

3458 Potential Unreliability of Uncommon ALK, ROS1, and RET Genomic Breakpoints in Predicting the
Efficacy of Targeted Therapy in NSCLC. Journal of Thoracic Oncology, 2021, 16, 404-418. 0.5 63

3459 <i>USP8</i> and <i>TP53</i> Drivers are Associated with CNV in a Corticotroph Adenoma Cohort
Enriched for Aggressive Tumors. Journal of Clinical Endocrinology and Metabolism, 2021, 106, 826-842. 1.8 34

3460 Identification of a novel missense c.386Gâ€‰&gt;â€‰A variant in a boy with the POMGNT1-related muscular
dystrophy-dystroglycanopathy. Acta Neurologica Belgica, 2021, 121, 143-151. 0.5 11

3461 <scp>Wholeâ€•exome</scp> sequencing analysis of juvenile papillomatosis and coexisting breast
carcinoma. Journal of Pathology: Clinical Research, 2021, 7, 113-120. 1.3 4

3462 Genetic diversity for starch quality and alkali spreading value in sorghum. Plant Genome, 2021, 14,
e20067. 1.6 6

3464 Meiotic Cells Counteract Programmed Retrotransposon Activation via RNA-Binding Translational
Repressor Assemblies. Developmental Cell, 2021, 56, 22-35.e7. 3.1 8

3465 Identification and Characterization of Base-Substitution Mutations in the Macronuclear Genome of
the Ciliate<i>Tetrahymena thermophila</i>. Genome Biology and Evolution, 2021, 13, . 1.1 5

3466 Enhanced epigenetic profiling of classical human monocytes reveals a specific signature of healthy
aging in the DNA methylome. Nature Aging, 2021, 1, 124-141. 5.3 30

3467 The Human Adenovirus 2 Transcriptome: an Amazing Complexity of Alternatively Spliced mRNAs.
Journal of Virology, 2021, 95, . 1.5 15

3468
Increased Prevalence of Malignancies in Fibrous Dysplasia/McCune-Albright Syndrome (FD/MAS): Data
from a National Referral Center and the Dutch National Pathology Registry (PALGA). Calcified Tissue
International, 2021, 108, 346-353.

1.5 10

3469 A network of transcriptional repressors modulates auxin responses. Nature, 2021, 589, 116-119. 13.7 56



193

Citation Report

# Article IF Citations

3470 Metatranscriptomic Analysis Reveals the Virome and Viral Genomic Evolution of Medically Important
Mites. Journal of Virology, 2021, 95, . 1.5 12

3471 A <scp><i>BBS1</i> SVA</scp> F retrotransposon insertion is a frequent cause of
<scp>Bardetâ€•Biedl</scp> syndrome. Clinical Genetics, 2021, 99, 318-324. 1.0 21

3472 Germline variants of DNA repair genes in early onset mantle cell lymphoma. Oncogene, 2021, 40, 551-563. 2.6 9

3473 Germline <i>EGFR</i> variants are over-represented in adolescents and young adults (AYA) with
adrenocortical carcinoma. Human Molecular Genetics, 2021, 29, 3679-3690. 1.4 6

3474 Molecular characterization of ulcerative colitis-associated colorectal carcinomas. Modern
Pathology, 2021, 34, 1153-1166. 2.9 7

3475 Wholeâ€•exome sequencing of nonâ€• <i>BRCA1/BRCA2</i> mutation carrier cases at highâ€•risk for hereditary
breast/ovarian cancer. Human Mutation, 2021, 42, 290-299. 1.1 32

3476 MZF1 regulates Î±-globin gene transcription via long-range interactions in erythroid differentiation.
Blood Cells, Molecules, and Diseases, 2021, 87, 102533. 0.6 0

3477 Competition between PRC2.1 and 2.2 subcomplexes regulates PRC2 chromatin occupancy in human stem
cells. Molecular Cell, 2021, 81, 488-501.e9. 4.5 38

3478 The germlines of male monozygotic (MZ) twins: Very similar, but not identical. Forensic Science
International: Genetics, 2021, 50, 102408. 1.6 10

3479 <i>ECHS1</i> disease in two unrelated families of Samoan descent: Common variant â€• rare disorder.
American Journal of Medical Genetics, Part A, 2021, 185, 157-167. 0.7 13

3480 Alternative genomic diagnoses for individuals with a clinical diagnosis of Dubowitz syndrome.
American Journal of Medical Genetics, Part A, 2021, 185, 119-133. 0.7 17

3481
Epigenetic Blockade of Hippocampal SOD2 Via DNMT3b-Mediated DNA Methylation: Implications in Mild
Traumatic Brain Injury-Induced Persistent Oxidative Damage. Molecular Neurobiology, 2021, 58,
1162-1184.

1.9 14

3482
Whole exome sequencing reveals pathogenic variants in MYO3A, MYO15A and COL9A3 and differential
frequencies in ancestral alleles in hearing impairment genes among individuals from Cameroon.
Human Molecular Genetics, 2021, 29, 3729-3743.

1.4 9

3483 Deconstructing Stepwise Fate Conversion of Human Fibroblasts to Neurons by MicroRNAs. Cell Stem
Cell, 2021, 28, 127-140.e9. 5.2 39

3484 BL1391: an established cell line from a human malignant peripheral nerve sheath tumor with unique
genomic features. Human Cell, 2021, 34, 238-245. 1.2 4

3485 Next Generation Sequencing: Transcriptomics. , 2021, , 1-11. 0

3486 Nucleosome landscape reflects phenotypic differences in Trypanosoma cruzi life forms. PLoS
Pathogens, 2021, 17, e1009272. 2.1 13

3487 AtxA-Controlled Small RNAs of Bacillus anthracis Virulence Plasmid pXO1 Regulate Gene Expression in
trans. Frontiers in Microbiology, 2020, 11, 610036. 1.5 8



194

Citation Report

# Article IF Citations

3489
An in vivo screen of noncoding loci reveals that <i>Daedalus</i> is a gatekeeper of an
Ikaros-dependent checkpoint during haematopoiesis. Proceedings of the National Academy of Sciences
of the United States of America, 2021, 118, .

3.3 2

3490 Phenotypic and Genomic Analysis of Cystic Hygroma in Pigs. Genes, 2021, 12, 207. 1.0 2

3492 Comparative interactomes of HSF1 in stress and disease reveal a role for CTCF in HSF1-mediated gene
regulation. Journal of Biological Chemistry, 2021, 296, 100097. 1.6 13

3493 Genome-Wide Analysis of RNAâ€“Protein Interactions in Plasmodium falciparum Using eCLIP-Seq.
Methods in Molecular Biology, 2021, 2369, 139-164. 0.4 5

3495 Application of long-read sequencing to the detection of structural variants in human cancer
genomes. Computational and Structural Biotechnology Journal, 2021, 19, 4207-4216. 1.9 25

3496 Multi-omic molecular profiling reveals potentially targetable abnormalities shared across multiple
histologies of brain metastasis. Acta Neuropathologica, 2021, 141, 303-321. 3.9 30

3497 Proteogenomic Analysis Unveils the HLA Class I-Presented Immunopeptidome in Melanoma and
EGFR-Mutant Lung Adenocarcinoma. Molecular and Cellular Proteomics, 2021, 20, 100136. 2.5 19

3498 Accurate and efficient detection of gene fusions from RNA sequencing data. Genome Research, 2021, 31,
448-460. 2.4 215

3499 First genome sequencing of SARSâ€•CoVâ€•2 recovered from an infected cat and its owner in Latin America.
Transboundary and Emerging Diseases, 2021, 68, 3070-3074. 1.3 21

3501 The Physiological Basis of Breast Cancer Prevention. , 2021, , 129-161. 0

3502 Targeting Lymphotoxin Beta and Paired Box 5: a potential therapeutic strategy for soft tissue sarcoma
metastasis. Cancer Cell International, 2021, 21, 3. 1.8 0

3503 Repression of a large number of genes requires interplay between homologous recombination and
HIRA. Nucleic Acids Research, 2021, 49, 1914-1934. 6.5 2

3504 Bioinformatics Approaches for Fungal Biotechnology. , 2021, , 536-554. 0

3505 Contribution of nuclear and mitochondrial gene mutations in mitochondrial encephalopathy, lactic
acidosis, and stroke-like episodes (MELAS) syndrome. Journal of Neurology, 2021, 268, 2192-2207. 1.8 27

3506
Transcriptional Enhancer Factor Domain Family member 4 Exerts an Oncogenic Role in Hepatocellular
Carcinoma by Hippoâ€•Independent Regulation of Heat Shock Protein 70 Family Members. Hepatology
Communications, 2021, 5, 661-674.

2.0 13

3507 Combined assay of Circulating Tumor DNA and Protein Biomarkers for early noninvasive detection
and prognosis of Non-Small Cell Lung Cancer. Journal of Cancer, 2021, 12, 1258-1269. 1.2 11

3509 Streptomycin and nalidixic acid elevate the spontaneous genome-wide mutation rate in Escherichia
coli. Genetica, 2021, 149, 73-80. 0.5 7

3510 Analysis of Off-Target Mutations in CRISPR-Edited Rice Plants Using Whole-Genome Sequencing.
Methods in Molecular Biology, 2021, 2238, 145-172. 0.4 4



195

Citation Report

# Article IF Citations

3511 Next-Generation Sequencing Myeloid Panel Test for Patients with AML and MDS: Experience in a
Tertiary Care Hospital. Laboratory Medicine Online, 2021, 11, 40-46. 0.0 1

3512 Post-transcriptional Gene Regulation by MicroRNA-194 Promotes Neuroendocrine
Transdifferentiation in Prostate Cancer. Cell Reports, 2021, 34, 108585. 2.9 33

3513 Genetic, epigenetic, and environmental factors controlling oxytocin receptor gene expression.
Clinical Epigenetics, 2021, 13, 23. 1.8 41

3514
Using the Integrated Genome Viewer to reveal ampliconâ€•derived polymorphism enriched at the
phenylthiocarbamide locus in the teaching lab. Biochemistry and Molecular Biology Education, 2021,
49, 361-371.

0.5 0

3515 Mitochondrial genome of Rhabdosynochus viridisi (Monogenea: Diplectanidae), a parasite of Pacific
white snook Centropomus viridis. Journal of Helminthology, 2021, 95, e21. 0.4 2

3516 RNA Sequencing Analyses for Deciphering Potato Molecular Responses. Methods in Molecular
Biology, 2021, 2354, 57-94. 0.4 2

3517 Streamlining data-intensive biology with workflow systems. GigaScience, 2021, 10, . 3.3 32

3518 Conservation of copy number profiles during engraftment and passaging of patient-derived cancer
xenografts. Nature Genetics, 2021, 53, 86-99. 9.4 118

3519 Serotonin stimulates Echinococcus multilocularis larval development. Parasites and Vectors, 2021,
14, 14. 1.0 9

3520 Deregulation of the Epithelial-to-Mesenchymal Transition Process Underlies Zic2-Linked
Holoprosencephaly. SSRN Electronic Journal, 0, , . 0.4 0

3521 The m6A methylome of SARS-CoV-2 in host cells. Cell Research, 2021, 31, 404-414. 5.7 95

3522 MYBL2-Driven Transcriptional Programs Link Replication Stress and Error-prone DNA Repair With
Genomic Instability in Lung Adenocarcinoma. Frontiers in Oncology, 2020, 10, 585551. 1.3 7

3523 Computer Setup. Learning Materials in Biosciences, 2021, , 59-69. 0.2 0

3524 RNA-Sequencing Analysis of Differentially Expressed Genes in Human iPSC-Derived Cardiomyocytes.
Methods in Molecular Biology, 2021, 2320, 193-217. 0.4 3

3525 Integrative Epigenomic Analysis of Transcriptional Regulation of Human CircRNAs. Frontiers in
Genetics, 2020, 11, 590672. 1.1 4

3526 CaReAl: capturing read alignments in a BAM file rapidly and conveniently. Journal of Big Data, 2021, 8, . 6.9 0

3527 Rare missense variant in<i>MSH4</i>associated with primary gonadal failure in both 46, XX and 46, XY
individuals. Human Reproduction, 2021, 36, 1134-1145. 0.4 18

3528 Reference genome assembly for Australian Ascochyta lentis isolate Al4. G3: Genes, Genomes, Genetics,
2021, 11, . 0.8 9



196

Citation Report

# Article IF Citations

3530 Degradation of complex arabinoxylans by human colonic Bacteroidetes. Nature Communications, 2021,
12, 459. 5.8 68

3531 The Arabidopsis histone demethylase JMJ28 regulates <i>CONSTANS</i> by interacting with FBH
transcription factors. Plant Cell, 2021, 33, 1196-1211. 3.1 19

3532 miCLIP-MaPseq Identifies Substrates of Radical SAM RNA-Methylating Enzyme Using Mechanistic
Cross-Linking and Mismatch Profiling. Methods in Molecular Biology, 2021, 2298, 105-122. 0.4 2

3533 Evaluation of DNA Extraction Methods Developed for Forensic and Ancient DNA Applications Using
Bone Samples of Different Age. Genes, 2021, 12, 146. 1.0 32

3534 Evolutionary Dynamics of the Pericentromeric Heterochromatin in Drosophila virilis and Related
Species. Genes, 2021, 12, 175. 1.0 2

3535 Mitochondrial genome of the harmful algal bloom species Odontella regia (Mediophyceae,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 542 Td (Bacillariophyta). Journal of Applied Phycology, 2021, 33, 855-868.1.5 9

3536 Genome-wide landscape of RNA-binding protein target site dysregulation reveals a major impact on
psychiatric disorder risk. Nature Genetics, 2021, 53, 166-173. 9.4 49

3537 Interaction between SNAI2 and MYOD enhances oncogenesis and suppresses differentiation in Fusion
Negative Rhabdomyosarcoma. Nature Communications, 2021, 12, 192. 5.8 33

3538 Microdiversity and phylogeographic diversification of bacterioplankton in pelagic freshwater
systems revealed through long-read amplicon sequencing. Microbiome, 2021, 9, 24. 4.9 17

3540 ALK ligand ALKAL2 potentiates MYCNâ€•driven neuroblastoma in the absence of <i>ALK</i> mutation.
EMBO Journal, 2021, 40, e105784. 3.5 35

3541 Transcript Identification Through Long-Read Sequencing. Methods in Molecular Biology, 2021, 2284,
531-541. 0.4 6

3543 Unraveling the Regulation of Cancer/Testis Antigens in Tumorigenesis Through an Analysis of Normal
Germ Cell Development in Rodents. Advances in Experimental Medicine and Biology, 2021, 1288, 69-93. 0.8 0

3545
Regulation of the conserved <scp>3â€²</scp>â€•<scp>5â€²</scp> exoribonuclease
<scp>EXOSC10</scp>/<scp>Rrp6</scp> during cell division, development and cancer. Biological
Reviews, 2021, 96, 1092-1113.

4.7 7

3546 Whole genome sequencing of skull-base chordoma reveals genomic alterations associated with
recurrence and chordoma-specific survival. Nature Communications, 2021, 12, 757. 5.8 55

3547 Comprehensive Comparison of Amnion Stromal Cells and Chorion Stromal Cells by RNA-Seq.
International Journal of Molecular Sciences, 2021, 22, 1901. 1.8 4

3548 Fine Mapping and Identification of BnaC06.FtsH1, a Lethal Gene That Regulates the PSII Repair Cycle in
Brassica napus. International Journal of Molecular Sciences, 2021, 22, 2087. 1.8 5

3553 A bladderÂ cancerÂ patient-derived xenograft displays aggressive growth dynamics in vivo and in
organoid culture. Scientific Reports, 2021, 11, 4609. 1.6 14

3554 Diagnostic Yield of Whole Genome Sequencing After Nondiagnostic Exome Sequencing or Gene Panel
in Developmental and Epileptic Encephalopathies. Neurology, 2021, 96, e1770-e1782. 1.5 53



197

Citation Report

# Article IF Citations

3555 LINE retrotransposons characterize mammalian tissue-specific and evolutionarily dynamic regulatory
regions. Genome Biology, 2021, 22, 62. 3.8 38

3556 Bacterial ClpP Protease Is a Potential Target for Methyl Gallate. Frontiers in Microbiology, 2020, 11,
598692. 1.5 7

3558
STAT1 is a key gene in a gene regulatory network related to immune phenotypes in bladder cancer: An
integrative analysis of multiâ€•omics data. Journal of Cellular and Molecular Medicine, 2021, 25,
3258-3271.

1.6 3

3559 Analysis in silico of the functional interaction between <i>WNT5A</i> and YAP/TEAD signaling in
cancer. PeerJ, 2021, 9, e10869. 0.9 3

3560 A main event and multiple introductions of SARSâ€•CoVâ€•2 initiated the COVIDâ€•19 epidemic in Greece. Journal
of Medical Virology, 2021, 93, 2899-2907. 2.5 13

3561 Widespread polycistronic gene expression in green algae. Proceedings of the National Academy of
Sciences of the United States of America, 2021, 118, . 3.3 30

3562 The innate sensor ZBP1-IRF3 axis regulates cell proliferation in multiple myeloma. Haematologica, 2022,
107, 721-732. 1.7 17

3563 Alternative lengthening of telomeres in childhood neuroblastoma from genome to proteome. Nature
Communications, 2021, 12, 1269. 5.8 46

3564 Epigenomic characterization of latent HIV infection identifies latency regulating transcription
factors. PLoS Pathogens, 2021, 17, e1009346. 2.1 32

3565 Integrative analysis of chloroplast DNA methylation in a marine algaâ€”Saccharina japonica. Plant
Molecular Biology, 2021, 105, 611-623. 2.0 5

3566 Development and validation of a multigene variant profiling assay to guide targeted and immuno
therapy selection in solid tumors. PLoS ONE, 2021, 16, e0246048. 1.1 0

3568 Identification of a Goat Intersexuality-Associated Novel Variant Through Genome-Wide Resequencing
and Hi-C. Frontiers in Genetics, 2020, 11, 616743. 1.1 5

3569 Polymorphisms in canine immunoglobulin heavy chain gene cluster: a doubleâ€•edged sword for diabetes
mellitus in the dog. Animal Genetics, 2021, 52, 333-341. 0.6 2

3570 In-host population dynamics of Mycobacterium tuberculosis complex during active disease. ELife, 2021,
10, . 2.8 35

3571 Molecular analysis of cyst fluids improves the diagnostic accuracy of pre-operative assessment of
pancreatic cystic lesions. Scientific Reports, 2021, 11, 2901. 1.6 24

3572 Genomic properties of variably methylated retrotransposons in mouse. Mobile DNA, 2021, 12, 6. 1.3 17

3573 Insights into long non-coding RNA regulation of anthocyanin carrot root pigmentation. Scientific
Reports, 2021, 11, 4093. 1.6 9

3574 Interpretable detection of novel human viruses from genome sequencing data. NAR Genomics and
Bioinformatics, 2021, 3, lqab004. 1.5 33



198

Citation Report

# Article IF Citations

3575 Maize centromeric chromatin scales with changes in genome size. Genetics, 2021, 217, . 1.2 11

3576 A draft phased assembly of the diploid Cascade hop (<i>Humulus lupulus</i>) genome. Plant Genome,
2021, 14, e20072. 1.6 25

3577 Somatic deficiency causes reproductive parasitism in a fungus. Nature Communications, 2021, 12, 783. 5.8 11

3578 The PfAP2â€•G2 transcription factor is a critical regulator of gametocyte maturation. Molecular
Microbiology, 2021, 115, 1005-1024. 1.2 36

3579 The cancer microbiome atlas: a pan-cancer comparative analysis to distinguish tissue-resident
microbiota from contaminants. Cell Host and Microbe, 2021, 29, 281-298.e5. 5.1 109

3580 Imaging assay to probe the role of telomere length shortening on telomere-gene interactions in single
cells. Chromosoma, 2021, 130, 61-73. 1.0 3

3581 A coregulator shift, rather than the canonical switch, underlies thyroid hormone action in the liver.
Genes and Development, 2021, 35, 367-378. 2.7 22

3582 TEfinder: A Bioinformatics Pipeline for Detecting New Transposable Element Insertion Events in
Next-Generation Sequencing Data. Genes, 2021, 12, 224. 1.0 4

3583 Early Diffusion of SARS-CoV-2 Infection in the Inner Area of the Italian Sardinia Island. Frontiers in
Microbiology, 2020, 11, 628194. 1.5 2

3584 ReSeq simulates realistic Illumina high-throughput sequencing data. Genome Biology, 2021, 22, 67. 3.8 9

3587 Combined Gene Expression and Chromatin Immunoprecipitation From a Single Mouse Hippocampus.
Current Protocols, 2021, 1, e33. 1.3 2

3588 Use of SNP chips to detect rare pathogenic variants: retrospective, population based diagnostic
evaluation. BMJ, The, 2021, 372, n214. 3.0 27

3589 Human myelomeningocele risk and ultra-rare deleterious variants in genes associated with cilium,
WNT-signaling, ECM, cytoskeleton and cell migration. Scientific Reports, 2021, 11, 3639. 1.6 8

3590 Metagenomic Quantification of Genes with Internal Standards. MBio, 2021, 12, . 1.8 18

3591 Genome-wide association study identified candidate genes for seed size and seed composition
improvement in M. truncatula. Scientific Reports, 2021, 11, 4224. 1.6 11

3592 Identification of Novel Genetic Regulatory Region for Proprotein Convertase FURIN and Interferon
Gamma in T Cells. Frontiers in Immunology, 2021, 12, 630389. 2.2 7

3593 Mycoplasma agassizii, an opportunistic pathogen of tortoises, shows very little genetic variation
across the Mojave and Sonoran Deserts. PLoS ONE, 2021, 16, e0245895. 1.1 3

3594 Genome-wide transcriptome study using deep RNA sequencing for myocardial infarction and coronary
artery calcification. BMC Medical Genomics, 2021, 14, 45. 0.7 5



199

Citation Report

# Article IF Citations

3595 Distinct Stromal and Immune Features Collectively Contribute to Long-Term Survival in Pancreatic
Cancer. Frontiers in Immunology, 2021, 12, 643529. 2.2 19

3596 Discovery of novel community-relevant small proteins in a simplified human intestinal microbiome.
Microbiome, 2021, 9, 55. 4.9 24

3597 Analysis of Polycerate Mutants Reveals the Evolutionary Co-option of <i>HOXD1</i> for Horn
Patterning in Bovidae. Molecular Biology and Evolution, 2021, 38, 2260-2272. 3.5 15

3598 Bioinformatic strategies for the analysis of genomic aberrations detected by targeted NGS panels with
clinical application. PeerJ, 2021, 9, e10897. 0.9 4

3600 Combined genomic and proteomic approaches reveal DNA binding sites and interaction partners of
TBX2 in the developing lung. Respiratory Research, 2021, 22, 85. 1.4 8

3601 MAP3K2-regulated intestinal stromal cells define a distinct stem cell niche. Nature, 2021, 592, 606-610. 13.7 53

3602 Comparative genomics of ST5 and ST30 methicillin-resistant Staphylococcus aureus sequential
isolates recovered from paediatric patients with cystic fibrosis. Microbial Genomics, 2021, 7, . 1.0 5

3603 Candidate Markers of Olaparib Response from Genomic Data Analyses of Human Cancer Cell Lines.
Cancers, 2021, 13, 1296. 1.7 3

3604 Transcriptome and metabolome profiling provide insights into molecular mechanism of pseudostem
elongation in banana. BMC Plant Biology, 2021, 21, 125. 1.6 11

3605 FAM72, Glioblastoma Multiforme (GBM) and Beyond. Cancers, 2021, 13, 1025. 1.7 8

3606 Mutagenicity of silver nanoparticles evaluated using whole-genome sequencing in mouse lymphoma
cells. Nanotoxicology, 2021, 15, 418-432. 1.6 3

3608 A genetic screen for temperature-sensitive morphogenesis-defective <i>Caenorhabditis elegans</i>
mutants. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 0

3609 Targeted next-generation sequencing panel screening of 668 Chinese patients with non-obstructive
azoospermia. Journal of Assisted Reproduction and Genetics, 2021, 38, 1997-2005. 1.2 12

3611 Mitochondrial genotype alters the impact of rapamycin on the transcriptional response to nutrients
in Drosophila. BMC Genomics, 2021, 22, 213. 1.2 9

3612 Breast Cancer Patient Prognosis Is Determined by the Interplay between TP53 Mutation and Alternative
Transcript Expression: Insights from TP53 Long Amplicon Digital PCR Assays. Cancers, 2021, 13, 1531. 1.7 5

3613 Behavior of dicentric chromosomes in budding yeast. PLoS Genetics, 2021, 17, e1009442. 1.5 9

3614 Quantification of mRNA ribosomal engagement in human neurons using parallel translating ribosome
affinity purification (TRAP) and RNA sequencing. STAR Protocols, 2021, 2, 100229. 0.5 5

3615 Mitochondrial genomes from modern and ancient Turano-Mongolian cattle reveal an ancient
diversity of taurine maternal lineages in East Asia. Heredity, 2021, 126, 1000-1008. 1.2 11



200

Citation Report

# Article IF Citations

3616 Long-insert clone experimental evidence for assembly improvement and chimeric chromosomes
detection in an allopentaploid beer yeast. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 2

3617 Genetic differences between benign phyllodes tumors and fibroadenomas revealed through targeted
next generation sequencing. Modern Pathology, 2021, 34, 1320-1332. 2.9 19

3618 R-2-hydroxyglutarate attenuates aerobic glycolysis in leukemia by targeting the FTO/m6A/PFKP/LDHB
axis. Molecular Cell, 2021, 81, 922-939.e9. 4.5 157

3619
Use of NAD tagSeq II to identify growth phase-dependent alterations in <i>E. coli</i> RNA NAD
<sup>+</sup> capping. Proceedings of the National Academy of Sciences of the United States of
America, 2021, 118, .

3.3 17

3620 Effect of low-passage number on dengue consensus genomes and intra-host variant frequencies.
Journal of General Virology, 2021, 102, . 1.3 3

3621 Frequent Transposition of Multiple Insertion Sequences in Geobacillus kaustophilus HTA426.
Frontiers in Microbiology, 2021, 12, 650461. 1.5 10

3623 Control of a programmed cell death pathway in Pseudomonas aeruginosa by an antiterminator.
Nature Communications, 2021, 12, 1702. 5.8 12

3624 A Missense Mutation in the KLF7 Gene Is a Potential Candidate Variant for Congenital Deafness in
Australian Stumpy Tail Cattle Dogs. Genes, 2021, 12, 467. 1.0 5

3625 RNA-Sequencing Reveals Differentially Expressed Rice Genes Functionally Associated with Defense
against BPH and WBPH in RILs Derived from a Cross between RP2068 and TN1. Rice, 2021, 14, 27. 1.7 6

3626 Genetic Polymorphism Drives Susceptibility Between Bacteria and Bacteriophages. Frontiers in
Microbiology, 2021, 12, 627897. 1.5 5

3627

Identification of the genes encoding the catalytic steps corresponding to LRA4 ( l â€•) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 352 Td (2â€•ketoâ€•3â€•deoxyrhamnonate aldolase) and l â€•lactaldehyde dehydrogenase in Aspergillus nidulans :

evidence for involvement of the loci AN9425 / lraD and AN0544 /. Environmental Microbiology, 2021, 23,
2420-2432.

1.8 2

3628 CLIP and complementary methods. Nature Reviews Methods Primers, 2021, 1, . 11.8 152

3629 Environmental Plasticity of the RNA Content of Staphylococcus aureus Extracellular Vesicles.
Frontiers in Microbiology, 2021, 12, 634226. 1.5 18

3630 The Immunomodulatory Effect and Clinical Efficacy of Daratumumab in a Patient With Cold Agglutinin
Disease. Frontiers in Immunology, 2021, 12, 649441. 2.2 20

3631 Comprehensive Genomic Characterization of Fifteen Early-Onset Lynch-Like Syndrome Colorectal
Cancers. Cancers, 2021, 13, 1259. 1.7 3

3632 Combined Genome, Transcriptome and Metabolome Analysis in the Diagnosis of Childhood Cerebellar
Ataxia. International Journal of Molecular Sciences, 2021, 22, 2990. 1.8 3

3634 Molecular characterization for food safety assessment of a genetically modified late blight resistant
potato: an unusual case. Transgenic Research, 2021, 30, 169-183. 1.3 1

3635 Discovery of a Novel CIP2A Variant (NOCIVA) with Clinical Relevance in Predicting TKI Resistance in
Myeloid Leukemias. Clinical Cancer Research, 2021, 27, 2848-2860. 3.2 11



201

Citation Report

# Article IF Citations

3636 Exploring a Local Genetic Interaction Network Using Evolutionary Replay Experiments. Molecular
Biology and Evolution, 2021, 38, 3144-3152. 3.5 7

3637 A spontaneous genetically induced epiallele at a retrotransposon shapes host genome function. ELife,
2021, 10, . 2.8 9

3638 Comparative analysis of chloroplast genomes of seven perennial Helianthus species. Gene, 2021, 774,
145418. 1.0 11

3639 Conserved Structural Motifs of Two Distant IAV Subtypes in Genomic Segment 5 RNA. Viruses, 2021, 13,
525. 1.5 4

3640 Deletion of conserved nonâ€•coding sequences downstream from <i>NKX2â€•1</i>: A novel diseaseâ€•causing
mechanism for benign hereditary chorea. Molecular Genetics &amp; Genomic Medicine, 2021, 9, e1647. 0.6 3

3641 MicroRNA-221 and -222 modulate intestinal inflammatory Th17 cell response as negative feedback
regulators downstream of interleukin-23. Immunity, 2021, 54, 514-525.e6. 6.6 30

3642 Next-generation sequencing technologies: An overview. Human Immunology, 2021, 82, 801-811. 1.2 274

3643 Whole genome sequencing identifies novel genetic mutations in patients with eczema herpeticum.
Allergy: European Journal of Allergy and Clinical Immunology, 2021, 76, 2510-2523. 2.7 20

3644 Targeted Double-Stranded cDNA Sequencing-Based Phase Analysis to Identify Compound Heterozygous
Mutations and Differential Allelic Expression. Biology, 2021, 10, 256. 1.3 7

3645 Genetic Characterization of a Fusarium Head Blight Resistance QTL from Triticum turgidum ssp.
dicoccoides. Plant Molecular Biology Reporter, 0, , 1. 1.0 2

3646 DIAMOND+MEGAN: Fast and Easy Taxonomic and Functional Analysis of Short and Long Microbiome
Sequences. Current Protocols, 2021, 1, e59. 1.3 55

3647 FUNGI: FUsioN Gene Integration toolset. Bioinformatics, 2021, 37, 3353-3355. 1.8 1

3648 A novel homozygous nonsense mutation in zona pellucida 1 (ZP1) causes human female empty follicle
syndrome. Journal of Assisted Reproduction and Genetics, 2021, 38, 1459-1468. 1.2 9

3649 SOX9 modulates cancer biomarker and cilia genes in pancreatic cancer. Human Molecular Genetics,
2021, 30, 485-499. 1.4 7

3650 H3K36 methyltransferase SDG708 enhances drought tolerance by promoting abscisic acid biosynthesis
in rice. New Phytologist, 2021, 230, 1967-1984. 3.5 18

3651 Facile accelerated specific therapeutic (FAST) platform develops antisenseÂ therapies to counter
multidrug-resistant bacteria. Communications Biology, 2021, 4, 331. 2.0 17

3652 Gene expression for secondary metabolite biosynthesis in hop (Humulus lupulus L.) leaf lupulin
glands exposed to heat and low-water stress. Scientific Reports, 2021, 11, 5138. 1.6 16

3653 Multi-omics analysis reveals contextual tumor suppressive and oncogenic gene modules within the
acute hypoxic response. Nature Communications, 2021, 12, 1375. 5.8 31



202

Citation Report

# Article IF Citations

3655 Reannotation of the cultivated strawberry genome and establishment of a strawberry genome
database. Horticulture Research, 2021, 8, 41. 2.9 46

3656 Molecular characterization of DICER1-mutated pituitary blastoma. Acta Neuropathologica, 2021, 141,
929-944. 3.9 11

3657 Inducible mechanisms of disease tolerance provide an alternative strategy of acquired immunity to
malaria. ELife, 2021, 10, . 2.8 43

3659 Accessible chromatin reveals regulatory mechanisms underlying cell fate decisions during early
embryogenesis. Scientific Reports, 2021, 11, 7896. 1.6 3

3660 Regulation of B Lymphocyte Development by Histone H2A Deubiquitinase BAP1. Frontiers in
Immunology, 2021, 12, 626418. 2.2 8

3661 Mitochondrial genome architecture and phylogenetic relationships of Odontesthes argentinensis
within Atherinomorpha. Genetica, 2021, 149, 129-141. 0.5 1

3662 The Clinical Implications of Tumor Mutational Burden in Osteosarcoma. Frontiers in Oncology, 2020,
10, 595527. 1.3 14

3664 Neandertal introgression and accumulation of hypomorphic mutations in the neuropeptide S (NPS)
system promote attenuated functionality. Peptides, 2021, 138, 170506. 1.2 7

3665 Comparison of long-read sequencing technologies in interrogating bacteria and fly genomes. G3:
Genes, Genomes, Genetics, 2021, 11, . 0.8 26

3666 Data on the polymorphic sites in the chloroplast genomes of seven perennial Helianthus species. Data
in Brief, 2021, 35, 106904. 0.5 0

3667 Loss of splicing factor IK impairs normal skeletal muscle development. BMC Biology, 2021, 19, 44. 1.7 5

3668 PCIP-seq: simultaneous sequencing of integrated viral genomes and their insertion sites with long
reads. Genome Biology, 2021, 22, 97. 3.8 24

3669 Reduced Nucleoprotein Availability Impairs Negative-Sense RNA Virus Replication and Promotes Host
Recognition. Journal of Virology, 2021, 95, . 1.5 26

3670 Glioblastomas acquire myeloid-affiliated transcriptional programs via epigenetic immunoediting to
elicit immune evasion. Cell, 2021, 184, 2454-2470.e26. 13.5 165

3671 Multi-Staged Data-Integrated Multi-Omics Analysis for Symptom Science Research. Biological Research
for Nursing, 2021, 23, 596-607. 1.0 6

3672 Analytic validation and clinical utilization of the comprehensive genomic profiling test, GEM ExTraÂ®.
Oncotarget, 2021, 12, 726-739. 0.8 16

3673 Genomeâ€•wide profiling of circular RNAs, alternative splicing, and Râ€•loops in stemâ€•differentiating xylem
of <i>Populus trichocarpa</i>. Journal of Integrative Plant Biology, 2021, 63, 1294-1308. 4.1 14

3674 <i>CcPmk1</i> is a regulator of pathogenicity in <i>Cytospora chrysosperma</i> and can be used as a
potential target for disease control. Molecular Plant Pathology, 2021, 22, 710-726. 2.0 13



203

Citation Report

# Article IF Citations

3676 Translational control of gene expression by eIF2 modulates proteostasis and extends lifespan. Aging,
2021, 13, 10989-11009. 1.4 6

3677 Cellular mRNA triggers structural transformation of Ebola virus matrix protein VP40 to its essential
regulatory form. Cell Reports, 2021, 35, 108986. 2.9 12

3678 Third-generation sequencing revises the molecular karyotype for <i>Toxoplasma gondii</i> and
identifies emerging copy number variants in sexual recombinants. Genome Research, 2021, 31, 834-851. 2.4 19

3679 A draft sequence reference of the Psilocybe cubensis genome. F1000Research, 2021, 10, 281. 0.8 1

3680 A Yarrowia lipolytica Strain Engineered for Pyomelanin Production. Microorganisms, 2021, 9, 838. 1.6 11

3682 Association of structural variation with cardiometabolic traits in Finns. American Journal of Human
Genetics, 2021, 108, 583-596. 2.6 22

3683 Rare instances of haploid inducer DNA in potato dihaploids and ploidy-dependent genome instability.
Plant Cell, 2021, 33, 2149-2163. 3.1 11

3684 H3K36 methylation reprograms gene expression to drive early gametocyte development in Plasmodium
falciparum. Epigenetics and Chromatin, 2021, 14, 19. 1.8 11

3685 Prediction of eye and hair pigmentation phenotypes using the HIrisPlex system in a Brazilian admixed
population sample. International Journal of Legal Medicine, 2021, 135, 1329-1339. 1.2 8

3686
Genetic changes associated with tigecycline resistance in Staphylococcus aureus in vitro-selected
mutants belonging to different lineages. International Journal of Antimicrobial Agents, 2021, 57,
106304.

1.1 4

3687 Comparative genomics identifies thousands of candidate structured RNAs in human microbiomes.
Genome Biology, 2021, 22, 100. 3.8 4

3688 Myod1 and GR coordinate myofiber-specific transcriptional enhancers. Nucleic Acids Research, 2021,
49, 4472-4492. 6.5 18

3689 Stress-induced transcriptional memory accelerates promoter-proximal pause release and decelerates
termination over mitotic divisions. Molecular Cell, 2021, 81, 1715-1731.e6. 4.5 28

3690 Dynamic Transcriptome Sequencing of Bovine Alphaherpesvirus Type 1 and Host Cells Carried Out by a
Multi-Technique Approach. Frontiers in Genetics, 2021, 12, 619056. 1.1 5

3691 Identification of Novel Candidate Genes and Variants for Hearing Loss and Temporal Bone Anomalies.
Genes, 2021, 12, 566. 1.0 5

3693 Nuclear m6A reader YTHDC1 regulates the scaffold function of LINE1 RNA in mouse ESCs and early
embryos. Protein and Cell, 2021, 12, 455-474. 4.8 84

3694
Familial Psychosis Associated With a Missense Mutation at MACF1 Gene Combined With the Rare
Duplications DUP3p26.3 and DUP16q23.3, Affecting the CNTN6 and CDH13 Genes. Frontiers in Genetics,
2021, 12, 622886.

1.1 3

3695 Mutation of an arabidopsis golgi membrane protein ELMO1 reduces cell adhesion. Development
(Cambridge), 2021, 148, . 1.2 5



204

Citation Report

# Article IF Citations

3698 Comparative transcriptome analyses revealed different heat stress responses in pigeonpea (Cajanus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 742 Td (cajan) and its crop wild relatives. Plant Cell Reports, 2021, 40, 881-898.2.8 6

3699 The splicing factor SRSF1 stabilizes the mRNA of TSLP to enhance acute lung injury. Cellular
Immunology, 2021, 362, 104299. 1.4 6

3700 The bone microenvironment increases phenotypic plasticity of ER+ breast cancer cells. Developmental
Cell, 2021, 56, 1100-1117.e9. 3.1 63

3701 Pectin Dependent Cell Adhesion Restored by a Mutant Microtubule Organizing Membrane Protein.
Plants, 2021, 10, 690. 1.6 4

3702 Inheritance of spheroid body and plastid in the raphid diatom <i>Epithemia</i> (Bacillariophyta) during
sexual reproduction. Phycologia, 2021, 60, 265-273. 0.6 2

3703 RNA Sequencing Data Sets and Their Whole-Genome Sequence Assembly of Dengue Virus from Three
Serial Passages in Vero Cells. Microbiology Resource Announcements, 2021, 10, . 0.3 0

3704 Mitochondrial genome of Scutogyrus longicornis (Monogenea: Dactylogyridea), a parasite of Nile
tilapia Oreochromis niloticus. Parasitology International, 2021, 81, 102281. 0.6 11

3705 The C-terminal Domain of piggyBac Transposase Is Not Required for DNA Transposition. Journal of
Molecular Biology, 2021, 433, 166805. 2.0 7

3706
Optimization and Validation of Multimodular, Long-Range PCRâ€“Based Next-Generation Sequencing
Assays for Comprehensive Detection of Mutation in Tuberous Sclerosis Complex. Journal of
Molecular Diagnostics, 2021, 23, 424-446.

1.2 16

3707
Comprehensive validation of a diagnostic strategy for sequencing genes with one or multiple
pseudogenes using pseudoxanthoma elasticum as a model. Journal of Genetics and Genomics, 2021, 48,
289-299.

1.7 2

3708 Transcriptomic analysis of Burkholderia cenocepacia CEIB S5-2 during methyl parathion degradation.
Environmental Science and Pollution Research, 2021, 28, 42414-42431. 2.7 7

3709 Transcriptional control of DNA repair networks by CDK7 regulates sensitivity to radiation in
MYC-driven medulloblastoma. Cell Reports, 2021, 35, 109013. 2.9 18

3710 SOX4 and SMARCA4 cooperatively regulate PI3k signaling through transcriptional activation of
TGFBR2. Npj Breast Cancer, 2021, 7, 40. 2.3 9

3712 Circulating Tumor DNA Analyses Predict Disease Recurrence in Non-Muscle-Invasive Bladder Cancer.
Frontiers in Oncology, 2021, 11, 657483. 1.3 9

3714 Genomic Imprinting at the Porcine PLAGL1 Locus and the Orthologous Locus in the Human. Genes, 2021,
12, 541. 1.0 2

3715 Transcriptome-wide study revealed m6A regulation of embryonic muscle development in Dingan goose
(Anser cygnoides orientalis). BMC Genomics, 2021, 22, 270. 1.2 23

3717 Creating custom synthetic genomes in Escherichia coli with REXER and GENESIS. Nature Protocols,
2021, 16, 2345-2380. 5.5 11

3718 Variants at the ASIP locus contribute to coat color darkening in Nellore cattle. Genetics Selection
Evolution, 2021, 53, 40. 1.2 25



205

Citation Report

# Article IF Citations

3719 The piggyBac-derived protein 5 (PGBD5) transposes both the closely and the distantly related
piggyBac-like elements Tcr-pble and Ifp2. Journal of Molecular Biology, 2021, 433, 166839. 2.0 5

3720 Adaptation to the dietary sugar D-tagatose via genome instability in polyploid Candida albicans cells.
G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 4

3721 Heterozygous Recurrent Mutations Inducing Dysfunction of ROR2 Gene in Patients With Short
Stature. Frontiers in Cell and Developmental Biology, 2021, 9, 661747. 1.8 4

3722
Mutational landscape of DNAH1 in Chinese patients with multiple morphological abnormalities of the
sperm flagella: cohort study and literature review. Journal of Assisted Reproduction and Genetics,
2021, 38, 2031-2038.

1.2 6

3723 Clinical Significance of Novel Subtypes of Acute Lymphoblastic Leukemia in the Context of Minimal
Residual Diseaseâ€“Directed Therapy. Blood Cancer Discovery, 2021, 2, 326-337. 2.6 71

3724 A map of the SARS-CoV-2 RNA structurome. NAR Genomics and Bioinformatics, 2021, 3, lqab043. 1.5 49

3725 Development and Analytical Validation of a Targeted Next-Generation Sequencing Panel to Detect
Actionable Mutations for Targeted Therapy. OncoTargets and Therapy, 2021, Volume 14, 2423-2431. 1.0 2

3726 Redundant and non-redundant cytokine-activated enhancers control Csn1s2b expression in the
lactating mouse mammary gland. Nature Communications, 2021, 12, 2239. 5.8 9

3728 Impact of clinical targeted sequencing on endocrine responsiveness in estrogen receptor-positive,
HER2-negative metastatic breast cancer. Scientific Reports, 2021, 11, 8109. 1.6 4

3730 Support Vector Machine Weather Prediction Technology Based on the Improved Quantum
Optimization Algorithm. Computational Intelligence and Neuroscience, 2021, 2021, 1-13. 1.1 8

3732 Cutaneous and hepatic vascular lesions due to a recurrent somatic GJA4 mutation reveal a pathway
for vascular malformation. Human Genetics and Genomics Advances, 2021, 2, 100028. 1.0 12

3733 Long-read genome sequencing for the molecular diagnosis of neurodevelopmental disorders. Human
Genetics and Genomics Advances, 2021, 2, 100023. 1.0 20

3736 Next Generation Sequencing for Detecting Somatic FAS Mutations in Patients With Autoimmune
Lymphoproliferative Syndrome. Frontiers in Immunology, 2021, 12, 656356. 2.2 12

3737 Human Pleural Fluid and Human Serum Albumin Modulate the Behavior of a Hypervirulent and
Multidrug-Resistant (MDR) Acinetobacter baumannii Representative Strain. Pathogens, 2021, 10, 471. 1.2 17

3738 Identification of germ cell-specific Mga variant mRNA that promotes meiosis via impediment of a
non-canonical PRC1. Scientific Reports, 2021, 11, 9737. 1.6 8

3739 High Carotenoid Mutants of Chlorella vulgaris Show Enhanced Biomass Yield under High Irradiance.
Plants, 2021, 10, 911. 1.6 16

3740
Genome-Wide Identification of Barley Long Noncoding RNAs and Analysis of Their Regulatory
Interactions during Shoot and Grain Development. International Journal of Molecular Sciences, 2021,
22, 5087.

1.8 4

3741 Variants in GCNA, X-linked germ-cell genome integrity gene, identified in men with primary
spermatogenic failure. Human Genetics, 2021, 140, 1169-1182. 1.8 27



206

Citation Report

# Article IF Citations

3743 Increased hippocampal excitability in miR-324-null mice. Scientific Reports, 2021, 11, 10452. 1.6 10

3744 ALDH1A3 Coordinates Metabolism With Gene Regulation in Pulmonary Arterial Hypertension.
Circulation, 2021, 143, 2074-2090. 1.6 34

3745 TieBrush: an efficient method for aggregating and summarizing mapped reads across large datasets.
Bioinformatics, 2021, 37, 3650-3651. 1.8 9

3746 Argonaute-CLIP delineates versatile, functional RNAi networks in Aedes aegypti, a major vector of
human viruses. Cell Host and Microbe, 2021, 29, 834-848.e13. 5.1 6

3747 Diagnostic and Prognostic Value of Circulating Cell-Free DNA for Cholangiocarcinoma. Diagnostics,
2021, 11, 999. 1.3 8

3748 Genomic and immunogenic changes of Piscine novirhabdovirus (Viral Hemorrhagic Septicemia Virus)
over its evolutionary history in the Laurentian Great Lakes. PLoS ONE, 2021, 16, e0232923. 1.1 2

3749 Samplot: a platform for structural variant visual validation and automated filtering. Genome Biology,
2021, 22, 161. 3.8 52

3750 Discovery of first-in-class inhibitors of ASH1L histone methyltransferase with anti-leukemic activity.
Nature Communications, 2021, 12, 2792. 5.8 17

3751 Mycobacterium tuberculosis precursor rRNA as a measure of treatment-shortening activity of drugs
and regimens. Nature Communications, 2021, 12, 2899. 5.8 38

3752 The evolution and changing ecology of the African hominid oral microbiome. Proceedings of the
National Academy of Sciences of the United States of America, 2021, 118, . 3.3 74

3753 Genome-wide mapping of histone modifications during axenic growth in two species of Leptosphaeria
maculans showing contrasting genomic organization. Chromosome Research, 2021, 29, 219-236. 1.0 17

3754 Distinct methylome patterns contribute to ecotypic differentiation in the growth of the storage
organ of a flowering plant (sacred lotus). Molecular Ecology, 2021, 30, 2831-2845. 2.0 14

3756 The RNA-Binding Protein HuD Regulates Alternative Splicing and Alternative Polyadenylation in the
Mouse Neocortex. Molecules, 2021, 26, 2836. 1.7 12

3757 A rhomboidâ€•like protease gene from an interspecies translocation confers resistance to cyst
nematodes. New Phytologist, 2021, 231, 801-813. 3.5 8

3758 Multi-Dimensional Transcriptome Analysis Reveals Modulation of Cholesterol Metabolism as Highly
Integrated Response to Brain Injury. Frontiers in Neuroscience, 2021, 15, 671249. 1.4 8

3760 The SMC5/6 complex compacts and silences unintegrated HIV-1 DNA and is antagonized by Vpr. Cell Host
and Microbe, 2021, 29, 792-805.e6. 5.1 49

3761 Histone demethylase complexes KDM3A and KDM3B cooperate with OCT4/SOX2 to define a pluripotency
gene regulatory network. FASEB Journal, 2021, 35, e21664. 0.2 19

3762 New Insights Into Lignification via Network and Multi-Omics Analyses of Arogenate Dehydratase
Knock-Out Mutants in Arabidopsis thaliana. Frontiers in Plant Science, 2021, 12, 664250. 1.7 1



207

Citation Report

# Article IF Citations

3765 Global in situ profiling of RNA-RNA spatial interactions with RIC-seq. Nature Protocols, 2021, 16,
2916-2946. 5.5 21

3766 Regional identity of human neural stem cells determines oncogenic responses to histone H3.3
mutants. Cell Stem Cell, 2021, 28, 877-893.e9. 5.2 42

3767 A comparative analysis of the intrauterine transcriptome in fertile and subfertile mares using
cytobrush sampling. BMC Genomics, 2021, 22, 377. 1.2 6

3768 Identification of c-di-GMP/FleQ-Regulated New Target Genes, Including <i>cyaA</i> , Encoding
Adenylate Cyclase, in Pseudomonas putida. MSystems, 2021, 6, . 1.7 15

3770 Organ-, sex-Â and age-dependent patterns of endogenous L1 mRNA expression at a single locus
resolution. Nucleic Acids Research, 2021, 49, 5813-5831. 6.5 12

3771 The MinION as a cost-effective technology for diagnostic screening of the SCN1A gene in epilepsy
patients. Epilepsy Research, 2021, 172, 106593. 0.8 1

3772 Rare variant analysis of 4241 pulmonary arterial hypertension cases from an international consortium
implicates FBLN2, PDGFD, and rare de novo variants in PAH. Genome Medicine, 2021, 13, 80. 3.6 43

3773 Genome-wide DNA mutations in Arabidopsis plants after multigenerational exposure to high
temperatures. Genome Biology, 2021, 22, 160. 3.8 35

3777 De Novo Mutation Rate Variation and Its Determinants in<i>Chlamydomonas</i>. Molecular Biology
and Evolution, 2021, 38, 3709-3723. 3.5 19

3778
Kindler epidermolysis bullosa-like skin phenotype and downregulated basement membrane zone gene
expression in poikiloderma with neutropenia and a homozygous USB1 mutation. Matrix Biology, 2021,
99, 43-57.

1.5 4

3779 Nanopore Sequencing Unveils Diverse Transcript Variants of the Epithelial Cell-Specific Transcription
Factor Elf-3 in Human Malignancies. Genes, 2021, 12, 839. 1.0 6

3780 Expanding the <i>FDXR</i>-Associated Disease Phenotype: Retinal Dystrophy Is a Recurrent Ocular
Feature. , 2021, 62, 2. 7

3781 Long-read whole-genome methylation patterning using enzymatic base conversion and nanopore
sequencing. Nucleic Acids Research, 2021, 49, e81-e81. 6.5 31

3783 Positive Selection Inhibits Plasmid Coexistence in Bacterial Genomes. MBio, 2021, 12, . 1.8 16

3784 High Response Rate and Durability Driven by HLA Genetic Diversity in Patients with Kidney Cancer
Treated with Lenvatinib and Pembrolizumab. Molecular Cancer Research, 2021, 19, 1510-1521. 1.5 20

3785 Chromatin accessibility and translational landscapes of tea plants under chilling stress.
Horticulture Research, 2021, 8, 96. 2.9 28

3786 PHC1 maintains pluripotency by organizing genome-wide chromatin interactions of the Nanog locus.
Nature Communications, 2021, 12, 2829. 5.8 14

3787 Single-cell joint detection of chromatin occupancy and transcriptome enables higher-dimensional
epigenomic reconstructions. Nature Methods, 2021, 18, 652-660. 9.0 57



208

Citation Report

# Article IF Citations

3788 Phytochrome interacting factor proteins regulate cytokinesis in Arabidopsis. Cell Reports, 2021, 35,
109095. 2.9 7

3789 Epigenetic control of regionâ€•specific transcriptional programs in mouse cerebellar and cortical
astrocytes. Glia, 2021, 69, 2160-2177. 2.5 13

3790 Clinical presentation, genotypeâ€“phenotype correlations, and outcome of pancreatic neuroendocrine
tumors in Von Hippelâ€“Lindau syndrome. Endocrine, 2021, 74, 180-187. 1.1 5

3791 High-throughput 5â€²P sequencing enables the study of degradation-associated ribosome stalls. Cell
Reports Methods, 2021, 1, 100001. 1.4 12

3792 Identification of a Stable, Non-Canonically Regulated Nrf2 Form in Lung Cancer Cells. Antioxidants,
2021, 10, 786. 2.2 5

3793 Enrichment approach for unbiased sequencing of respiratory syncytial virus directly from clinical
samples. Wellcome Open Research, 0, 6, 99. 0.9 0

3795 Molecular Analysis of East African Lumpy Skin Disease Viruses Reveals a Mixed Isolate with Features of
Both Vaccine and Field Isolates. Microorganisms, 2021, 9, 1142. 1.6 16

3796 Prognostic Genetic Biomarkers Based on Oncogenic Signaling Pathways for Outcome Prediction in
Patients with Oral Cavity Squamous Cell Carcinoma. Cancers, 2021, 13, 2709. 1.7 12

3797 Transcriptomic Analysis of Ovine Hepatic Lymph Node Following Fasciola hepatica Infection â€“
Inhibition of NK Cell and IgE-Mediated Signaling. Frontiers in Immunology, 2021, 12, 687579. 2.2 9

3798 A 24,482-bp deletion is associated with increased seed weight in Brassica napus L.. Theoretical and
Applied Genetics, 2021, 134, 2653-2669. 1.8 5

3799 Screening for Mutations in Isolated Central Hypothyroidism Reveals a Novel Mutation in Insulin
Receptor Substrate 4. Frontiers in Endocrinology, 2021, 12, 658137. 1.5 1

3800 ARAMIS: From systematic errors of NGS long reads to accurate assemblies. Briefings in Bioinformatics,
2021, 22, . 3.2 9

3801
Hepatic Gene Expression Profiling of Atlantic Cod (<i>Gadus morhua</i>) Liver after Exposure to
Organophosphate Flame Retardants Revealed Altered Cholesterol Biosynthesis and Lipid Metabolism.
Environmental Toxicology and Chemistry, 2021, 40, 1639-1648.

2.2 6

3802 Exome sequencing reveals genetic architecture in patients with isolated or syndromic short stature.
Journal of Genetics and Genomics, 2021, 48, 396-402. 1.7 21

3803 Enhancers are activated by p300/CBP activity-dependent PIC assembly, RNAPII recruitment, and pause
release. Molecular Cell, 2021, 81, 2166-2182.e6. 4.5 94

3804 A novel family of secreted insect proteins linked to plant gall development. Current Biology, 2021, 31,
1836-1849.e12. 1.8 37

3805 DNA Topoisomerase 3Î± Is Involved in Homologous Recombination Repair and Replication Stress Response
in Trypanosoma cruzi. Frontiers in Cell and Developmental Biology, 2021, 9, 633195w. 1.8 8

3806 Rare functional genetic variants in COL7A1, COL6A5, COL1A2 and COL5A2 frequently occur in Chiari
Malformation Type 1. PLoS ONE, 2021, 16, e0251289. 1.1 12



209

Citation Report

# Article IF Citations

3807 Parallel sequencing of 87 STR and 294 SNP markers using the prototype of the SifaMPS panel on the
MiSeq FGxâ„¢ system. Forensic Science International: Genetics, 2021, 52, 102490. 1.6 10

3808 Genomic Imprinting at the Porcine DIRAS3 Locus. Animals, 2021, 11, 1315. 1.0 4

3809 Introgression of ASIP and TYRP1 Alleles Explains Coat Color Variation in Valais Goats. Journal of
Heredity, 2021, 112, 452-457. 1.0 7

3810 Characterization of DNA G-Quadruplex Structures in Human Immunoglobulin Heavy Variable (IGHV)
Genes. Frontiers in Immunology, 2021, 12, 671944. 2.2 10

3811 Identification of CYP2D6 Haplotypes that Interfere with Commonly Used Assays for Copy Number
Variation Characterization. Journal of Molecular Diagnostics, 2021, 23, 577-588. 1.2 10

3812 Expression and splicing dynamics of WRKY family genes along physiological exigencies of tea plant
(Camellia sinensis). Biologia (Poland), 2021, 76, 2491-2499. 0.8 6

3813 Variants in MHY7 Gene Cause Arrhythmogenic Cardiomyopathy. Genes, 2021, 12, 793. 1.0 4

3814 AID Contributes to Accelerated Disease Progression in the TCL1 Mouse Transplant Model for CLL.
Cancers, 2021, 13, 2619. 1.7 5

3815 piRNA-mediated gene regulation and adaptation to sex-specific transposon expression in <i>D.
melanogaster</i> male germline. Genes and Development, 2021, 35, 914-935. 2.7 46

3817
Genome-Wide Association Studies of Seed Performance Traits in Response to Heat Stress in Medicago
truncatula Uncover MIEL1 as a Regulator of Seed Germination Plasticity. Frontiers in Plant Science,
2021, 12, 673072.

1.7 5

3818 Dynamics of broad H3K4me3 domains uncover an epigenetic switch between cell identity and
cancer-related genes. Genome Research, 2022, 32, 1328-1342. 2.4 14

3821 Whole-genome sequencing identifies functional noncoding variation in SEMA3C that cosegregates
with dyslexia in a multigenerational family. Human Genetics, 2021, 140, 1183-1200. 1.8 5

3822 JAK inhibitors dampen activation of interferon-stimulated transcription of ACE2 isoforms in human
airway epithelial cells. Communications Biology, 2021, 4, 654. 2.0 18

3823
A novel homozygous missense variant in the NAXE gene in an Iranian family with progressive
encephalopathy with brain edema and leukoencephalopathy. Acta Neurologica Belgica, 2022, 122,
1201-1210.

0.5 10

3824 Whole-genome analysis as a diagnostic tool for patients referred for diagnosis of Silver-Russell
syndrome: a real-world study. Journal of Medical Genetics, 2022, 59, 613-622. 1.5 8

3825
Identifying Potential Neoantigens for Cervical Cancer Immunotherapy Using Comprehensive Genomic
Variation Profiling of Cervical Intraepithelial Neoplasia and Cervical Cancer. Frontiers in Oncology,
2021, 11, 672386.

1.3 4

3826 STAG2 loss rewires oncogenic and developmental programs to promote metastasis in Ewing sarcoma.
Cancer Cell, 2021, 39, 827-844.e10. 7.7 49

3827 Sequence variants of the canine melanocyte inducing transcription factor (<i>MITF</i>) locus reveal a
common <i>MITFâ€•A</i> processed pseudogene. Animal Genetics, 2021, 52, 777-778. 0.6 2



210

Citation Report

# Article IF Citations

3828 Pan-genome analysis of 33 genetically diverse rice accessions reveals hidden genomic variations. Cell,
2021, 184, 3542-3558.e16. 13.5 237

3829 Human <i>STAT3</i> variants underlie autosomal dominant hyper-IgE syndrome by negative dominance.
Journal of Experimental Medicine, 2021, 218, . 4.2 30

3831 L1CAM is not associated with extracellular vesicles in human cerebrospinal fluid or plasma. Nature
Methods, 2021, 18, 631-634. 9.0 118

3832 Skim sequencing: an advanced NGS technology for crop improvement. Journal of Genetics, 2021, 100, 1. 0.4 10

3834 Sequence of the supernumerary B chromosome of maize provides insight into its drive mechanism and
evolution. Proceedings of the National Academy of Sciences of the United States of America, 2021, 118, . 3.3 25

3835 Chromatin accessibility profiling in Neurospora crassa reveals molecular features associated with
accessible and inaccessible chromatin. BMC Genomics, 2021, 22, 459. 1.2 13

3836 An efficient i-GONAD method for creating and maintaining lethal mutant mice using an inversion
balancer identified from the C3H/HeJJcl strain. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 4

3838 A protocol for rapid degradation of endogenous transcription factors in mammalian cells and
identification of direct regulatory targets. STAR Protocols, 2021, 2, 100530. 0.5 8

3839 Molecular classification and diagnostics of upper urinary tract urothelial carcinoma. Cancer Cell,
2021, 39, 793-809.e8. 7.7 65

3842 Semi-supervised peak calling with SPAN and JBR genome browser. Bioinformatics, 2021, , . 1.8 4

3844 Resource-efficient pooled sequencing expands translational impact in solid tumors. Kidney Cancer
Journal: Official Journal of the Kidney Cancer Association, 2021, 19, 18-23. 0.1 1

3846 A DNA Regulatory Element Haplotype at Zinc Finger Genes Is Associated with Host Resilience to Small
Ruminant Lentivirus in Two Sheep Populations. Animals, 2021, 11, 1907. 1.0 1

3847 Tensin 1 ( <i>TNS1</i> ) is a modifier gene for low body mass index (BMI) in homozygous [ <i>F508del</i>
]CFTR patients. Physiological Reports, 2021, 9, e14886. 0.7 0

3848 Extending the allelic spectrum at noncoding risk loci of orofacial clefting. Human Mutation, 2021, 42,
1066-1078. 1.1 3

3849 Oncogenic Mutations and Gene Fusions in CD30-Positive Lymphoproliferations and Clonally Related
Mycosis Fungoides Occurring in the Same Patients. JID Innovations, 2021, 1, 100034. 1.2 5

3850 Candidate gene analysis of watermelon stripe pattern locus ClSP ongoing recombination suppression.
Theoretical and Applied Genetics, 2021, 134, 3263-3277. 1.8 11

3851 Sublayer- and cell-type-specific neurodegenerative transcriptional trajectories in hippocampal
sclerosis. Cell Reports, 2021, 35, 109229. 2.9 20

3852 Sense codon reassignment enables viral resistance and encoded polymer synthesis. Science, 2021, 372,
1057-1062. 6.0 90



211

Citation Report

# Article IF Citations

3853 The H3K36me2 methyltransferase NSD1 modulates H3K27ac at active enhancers to safeguard gene
expression. Nucleic Acids Research, 2021, 49, 6281-6295. 6.5 19

3855 Identification of Regulatory Functions of LncRNAs Associated With T. circumcincta Infection in Adult
Sheep. Frontiers in Genetics, 2021, 12, 685341. 1.1 5

3857 Unexpected Discovery of Hypermutator Phenotype Sounds the Alarm for Quality Control Strains.
Genome Biology and Evolution, 2021, 13, . 1.1 2

3858 Transcriptome Profiling of m6A mRNA Modification in Bovine Mammary Epithelial Cells Treated with
Escherichia coli. International Journal of Molecular Sciences, 2021, 22, 6254. 1.8 14

3859 The zinc finger protein CLAMP promotes long-range chromatin interactions that mediate dosage
compensation of the Drosophila male X-chromosome. Epigenetics and Chromatin, 2021, 14, 29. 1.8 8

3860 Application of high-throughput 5â€²P sequencing for the study of co-translational mRNA decay. STAR
Protocols, 2021, 2, 100447. 0.5 4

3861 An Early Diagnostic Clue for COL18A1- and LAMA1-Associated Diseases: High Myopia With Alopecia
Areata in the Cranial Midline. Frontiers in Cell and Developmental Biology, 2021, 9, 644947. 1.8 1

3862
A Novel SARS-CoV-2 Viral Sequence Bioinformatic Pipeline Has Found Genetic Evidence That the Viral 3â€²
Untranslated Region (UTR) Is Evolving and Generating Increased Viral Diversity. Frontiers in
Microbiology, 2021, 12, 665041.

1.5 20

3863 Structural insights into the recognition of histone H3Q5 serotonylation by WDR5. Science Advances,
2021, 7, . 4.7 14

3865 Gene expression analysis in EBV-infected ataxia-telangiectasia cell lines by RNA-sequencing reveals
protein synthesis defect and immune abnormalities. Orphanet Journal of Rare Diseases, 2021, 16, 288. 1.2 1

3866 Genetic and molecular characterization of determinant of six-rowed spike of barley carrying vrs1.a4.
Theoretical and Applied Genetics, 2021, 134, 3225-3236. 1.8 3

3868
Modern diagnostic and therapeutic approaches in familial maculopathy with reference to North
Carolina macular dystrophy. Biomedical Papers of the Medical Faculty of the University
Palacky&amp;#x0301;, Olomouc, Czechoslovakia, 2022, 166, 418-427.

0.2 2

3869 The global and promoter-centric 3D genome organization temporally resolved during a circadian
cycle. Genome Biology, 2021, 22, 162. 3.8 21

3872 Mapping single-nucleotide m6A by m6A-REF-seq. Methods, 2022, 203, 392-398. 1.9 3

3873
CRISPR-based targeting of DNA methylation in <i>Arabidopsis thaliana</i> by a bacterial CG-specific
DNA methyltransferase. Proceedings of the National Academy of Sciences of the United States of
America, 2021, 118, .

3.3 35

3874 Residual pluripotency is required for inductive germ cell segregation. EMBO Reports, 2021, 22, e52553. 2.0 5

3875 Is aromatic terpenoid composition of grapes in Northwestern Iberian wine cultivars related to
variation in VviDXS1 gene?. Journal of Berry Research, 2021, 11, 187-200. 0.7 1

3876 DNA-RNA Hybrid (R-Loop): From a Unified Picture of the Mammalian Telomere to the Genome-Wide
Profile. Cells, 2021, 10, 1556. 1.8 6



212

Citation Report

# Article IF Citations

3877 A draft reference assembly of the Psilocybe cubensis genome. F1000Research, 2021, 10, 281. 0.8 1

3878 StuA-Regulated Processes in the Dermatophyte Trichophyton rubrum: Transcription Profile, Cell-Cell
Adhesion, and Immunomodulation. Frontiers in Cellular and Infection Microbiology, 2021, 11, 643659. 1.8 7

3879 Methyltransferase-directed orthogonal tagging and sequencing of miRNAs and bacterial small RNAs.
BMC Biology, 2021, 19, 129. 1.7 1

3881 Population dynamics in the Japanese Archipelago since the Pleistocene revealed by the complete
mitochondrial genome sequences. Scientific Reports, 2021, 11, 12018. 1.6 10

3882 Two cases of acute lymphoid leukemia patients with loss of heterozygosity in <scp>HLA</scp> region
before transplantation. Hla, 2021, 98, 207-212. 0.4 2

3883 A Curriculum for Genomic Education of Molecular Genetic Pathology Fellows. Journal of Molecular
Diagnostics, 2021, 23, 1218-1240. 1.2 4

3884
Validation of the Verogen ForenSeqâ„¢ DNA Signature Prep kit/Primer Mix B for phenotypic and
biogeographical ancestry predictions using the Micro MiSeqÂ® Flow Cells. Forensic Science
International: Genetics, 2021, 53, 102533.

1.6 15

3885 Blood groups of Neandertals and Denisova decrypted. PLoS ONE, 2021, 16, e0254175. 1.1 5

3886 Tissue-specific expression of p73 and p63 isoforms in human tissues. Cell Death and Disease, 2021, 12,
745. 2.7 13

3888
Molecular and Pathological Profiling of Corresponding Treatment-NaÃ¯ve and Neoadjuvant
Pazopanib-Treated High-Risk Soft Tissue Sarcoma Samples of the GISG-04/NOPASS Study. Biology, 2021,
10, 639.

1.3 1

3890
Juvenile hormone regulation of microRNAs is mediated by E75 in the Dengue vector mosquito<i>Aedes
aegypti</i>. Proceedings of the National Academy of Sciences of the United States of America, 2021, 118,
.

3.3 9

3891 Genomic Diversity of the Ostreid Herpesvirus Type 1 Across Time and Location and Among Host Species.
Frontiers in Microbiology, 2021, 12, 711377. 1.5 11

3892 Efficient construction of a linkage map and haplotypes for <i>Mentha suaveolens</i> using sequence
capture. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 1

3893 Pax7 pioneer factor action requires both paired and homeo DNA binding domains. Nucleic Acids
Research, 2021, 49, 7424-7436. 6.5 14

3894 HBO1 is a versatile histone acyltransferase critical for promoter histone acylations. Nucleic Acids
Research, 2021, 49, 8037-8059. 6.5 30

3895 Frequent Genetic Alterations and Their Clinical Significance in Patients With Thymic Epithelial
Tumors. Frontiers in Oncology, 2021, 11, 667148. 1.3 6

3896 Potential evidence for transgenerational epigenetic memory in Arabidopsis thaliana following
spaceflight. Communications Biology, 2021, 4, 835. 2.0 17

3897 Exome sequencing identifies novel somatic variants in African American esophageal squamous cell
carcinoma. Scientific Reports, 2021, 11, 14814. 1.6 5



213

Citation Report

# Article IF Citations

3898 Gene duplication and subsequent functional diversification of maltase in fig wasp (Chalcidoidea,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 742 Td (Hymenoptera). International Journal of Biological Macromolecules, 2021, 182, 482-491.3.6 5

3899 Endogenous Retroviruses Drive Lineage-Specific Regulatory Evolution across Primate and Rodent
Placentae. Molecular Biology and Evolution, 2021, 38, 4992-5004. 3.5 23

3903 Data for Genomics in Healthcare: The Potential of Next-Generation Sequencing in Developing
Precision Medicine. IOP Conference Series: Earth and Environmental Science, 2021, 794, 012116. 0.2 0

3904 Oncogenic enhancers drive esophageal squamous cell carcinogenesis and metastasis. Nature
Communications, 2021, 12, 4457. 5.8 27

3905 Whole Genome Sequencing Refines Knowledge on the Population Structure of Mycobacterium bovis
from a Multi-Host Tuberculosis System. Microorganisms, 2021, 9, 1585. 1.6 11

3906 COVID-19 reinfections in The Gambia by phylogenetically distinct SARS-CoV-2 variantsâ€”first two
confirmed events in west Africa. The Lancet Global Health, 2021, 9, e905-e907. 2.9 11

3908 Genomic analysis of field pennycress (Thlaspi arvense) provides insights into mechanisms of
adaptation to high elevation. BMC Biology, 2021, 19, 143. 1.7 23

3909
Characterization of a novel transitional group Rickettsia species (Rickettsia tillamookensis sp. nov.)
from the western black-legged tick, Ixodes pacificus. International Journal of Systematic and
Evolutionary Microbiology, 2021, 71, .

0.8 9

3910
In silico analysis of non-synonymous missense SNPs (nsSNPs) in CPE, GNAS genes and experimental
validation in type II diabetes mellitus through Next Generation Sequencing. Genomics, 2021, 113,
2426-2440.

1.3 7

3912 DNA methylation analysis reveals epimutation hotspots in patients with dilated
cardiomyopathy-associated laminopathies. Clinical Epigenetics, 2021, 13, 139. 1.8 5

3913 Dual RNA-Seq Enables Full-Genome Assembly of Measles Virus and Characterization of Hostâ€“Pathogen
Interactions. Microorganisms, 2021, 9, 1538. 1.6 7

3914 Disruptor of telomeric silencing 1-like promotes ovarian cancer tumor growth by stimulating
pro-tumorigenic metabolic pathways and blocking apoptosis. Oncogenesis, 2021, 10, 48. 2.1 10

3916 Genomic Elucidation of a COVID-19 Resurgence and Local Transmission of SARS-CoV-2 in Guangzhou,
China. Journal of Clinical Microbiology, 2021, 59, e0007921. 1.8 5

3917 Kallmann syndrome in a patient with Weissâ€“Kruszka syndrome and a de novo deletion in 9q31.2.
European Journal of Endocrinology, 2021, 185, 57-66. 1.9 8

3918 Novel PRMT7 mutation in a rare case of dysmorphism and intellectual disability. Journal of Human
Genetics, 2021, , . 1.1 6

3919 Gene Position Index Mutation Detection Algorithm Based on Feedback Fast Learning Neural Network.
Computational Intelligence and Neuroscience, 2021, 2021, 1-12. 1.1 3

3920 Epigenetic Effects Promoted by Neonicotinoid Thiacloprid Exposure. Frontiers in Cell and
Developmental Biology, 2021, 9, 691060. 1.8 12

3921 Identification and Characterization of DAMs Mutations Associated With Early Blooming in Sweet
Cherry, and Validation of DNA-Based Markers for Selection. Frontiers in Plant Science, 2021, 12, 621491. 1.7 9



214

Citation Report

# Article IF Citations

3922 HLA-dependent heterogeneity and macrophage immunoproteasome activation during lung COVID-19
disease. Journal of Translational Medicine, 2021, 19, 290. 1.8 16

3924 Isolation and Characterization of Barley (Hordeum vulgare) Extracellular Vesicles to Assess Their
Role in RNA Spray-Based Crop Protection. International Journal of Molecular Sciences, 2021, 22, 7212. 1.8 9

3926 Large Differences in the Haptophyte Phaeocystis globosa Mitochondrial Genomes Driven by Repeat
Amplifications. Frontiers in Microbiology, 2021, 12, 676447. 1.5 7

3927 Exfoliated epithelial cell transcriptome reflects both small and large intestinal cell signatures in
piglets. American Journal of Physiology - Renal Physiology, 2021, 321, G41-G51. 1.6 2

3928 Targeted CRISPRâ€•Cas9â€•based gene knockouts in the model brown alga <i>Ectocarpus</i>. New
Phytologist, 2021, 231, 2077-2091. 3.5 41

3929 Clinically Responsive Genomic Analysis Pipelines. Journal of Molecular Diagnostics, 2021, 23, 894-905. 1.2 10

3931
Impaired SNF2L Chromatin Remodeling Prolongs Accessibility at Promoters Enriched for Fos/Jun
Binding Sites and Delays Granule Neuron Differentiation. Frontiers in Molecular Neuroscience, 2021,
14, 680280.

1.4 1

3932 Sensitivity of cohesinâ€“chromatin association to high-salt treatment corroborates non-topological
mode of loop extrusion. Epigenetics and Chromatin, 2021, 14, 36. 1.8 4

3934 Capture enrichment and massively parallel sequencing for human identification. Forensic Science
International: Genetics, 2021, 53, 102496. 1.6 19

3935 Application of Combined Long Amplicon Sequencing (CoLAS) for Genetic Analysis of
Neurofibromatosis Type 1: A Pilot Study. Current Issues in Molecular Biology, 2021, 43, 782-801. 1.0 6

3936 Unravelling the genetic causes of multiple malformation syndromes: A whole exome sequencing study
of the Cypriot population. PLoS ONE, 2021, 16, e0253562. 1.1 3

3937 Tunisian Maturity-Onset Diabetes of the Young: A Short Review and a New Molecular and Clinical
Investigation. Frontiers in Endocrinology, 2021, 12, 684018. 1.5 1

3938 Regional specific differentiation of integumentary organs: <scp>SATB2</scp> is involved in Î±â€• and
Î²â€•keratin gene cluster switching in the chicken. Developmental Dynamics, 2022, 251, 1490-1508. 0.8 4

3939 Regulated control of gene therapies by drug-induced splicing. Nature, 2021, 596, 291-295. 13.7 58

3943 Temperature dependence of spontaneous mutation rates. Genome Research, 2021, 31, 1582-1589. 2.4 31

3945 Variably methylated retrotransposons are refractory to a range of environmental perturbations.
Nature Genetics, 2021, 53, 1233-1242. 9.4 23

3946 HOXA9 promotes MYC-mediated leukemogenesis by maintaining gene expression for multiple
anti-apoptotic pathways. ELife, 2021, 10, . 2.8 13

3948 Identification of Novel RNA Binding Proteins Influencing Circular RNA Expression in Hepatocellular
Carcinoma. International Journal of Molecular Sciences, 2021, 22, 7477. 1.8 5



215

Citation Report

# Article IF Citations

3949
Genetic variability of Edwardsiella piscicida isolates from Mississippi catfish aquaculture with an
assessment of virulence in channel and channelâ€‰Ã—â€‰blue hybrid catfish. Journal of Fish Diseases, 2021, 44,
1725-1751.

0.9 7

3950 Profiling chromatin accessibility in formalin-fixed paraffin-embedded samples. Genome Research, 2022,
32, 150-161. 2.4 16

3951 Mitochondrial gene order of the freshwater bryozoan Cristatella mucedo retains ancestral
lophotrochozoan features. Mitochondrion, 2021, 59, 96-104. 1.6 3

3953 Current gene panels account for nearly all homologous recombination repair-associated
multiple-case breast cancer families. Npj Breast Cancer, 2021, 7, 109. 2.3 3

3954 Regional Specific Differentiation of Integumentary Organs: Regulation of Gene Clusters within the
Avian Epidermal Differentiation Complex and Impacts of SATB2 Overexpression. Genes, 2021, 12, 1291. 1.0 4

3955 Ancient DNA reveals multiple origins and migration waves of extinct Japanese brown bear lineages.
Royal Society Open Science, 2021, 8, 210518. 1.1 8

3956 Telomere Roles in Fungal Genome Evolution and Adaptation. Frontiers in Genetics, 2021, 12, 676751. 1.1 12

3957 Opposing functions of the Hda1 complex and histone H2B mono-ubiquitylation in regulating cryptic
transcription in<i>Saccharomyces cerevisiae</i>. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 3

3958 AtHDA6 functions as an H3K18ac eraser to maintain pericentromeric CHG methylation in Arabidopsis
thaliana. Nucleic Acids Research, 2021, 49, 9755-9767. 6.5 6

3959
Polymorphous Low-Grade Neuroepithelial Tumor of the Young (PLNTY): Molecular Profiling Confirms
Frequent MAPK Pathway Activation. Journal of Neuropathology and Experimental Neurology, 2021, 80,
821-829.

0.9 13

3960 Integrative genomeâ€•wide analyses reveal the transcriptional aberrations in Japanese esophageal
squamous cell carcinoma. Cancer Science, 2021, 112, 4377-4392. 1.7 6

3962 ZWA: Viral genome assembly and characterization hindrances from virus-host chimeric reads; a
refining approach. PLoS Computational Biology, 2021, 17, e1009304. 1.5 1

3963 PATZ1 fusions define a novel molecularly distinct neuroepithelial tumor entity with a broad
histological spectrum. Acta Neuropathologica, 2021, 142, 841-857. 3.9 36

3964 A graphical, interactive and GPU-enabled workflow to process long-read sequencing data. BMC
Genomics, 2021, 22, 626. 1.2 7

3965 Pushing the Boundaries: Forensic DNA Phenotyping Challenged by Single-Cell Sequencing. Genes, 2021,
12, 1362. 1.0 11

3967 The genome of the thin-necked bladder worm Taenia hydatigena reveals evolutionary strategies for
helminth survival. Communications Biology, 2021, 4, 1004. 2.0 2

3968 Genome, transcriptome and secretome analyses of the antagonistic, yeast-like fungus Aureobasidium
pullulans to identify potential biocontrol genes. Microbial Cell, 2021, 8, 184-202. 1.4 17

3969 Overdominant Mutations Restrict Adaptive Loss of Heterozygosity at Linked Loci. Genome Biology and
Evolution, 2021, 13, . 1.1 6



216

Citation Report

# Article IF Citations

3971
Case Report: Blepharophimosis and Ptosis as Leading Dysmorphic Features of Rare Congenital
Malformation Syndrome With Developmental Delay â€“ New Cases With TRAF7 Variants. Frontiers in
Medicine, 2021, 8, 708717.

1.2 4

3972 Exploring the Cause of Diarrhoea and Poor Growth in 8â€“11-Week-Old Pigs from an Australian Pig Herd
Using Metagenomic Sequencing. Viruses, 2021, 13, 1608. 1.5 6

3973 Genetic diversity and population structure of Leptosphaeria maculans isolates in Western Canada.
Journal of Genetics and Genomics, 2021, 48, 994-1006. 1.7 0

3974
Far-Red Light-Induced Azolla filiculoides Symbiosis Sexual Reproduction: Responsive Transcripts of
Symbiont Nostoc azollae Encode Transporters Whilst Those of the Fern Relate to the Angiosperm
Floral Transition. Frontiers in Plant Science, 2021, 12, 693039.

1.7 17

3976 Intronic LINE-1 insertion in SLCO1B3 as a highly prevalent cause of rotor syndrome in East Asian
population. Journal of Human Genetics, 2022, 67, 71-77. 1.1 2

3979 Uncovering the Worldwide Diversity and Evolution of the Virome of the Mosquitoes Aedes aegypti
and Aedes albopictus. Microorganisms, 2021, 9, 1653. 1.6 23

3980 The Copenhagen founder variant GP1BA c.58T&gt;G is the most frequent cause of inherited
thrombocytopenia in Denmark. Journal of Thrombosis and Haemostasis, 2021, 19, 2884-2892. 1.9 6

3981 HBO1-MLL interaction promotes AF4/ENL/P-TEFb-mediated leukemogenesis. ELife, 2021, 10, . 2.8 11

3983 Histone crotonylation regulates neural stem cell fate decisions by activating bivalent promoters.
EMBO Reports, 2021, 22, e52023. 2.0 21

3985
Characterization of Chromatin Accessibility and Gene Expression upon Cold Stress Reveals that the
RAV1 Transcription Factor Functions in Cold Response in<i>Vitis Amurensis</i>. Plant and Cell
Physiology, 2021, 62, 1615-1629.

1.5 23

3986 Transposable elements and their KZFP controllers are drivers of transcriptional innovation in the
developing human brain. Genome Research, 2021, 31, 1531-1545. 2.4 27

3987 Gene Annotation and Transcriptome Delineation on a De Novo Genome Assembly for the Reference
Leishmania major Friedlin Strain. Genes, 2021, 12, 1359. 1.0 7

3988 Augmenting and directing long-range CRISPR-mediated activation in human cells. Nature Methods,
2021, 18, 1075-1081. 9.0 17

3989 Adipocyte NR1D1 dictates adipose tissue expansion during obesity. ELife, 2021, 10, . 2.8 24

3990 Expanding the genotypes and phenotypes for 19 rare diseases by exome sequencing performed in
pediatric intensive care unit. Human Mutation, 2021, 42, 1443-1460. 1.1 4

3991 JAK inhibitors dampen activation of interferon-activated transcriptomes and the SARS-CoV-2 receptor
ACE2 in human renal proximal tubules. IScience, 2021, 24, 102928. 1.9 4

3992 Off-the-shelf proximity biotinylation for interaction proteomics. Nature Communications, 2021, 12,
5015. 5.8 31

3995
Two lossâ€•ofâ€•function alleles of the <i>glutathione Sâ€•transferase</i> (<i>GST</i>) gene cause
anthocyanin deficiency in flower and fruit skin of peach (<i>Prunus persica</i>). Plant Journal, 2021,
107, 1320-1331.

2.8 29



217

Citation Report

# Article IF Citations

3996 Single-cell RNA sequencing analysis of mouse follicular somatic cells. Biology of Reproduction, 2021,
105, 1234-1245. 1.2 22

3998 Molecular and functional profiling identifies therapeutically targetable vulnerabilities in
plasmablastic lymphoma. Nature Communications, 2021, 12, 5183. 5.8 26

3999 CÃ¡c biáº¿n thá»ƒ gene OsTZF1 liÃªn quan Ä‘áº¿n kháº£ nÄƒng chá»‹u máº·n á»Ÿ giá»‘ng lÃºa Ä•á»‘c Phá»¥ng báº±ng phÆ°Æ¡ng phÃ¡p giáº£i trÃ¬nh tá»± bá»™ gene. Tap
Chi Khoa Hoc = Journal of Science, 2021, 57, 159-168. 0.1 0

4000 Identification of TIA1 mRNA targets during human neuronal development. Molecular Biology Reports,
2021, 48, 6349-6361. 1.0 8

4001 De novo assembly, annotation, and comparative analysis of 26 diverse maize genomes. Science, 2021, 373,
655-662. 6.0 282

4003 Antisense ribosomal siRNAs inhibit RNA polymerase I-directed transcription in <i>C. elegans</i>.
Nucleic Acids Research, 2021, 49, 9194-9210. 6.5 17

4004 De novo centromere formation on chromosome fragments with an inactive centromere in maize (Zea) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 502 Td (mays). Chromosome Research, 2021, , 1.1.0 4

4007 Co-transcriptional RNA cleavage by Drosha homolog Pac1 triggers transcription termination in
fission yeast. Nucleic Acids Research, 2021, 49, 8610-8624. 6.5 2

4008 The bowfin genome illuminates the developmental evolution of ray-finned fishes. Nature Genetics,
2021, 53, 1373-1384. 9.4 48

4010 Genetic and phylogeographic evidence for Jewish Holocaust victims at the SobibÃ³r death camp.
Genome Biology, 2021, 22, 200. 3.8 2

4013 H4K20me3 marks distal intergenic and repetitive regions in human mature spermatozoa. Development
(Cambridge), 2021, 148, . 1.2 6

4014 Phase separation of Epstein-Barr virus EBNA2 protein reorganizes chromatin topology for epigenetic
regulation. Communications Biology, 2021, 4, 967. 2.0 16

4015 RNA polymerase mapping in plants identifies intergenic regulatory elements enriched in causal
variants. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 11

4016 Histological and Somatic Mutational Profiles of Mismatch Repair Deficient Endometrial Tumours of
Different Aetiologies. Cancers, 2021, 13, 4538. 1.7 8

4017 Neuronal calmodulin levels are controlled by CAMTA transcription factors. ELife, 2021, 10, . 2.8 3

4019 Anterograde regulation of mitochondrial genes and FGF21 signaling by hepatic LSD1. JCI Insight, 2021, 6,
. 2.3 7

4020 Antiviral treatment causes a unique mutational signature in cancers of transplantation recipients.
Cell Stem Cell, 2021, 28, 1726-1739.e6. 5.2 28

4021 METTL3-mediated RNA m6A Hypermethylation Promotes Tumorigenesis and GH Secretion of Pituitary
Somatotroph Adenomas. Journal of Clinical Endocrinology and Metabolism, 2022, 107, 136-149. 1.8 8



218

Citation Report

# Article IF Citations

4022 Mammary-specific expression of Trim24 establishes a mouse model of human metaplastic breast cancer.
Nature Communications, 2021, 12, 5389. 5.8 14

4023 Pharmacological preconditioning by TERT inhibitor BIBR1532 confers neuronal ischemic tolerance
through TERTâ€•mediated transcriptional reprogramming. Journal of Neurochemistry, 2021, 159, 690-709. 2.1 5

4024 The folate antagonist methotrexate diminishes replication of the coronavirus SARS-CoV-2 and
enhances the antiviral efficacy of remdesivir in cell culture models. Virus Research, 2021, 302, 198469. 1.1 28

4025 Double PIK3CA Alterations and Parallel Evolution in Colorectal Cancers. American Journal of Clinical
Pathology, 2021, , . 0.4 0

4026 Release of Notch activity coordinated by IL-1Î² signalling confers differentiation plasticity of airway
progenitors via Fosl2 during alveolar regeneration. Nature Cell Biology, 2021, 23, 953-966. 4.6 37

4027 Somatic mutation analysis in Salix suchowensis reveals early segregated cell lineages. Molecular
Biology and Evolution, 2021, 38, 5292-5308. 3.5 10

4028 A high-risk retinoblastoma subtype with stemness features, dedifferentiated cone states and
neuronal/ganglion cell gene expression. Nature Communications, 2021, 12, 5578. 5.8 45

4029 Metformin selectively dampens the acute inflammatory response through an AMPK-dependent
mechanism. Scientific Reports, 2021, 11, 18721. 1.6 25

4030 Patterns of Coevolutionary Adaptations across Time and Space in Mouse Gammaretroviruses and
Three Restrictive Host Factors. Viruses, 2021, 13, 1864. 1.5 5

4031 Sex-specific phenotypic effects and evolutionary history of an ancient polymorphic deletion of the
human growth hormone receptor. Science Advances, 2021, 7, eabi4476. 4.7 11

4032 SFRP1 modulates astrocyteâ€•toâ€•microglia crosstalk in acute and chronic neuroinflammation. EMBO
Reports, 2021, 22, e51696. 2.0 27

4033 CSYseq: The first Y-chromosome sequencing tool typing a large number of Y-SNPs and Y-STRs to
unravel worldwide human population genetics. PLoS Genetics, 2021, 17, e1009758. 1.5 17

4034 FACT-seq: profiling histone modifications in formalin-fixed paraffin-embedded samples with low cell
numbers. Nucleic Acids Research, 2021, 49, e125-e125. 6.5 10

4036 CAMPAREE: a robust and configurable RNA expression simulator. BMC Genomics, 2021, 22, 692. 1.2 2

4037 RDC complex executes a dynamic piRNA program during Drosophila spermatogenesis to safeguard male
fertility. PLoS Genetics, 2021, 17, e1009591. 1.5 19

4038 Chronic stress primes innate immune responses in mice and humans. Cell Reports, 2021, 36, 109595. 2.9 53

4040
A systems approach using Diversity Outbred mice distinguishes the cardiovascular effects and
genetics of circulating GDF11 from those of its homolog, myostatin. G3: Genes, Genomes, Genetics,
2021, 11, .

0.8 1

4041 Deconvolution of multiplexed transcriptional responses to wood smoke particles defines rapid aryl
hydrocarbon receptor signaling dynamics. Journal of Biological Chemistry, 2021, 297, 101147. 1.6 9



219

Citation Report

# Article IF Citations

4042 Identification and Molecular Characterization of a Novel Hordeivirus Associated With Yellow Mosaic
Disease of Privet (Ligustrum vulgare) in Europe. Frontiers in Microbiology, 2021, 12, 723350. 1.5 4

4044 Profiling of chromatin accessibility identifies transcription factor binding sites across the genome of
Aspergillus species. BMC Biology, 2021, 19, 189. 1.7 10

4045
Simultaneous Determination of Mycobacterium leprae Drug Resistance and Single-Nucleotide
Polymorphism Genotype by Use of Nested Multiplex PCR with Amplicon Sequencing. Journal of Clinical
Microbiology, 2021, 59, e0081421.

1.8 8

4046 Diverse phosphate and auxin transport loci distinguish phosphate tolerant from sensitive Arabidopsis
accessions. Plant Physiology, 2021, 187, 2656-2673. 2.3 9

4049 PIGG defines the Emm blood group system. Scientific Reports, 2021, 11, 18545. 1.6 7

4050 Comparison of DNA and RNA sequencing of total nucleic acids from human cervix for metagenomics.
Scientific Reports, 2021, 11, 18852. 1.6 9

4051 Reconstructing and counting genomic fragments through tagmentation-based haploid phasing.
Scientific Reports, 2021, 11, 18907. 1.6 0

4052 Transcriptional Landscapes of Long Non-coding RNAs and Alternative Splicing in Pyricularia oryzae
Revealed by RNA-Seq. Frontiers in Plant Science, 2021, 12, 723636. 1.7 3

4053 Whole Exome Sequencing Uncovered the Genetic Architecture of Growth Hormone Deficiency
Patients. Frontiers in Endocrinology, 2021, 12, 711991. 1.5 6

4054 Biosynthesis of Ditropolonyl Sulfide, an Antibacterial Compound Produced by Burkholderia cepacia
Complex Strain R-12632. Applied and Environmental Microbiology, 2021, 87, e0116921. 1.4 4

4058 A comprehensive nanopore sequencing methodology deciphers the complete transcriptional
landscape of cyclin dependent kinase 4 (CDK4) in human malignancies. FEBS Journal, 2021, , . 2.2 1

4059 H2A ubiquitination is essential for Polycomb Repressive Complex 1-mediated gene regulation in
Marchantia polymorpha. Genome Biology, 2021, 22, 253. 3.8 8

4060 Genome-wide estimation of recombination, mutation and positive selection enlightens diversification
drivers of Mycobacterium bovis. Scientific Reports, 2021, 11, 18789. 1.6 4

4061 Histone H3 lysine 27 acetylation profile undergoes two global shifts in undernourished children and
suggests altered one-carbon metabolism. Clinical Epigenetics, 2021, 13, 182. 1.8 7

4063 The histone chaperone Spt6 is required for normal recruitment of the capping enzyme Abd1 to
transcribed regions. Journal of Biological Chemistry, 2021, 297, 101205. 1.6 2

4064
Whole-Genome Sequence and Comparative Analysis of Human Papillomavirus Type 18 Isolated from a
Nasopharyngeal Carcinoma from South Africa. Microbiology Resource Announcements, 2021, 10,
e0063021.

0.3 0

4067 Coupling of spliceosome complexity to intron diversity. Current Biology, 2021, 31, 4898-4910.e4. 1.8 22

4068 Some pleomorphic adenomas of the breast share PLAG1 rearrangements with the analogous tumour of
the salivary glands. Histopathology, 2021, 79, 1030-1039. 1.6 7



220

Citation Report

# Article IF Citations

4069
A whole transcriptomic approach provides novel insights into the molecular basis of
organophosphate and pyrethroid resistance in Anopheles arabiensis from Ethiopia. Insect
Biochemistry and Molecular Biology, 2021, 139, 103655.

1.2 19

4070 Whole-Genome Sequencing Reveals Large ATP8B1 Deletion/Duplications as Second Mutations Missed by
Exome-Based Sequencing. Journal of Molecular Diagnostics, 2021, 23, 1491-1499. 1.2 2

4071 The transcription factor reservoir and chromatin landscape in activated plasmacytoid dendritic cells.
BMC Genomic Data, 2021, 22, 37. 0.7 4

4072 Star-PAP RNA Binding Landscape Reveals Novel Role of Star-PAP in mRNA Metabolism That Requires
RBM10-RNA Association. International Journal of Molecular Sciences, 2021, 22, 9980. 1.8 2

4073 Dual origins of the Northwest Chinese Kyrgyz: the admixture of Bronze age Siberian and Medieval
Niruâ€™un Mongolian Y chromosomes. Journal of Human Genetics, 2022, 67, 175-180. 1.1 4

4074 Multi-omics mapping of human papillomavirus integration sites illuminates novel cervical cancer
target genes. British Journal of Cancer, 2021, 125, 1408-1419. 2.9 10

4075 Engineering adipic acid metabolism in Pseudomonas putida. Metabolic Engineering, 2021, 67, 29-40. 3.6 27

4076 Development and evaluation of a custom bait design based on 469 single-copy protein-coding genes for
exon capture of isopods (Philosciidae: Haloniscus). PLoS ONE, 2021, 16, e0256861. 1.1 2

4077 Functional Characterization of Type III-A CRISPR-Cas in a Clinical Human Methicillin-R
<i>Staphylococcus aureus</i> Strain. CRISPR Journal, 2021, 4, 686-698. 1.4 4

4080 Productive visualization of high-throughput sequencing data using the SeqCode open portable
platform. Scientific Reports, 2021, 11, 19545. 1.6 9

4081 Cnngeno: A high-precision deep learning based strategy for the calling of structural variation
genotype. Computational Biology and Chemistry, 2021, 94, 107417. 1.1 3

4082 Variability of the Pr77 sequence of L1Tc retrotransposon among six T. cruzi strains belonging to
different discrete typing units (DTUs). Acta Tropica, 2021, 222, 106053. 0.9 1

4083 Subtype heterogeneity and epigenetic convergence in neuroendocrine prostate cancer. Nature
Communications, 2021, 12, 5775. 5.8 59

4084 Repeated mild traumatic brain injuries perturb the mitochondrial biogenesis via DNA methylation in
the hippocampus of rat. Mitochondrion, 2021, 61, 11-24. 1.6 10

4085 Complete mitogenome in a population sample from Cameroon. Forensic Science International:
Genetics, 2021, 55, 102597. 1.6 0

4086 Explorative assessment of coronavirus-like short sequences from host-associated and environmental
metagenomes. Science of the Total Environment, 2021, 793, 148494. 3.9 0

4087 Elimination of PknL and MSMEG_4242 in Mycobacterium smegmatis alters the character of the outer
cell envelope and selects for mutations in Lsr2. Cell Surface, 2021, 7, 100060. 1.5 3

4088 SARS-CoV-2 wastewater surveillance data can predict hospitalizations and ICU admissions. Science of
the Total Environment, 2022, 804, 150151. 3.9 116



221

Citation Report

# Article IF Citations

4089 Non-invasive sex genotyping of paiche Arapaima gigas by qPCR: An applied bioinformatic approach for
identifying sex differences. Aquaculture, 2022, 546, 737388. 1.7 1

4090 A rare large duplication of MLH1 identified in Lynch syndrome. Hereditary Cancer in Clinical Practice,
2021, 19, 10. 0.6 2

4092 Photoperiod-responsive changes in chromatin accessibility in phloem companion and epidermis cells
of Arabidopsis leaves. Plant Cell, 2021, 33, 475-491. 3.1 23

4093 CRISPR-finder: A high throughput and cost-effective method to identify successfully edited
<i>Arabidopsis thaliana</i> individuals. Quantitative Plant Biology, 2021, 2, . 0.8 6

4094 Collaborative Sense-Making in Genomic Research: The Role of Visualisation. IEEE Transactions on
Visualization and Computer Graphics, 2022, 28, 4477-4489. 2.9 2

4095 UV-exposure, endogenous DNA damage, and DNA replication errors shape the spectra of genome
changes in human skin. PLoS Genetics, 2021, 17, e1009302. 1.5 26

4096 Haploid induction by a maize <i>cenh3</i> null mutant. Science Advances, 2021, 7, . 4.7 70

4097 Identification of the transgene insertion site for an adipocyte-specific adiponectin-cre model and
characterization of the functional consequences. Adipocyte, 2021, 10, 91-100. 1.3 3

4098 Whole-genome sequence diversity and association analysis of 198 soybean accessions in mini-core
collections. DNA Research, 2021, 28, . 1.5 36

4099 Whole Exome for the Identification of Mutations in CD8+ T-Cells. Methods in Molecular Biology, 2021,
2325, 155-182. 0.4 0

4102 Sequencing and Reconstructing Helminth Mitochondrial Genomes Directly from Genomic
Next-Generation Sequencing Data. Methods in Molecular Biology, 2021, 2369, 27-40. 0.4 4

4103 N6-methyladenosine dynamics in neurodevelopment and aging, and its potential role in Alzheimerâ€™s
disease. Genome Biology, 2021, 22, 17. 3.8 131

4104 Bioinformatic Application of Fluorescence-Based In Vivo RNA Regional Accessibility Data to Identify
Novel sRNA Targets. Methods in Molecular Biology, 2020, 2113, 41-71. 0.4 2

4105 Rapid High-Resolution Typing of Class I HLA Genes by Nanopore Sequencing. Methods in Molecular
Biology, 2020, 2120, 93-99. 0.4 5

4106 Complete Genome Sequencing of Influenza A Viruses Using Next-Generation Sequencing. Methods in
Molecular Biology, 2020, 2123, 69-79. 0.4 17

4107 Measuring Histone Modifications in the Human Parasite Schistosoma mansoni. Methods in Molecular
Biology, 2020, 2151, 93-107. 0.4 3

4108 Guidelines for Setting Up a mRNA Sequencing Experiment and Best Practices for Bioinformatic Data
Analysis. Methods in Molecular Biology, 2021, 2264, 137-162. 0.4 1

4109 edgeR for Differential RNA-seq and ChIP-seq Analysis: An Application to Stem Cell Biology. Methods in
Molecular Biology, 2014, 1150, 45-79. 0.4 212



222

Citation Report

# Article IF Citations

4110 Use Model-Based Analysis of ChIP-Seq (MACS) to Analyze Short Reads Generated by Sequencing
Proteinâ€“DNA Interactions in Embryonic Stem Cells. Methods in Molecular Biology, 2014, 1150, 81-95. 0.4 222

4111 Identification of Mutations in Laboratory-Evolved Microbes from Next-Generation Sequencing Data
Using breseq. Methods in Molecular Biology, 2014, 1151, 165-188. 0.4 1,200

4112 Methodological Approaches for Understanding the Epigenetic Landscape of the Human Breast and Its
Implications in Cancer and Prevention. , 2014, , 253-283. 1

4113 Computational Analysis in Cancer Exome Sequencing. Methods in Molecular Biology, 2014, 1176, 219-227. 0.4 1

4114 Epigenome Profiling of Specific Plant Cell Types Using a Streamlined INTACT Protocol and ChIP-seq.
Methods in Molecular Biology, 2015, 1284, 3-25. 0.4 22

4115 Bioinformatics Tools and Resources for Cancer Immunotherapy Study. Methods in Molecular Biology,
2020, 2055, 649-678. 0.4 7

4116 On Computationally-Enhanced Visual Analysis of Heterogeneous Data and Its Application in Biomedical
Informatics. Lecture Notes in Computer Science, 2014, , 117-140. 1.0 37

4117 Efficient Indexed Alignment of Contigs to Optical Maps. Lecture Notes in Computer Science, 2014, ,
68-81. 1.0 16

4118 Hybrid sequencing resolves two germline ultra-complex chromosomal rearrangements consisting of
137 breakpoint junctions in a single carrier. Human Genetics, 2021, 140, 775-790. 1.8 9

4119 Evaluation of the impact of ul54 gene-deletion on the global transcription and DNA replication of
pseudorabies virus. Archives of Virology, 2017, 162, 2679-2694. 0.9 5

4120 A rapid method of sex-specific marker discovery based on NGS and determination of the XX / XY
sex-determination system in Channa maculata. Aquaculture, 2020, 528, 735499. 1.7 15

4121 A multi-omics approach expands the mutational spectrum of MAP2K1-related melorheostosis. Bone,
2020, 137, 115406. 1.4 6

4122 Paleolithic to Bronze Age Siberians Reveal Connections with First Americans and across Eurasia. Cell,
2020, 181, 1232-1245.e20. 13.5 71

4123 Activation of CpG-Rich Promoters Mediated by MLL Drives MOZ-Rearranged Leukemia. Cell Reports,
2020, 32, 108200. 2.9 20

4124 A Comparative Analysis of Single-Cell Transcriptome Identifies Reprogramming Driver Factors for
Efficiency Improvement. Molecular Therapy - Nucleic Acids, 2020, 19, 1053-1064. 2.3 18

4125 Preferential expression of a HPV genotype in invasive cervical carcinomas infected by multiple
genotypes. Genomics, 2020, 112, 2942-2948. 1.3 17

4126 Nucleosome eviction along with H3K9ac deposition enhances Sox2 binding during human
neuroectodermal commitment. Cell Death and Differentiation, 2017, 24, 1121-1131. 5.0 21

4127 Visualizing and interpreting cancer genomics data via the Xena platform. Nature Biotechnology, 2020,
38, 675-678. 9.4 2,069



223

Citation Report

# Article IF Citations

4128 Nucleosome destabilization by nuclear non-coding RNAs. Communications Biology, 2020, 3, 60. 2.0 6

4129 Comprehensive analysis of the dermatophyte <i>Trichophyton rubrum</i> transcriptional profile
reveals dynamic metabolic modulation. Biochemical Journal, 2020, 477, 873-885. 1.7 18

4130
Mycobacteria excise DNA damage in 12- or 13-nucleotide-long oligomers by prokaryotic-type dual
incisions and performs transcription-coupled repair. Journal of Biological Chemistry, 2020, 295,
17374-17380.

1.6 9

4131 Tissue specific diversification, virulence and immune response to <i>Mycobacterium bovis</i> BCG in a
patient with an IFN-Î³ R1 deficiency. Virulence, 2020, 11, 1656-1673. 1.8 5

4132 Dendritic cells in tumor microenvironment promoted the neuropathic pain via paracrine
inflammatory and growth factors. Bioengineered, 2020, 11, 661-678. 1.4 26

4133 CRISPR-Cas12aâ€“assisted PCR tagging of mammalian genes. Journal of Cell Biology, 2020, 219, . 2.3 42

4134 <i>Austropuccinia psidii</i>, causing myrtle rust, has a gigabase-sized genome shaped by transposable
elements. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 22

4135 Chromosomal assembly of the nuclear genome of the endosymbiont-bearing trypanosomatid
<i>Angomonas deanei</i>. G3: Genes, Genomes, Genetics, 2021, 11, 1-7. 0.8 12

4136 Mutational Pressure Drives Differential Genome Conservation in Two Bacterial Endosymbionts of
Sap-Feeding Insects. Genome Biology and Evolution, 2021, 13, . 1.1 8

4137 Extreme diversification driven by parallel events of massive loss of heterozygosity in the hybrid
lineage of <i>Candida albicans</i>. Genetics, 2021, 217, . 1.2 16

4138 HAPHPIPE: Haplotype Reconstruction and Phylodynamics for Deep Sequencing of Intrahost Viral
Populations. Molecular Biology and Evolution, 2021, 38, 1677-1690. 3.5 9

4139 Two interacting ethylene response factors regulate heat stress response. Plant Cell, 2021, 33, 338-357. 3.1 72

4140 Cenote-Taker 2 democratizes virus discovery and sequence annotation. Virus Evolution, 2021, 7,
veaa100. 2.2 82

4141 STRC Deletion is a Frequent Cause of Slight to Moderate Congenital Hearing Impairment in the Czech
Republic. Otology and Neurotology, 2017, 38, e393-e400. 0.7 29

4142
Host-specific accumulation and temperature effects on the generation of dimeric viral RNA species
derived from the S-RNA of members of the Tospovirus genus. Journal of General Virology, 2016, 97,
3051-3062.

1.3 12

4143
RNA-seq analysis in equine papillomavirus type 2-positive carcinomas identifies affected pathways and
potential cancer markers as well as viral gene expression and splicing events. Journal of General
Virology, 2019, 100, 985-998.

1.3 6

4144 Manual curation and reannotation of the genomes of Clostridium difficile 630Î”erm and C. difficile 630.
Journal of Medical Microbiology, 2017, 66, 286-293. 0.7 117

4145 Phase variable DNA repeats in Neisseria gonorrhoeae influence transcription, translation, and protein
sequence variation. Microbial Genomics, 2016, 2, e000078. 1.0 11



224

Citation Report

# Article IF Citations

4146 Enrichment by hybridisation of long DNA fragments for Nanopore sequencing. Microbial Genomics,
2016, 2, e000087. 1.0 30

4147 Copy number variation is associated with gene expression change in archaea. Microbial Genomics,
2018, 4, . 1.0 14

4148 Comparison of long-read sequencing technologies in the hybrid assembly of complex bacterial
genomes. Microbial Genomics, 2019, 5, . 1.0 171

4149 Enhancing genomics-based outbreak detection of endemic Salmonella enterica serovar Typhimurium
using dynamic thresholds. Microbial Genomics, 2021, 7, . 1.0 16

4150
Streptomyces coelicolor strains lacking polyprenol phosphate mannose synthase and protein
O-mannosyl transferase are hyper-susceptible to multiple antibiotics. Microbiology (United Kingdom),
2018, 164, 369-382.

0.7 10

4151 Extremely fast amelioration of plasmid fitness costs by multiple functionally diverse pathways.
Microbiology (United Kingdom), 2020, 166, 56-62. 0.7 55

4344 Genomeâ€•wide analysis of in vivo CcpA binding with and without its key coâ€•factor HPr in the major
human pathogen group A <i>Streptococcus</i>. Molecular Microbiology, 2021, 115, 1207-1228. 1.2 11

4345
Comparative plastome genomics and phylogenomics of <i>Brachypodium</i>: flowering time
signatures, introgression and recombination in recently diverged ecotypes. New Phytologist, 2018, 218,
1631-1644.

3.5 89

4346 The pseudogenes of barley. Plant Journal, 2018, 93, 502-514. 2.8 14

4347 Extensive heterogeneity in somatic mutation and selection in the human bladder. Science, 2020, 370,
75-82. 6.0 195

4348 A latent lineage potential in resident neural stem cells enables spinal cord repair. Science, 2020, 370, . 6.0 89

4349
Complete Genome Sequences of Allofrancisella inopinata SYSU YG23 and Allofrancisella frigidaquae
SYSU 10HL1970, Isolated from Water from Cooling Systems in China. Microbiology Resource
Announcements, 2020, 9, .

0.3 2

4350 Structured RNA Contaminants in Bacterial Ribo-Seq. MSphere, 2020, 5, . 1.3 18

4351
Identification of<i>TP53</i>mutated group using a molecular and immunohistochemical classification
of endometrial carcinoma to improve prognostic evaluation for adjuvant treatments. International
Journal of Gynecological Cancer, 2020, 30, 640-647.

1.2 13

4352 Visual microscope for massive genomics datasets, expanded perception and interaction. , 2018, , . 1

4354 Combining STING-based neoantigen-targeted vaccine with checkpoint modulators enhances antitumor
immunity in murine pancreatic cancer. JCI Insight, 2018, 3, . 2.3 120

4355 MYSM1 maintains ribosomal protein gene expression in hematopoietic stem cells to prevent
hematopoietic dysfunction. JCI Insight, 2020, 5, . 2.3 13

4356 Genotype correlates with clinical severity in PIK3CA-associated lymphatic malformations. JCI Insight,
2019, 4, . 2.3 39



225

Citation Report

# Article IF Citations

4357 Germline biallelic Mcm8 variants are associated with early-onset Lynch-like syndrome. JCI Insight, 2020,
5, . 2.3 18

4358 DNA damage and growth hormone hypersecretion in pituitary somatotroph adenomas. Journal of
Clinical Investigation, 2020, 130, 5738-5755. 3.9 35

4359 Frequent somatic reversion of KRT1 mutations in ichthyosis with confetti. Journal of Clinical
Investigation, 2015, 125, 1703-1707. 3.9 57

4360 Comparative genomics reveals multistep pathogenesis of E2A-PBX1 acute lymphoblastic leukemia.
Journal of Clinical Investigation, 2015, 125, 3667-3680. 3.9 50

4361 Targeting PPARÎ³ in the epigenome rescues genetic metabolic defects in mice. Journal of Clinical
Investigation, 2017, 127, 1451-1462. 3.9 47

4362 VarGenius executes cohort-level DNA-seq variant calling and annotation and allows to manage the
resulting data through a PostgreSQL database. BMC Bioinformatics, 2018, 19, 477. 1.2 23

4363 Comprehensive profiling of alternative splicing landscape during cold acclimation in tea plant. BMC
Genomics, 2020, 21, 65. 1.2 43

4364 YODEL: Peak calling software for HITS-CLIP data. F1000Research, 0, 6, 1138. 0.8 4

4365 Using sheep genomes from diverse U.S. breeds to identify missense variants in genes affecting
fecundity. F1000Research, 2017, 6, 1303. 0.8 18

4366 BAT: Bisulfite Analysis Toolkit. F1000Research, 2017, 6, 1490. 0.8 13

4367 A SNP resource for studying North American moose. F1000Research, 2018, 7, 40. 0.8 7

4368 NovoGraph: Human genome graph construction from multiple long-read de novo assemblies.
F1000Research, 2018, 7, 1391. 0.8 5

4369 A bovine CD18 signal peptide variant with increased binding activity to Mannheimia hemolytica
leukotoxin. F1000Research, 2018, 7, 1985. 0.8 4

4370 Validation of predicted mRNA splicing mutations using high-throughput transcriptome data.
F1000Research, 2014, 3, 8. 0.8 21

4371 Cytoscape: the network visualization tool for GenomeSpace workflows. F1000Research, 2014, 3, 151. 0.8 157

4372
Temporal order of RNase IIIb and loss-of-function mutations during development determines
phenotype in DICER1 syndrome: a unique variant of the two-hit tumor suppression model.
F1000Research, 2015, 4, 214.

0.8 125

4373
Temporal order of RNase IIIb and loss-of-function mutations during development determines
phenotype in pleuropulmonary blastoma / DICER1 syndrome: a unique variant of the two-hit tumor
suppression model. F1000Research, 2015, 4, 214.

0.8 78

4374 Integrated analysis of oral tongue squamous cell carcinoma identifies key variants and pathways
linked to risk habits, HPV, clinical parameters and tumor recurrence. F1000Research, 2015, 4, 1215. 0.8 23



226

Citation Report

# Article IF Citations

4375 Using diverse U.S. beef cattle genomes to identify missense mutations in EPAS1, a gene associated with
high-altitude pulmonary hypertension. F1000Research, 2016, 5, 2003. 0.8 27

4376 BioUML Genome Browser. Virtual Biology, 2013, 1, 15. 0.2 5

4377 Two cases of variant late infantile ceroid lipofuscinosis in Jordan. World Journal of Clinical Cases,
2019, 7, 203-208. 0.3 8

4378 Characterization of Greenbeard Genes Involved in Long-Distance Kind Discrimination in a Microbial
Eukaryote. PLoS Biology, 2016, 14, e1002431. 2.6 49

4379 Allele-Specific Transcriptome and Methylome Analysis Reveals Stable Inheritance and Cis-Regulation of
DNA Methylation in Nasonia. PLoS Biology, 2016, 14, e1002500. 2.6 54

4380 Evolution and lineage dynamics of a transmissible cancer in Tasmanian devils. PLoS Biology, 2020, 18,
e3000926. 2.6 23

4381 Protein Homeostasis Imposes a Barrier on Functional Integration of Horizontally Transferred Genes
in Bacteria. PLoS Genetics, 2015, 11, e1005612. 1.5 79

4382 Transcriptome Analysis of Targeted Mouse Mutations Reveals the Topography of Local Changes in
Gene Expression. PLoS Genetics, 2016, 12, e1005691. 1.5 28

4383 A Screen for Modifiers of Cilia Phenotypes Reveals Novel MKS Alleles and Uncovers a Specific Genetic
Interaction between osm-3 and nphp-4. PLoS Genetics, 2016, 12, e1005841. 1.5 17

4384 Regulation of Budding Yeast CENP-A levels Prevents Misincorporation at Promoter Nucleosomes and
Transcriptional Defects. PLoS Genetics, 2016, 12, e1005930. 1.5 39

4385 High-Resolution Mapping of Crossover and Non-crossover Recombination Events by Whole-Genome
Re-sequencing of an Avian Pedigree. PLoS Genetics, 2016, 12, e1006044. 1.5 85

4386 Programmed Minichromosome Elimination as a Mechanism for Somatic Genome Reduction in
Tetrahymena thermophila. PLoS Genetics, 2016, 12, e1006403. 1.5 18

4387 Ovule identity mediated by pre-mRNA processing in Arabidopsis. PLoS Genetics, 2018, 14, e1007182. 1.5 17

4388 Opposing functions of Fng1 and the Rpd3 HDAC complex in H4 acetylation in Fusarium graminearum.
PLoS Genetics, 2020, 16, e1009185. 1.5 24

4389 Identification and Genomic Analysis of a Novel Group C Orthobunyavirus Isolated from a Mosquito
Captured near Iquitos, Peru. PLoS Neglected Tropical Diseases, 2016, 10, e0004440. 1.3 9

4390 Analysis on Gene Expression Profile in Oncospheres and Early Stage Metacestodes from Echinococcus
multilocularis. PLoS Neglected Tropical Diseases, 2016, 10, e0004634. 1.3 32

4391 Long-read RNA sequencing of human and animal filarial parasites improves gene models and discovers
operons. PLoS Neglected Tropical Diseases, 2020, 14, e0008869. 1.3 11

4392 DNA Methylation in the Malignant Transformation of Meningiomas. PLoS ONE, 2013, 8, e54114. 1.1 67



227

Citation Report

# Article IF Citations

4393 Application of Massively Parallel Sequencing to Genetic Diagnosis in Multiplex Families with
Idiopathic Sensorineural Hearing Impairment. PLoS ONE, 2013, 8, e57369. 1.1 32

4394 An Integrative Genomic and Transcriptomic Analysis Reveals Potential Targets Associated with Cell
Proliferation in Uterine Leiomyomas. PLoS ONE, 2013, 8, e57901. 1.1 22

4395 Transcription Factors That Convert Adult Cell Identity Are Differentially Polycomb Repressed. PLoS
ONE, 2013, 8, e63407. 1.1 16

4396 De Novo Reconstruction of Consensus Master Genomes of Plant RNA and DNA Viruses from siRNAs.
PLoS ONE, 2014, 9, e88513. 1.1 101

4397 Variation in RNA-Seq Transcriptome Profiles of Peripheral Whole Blood from Healthy Individuals with
and without Globin Depletion. PLoS ONE, 2014, 9, e91041. 1.1 80

4398 TraV: A Genome Context Sensitive Transcriptome Browser. PLoS ONE, 2014, 9, e93677. 1.1 22

4399 A Comparison of the Rest Complex Binding Patterns in Embryonic Stem Cells and Epiblast Stem Cells.
PLoS ONE, 2014, 9, e95374. 1.1 15

4400 Characterization of Genomic Vitamin D Receptor Binding Sites through Chromatin Looping and
Opening. PLoS ONE, 2014, 9, e96184. 1.1 29

4401 The Mitochondrial Genome of the Leaf-Cutter Ant Atta laevigata: A Mitogenome with a Large Number
of Intergenic Spacers. PLoS ONE, 2014, 9, e97117. 1.1 37

4402 OTG-snpcaller: An Optimized Pipeline Based on TMAP and GATK for SNP Calling from Ion Torrent Data.
PLoS ONE, 2014, 9, e97507. 1.1 32

4403 Genetic Variation within the Mx Gene of Commercially Selected Chicken Lines Reveals Multiple
Haplotypes, Recombination and a Protein under Selection Pressure. PLoS ONE, 2014, 9, e108054. 1.1 33

4404 Whole Genome Complete Resequencing of Bacillus subtilis Natto by Combining Long Reads with
High-Quality Short Reads. PLoS ONE, 2014, 9, e109999. 1.1 41

4405 Pilon: An Integrated Tool for Comprehensive Microbial Variant Detection and Genome Assembly
Improvement. PLoS ONE, 2014, 9, e112963. 1.1 6,781

4406 An Integrative Computational Approach for Prioritization of Genomic Variants. PLoS ONE, 2014, 9,
e114903. 1.1 7

4407 Profiling of Exome Mutations Associated with Progression of HBV-Related Hepatocellular Carcinoma.
PLoS ONE, 2014, 9, e115152. 1.1 16

4408 A Pathway-Centric Survey of Somatic Mutations in Chinese Patients with Colorectal Carcinomas. PLoS
ONE, 2015, 10, e0116753. 1.1 12

4409 A Next Generation Semiconductor Based Sequencing Approach for the Identification of Meat Species
in DNA Mixtures. PLoS ONE, 2015, 10, e0121701. 1.1 58

4410 Relevance of Vitamin D Receptor Target Genes for Monitoring the Vitamin D Responsiveness of Primary
Human Cells. PLoS ONE, 2015, 10, e0124339. 1.1 64



228

Citation Report

# Article IF Citations

4411 Recommendations for Accurate Resolution of Gene and Isoform Allele-Specific Expression in RNA-Seq
Data. PLoS ONE, 2015, 10, e0126911. 1.1 42

4412 Amplicon Sequencing of Colorectal Cancer: Variant Calling in Frozen and Formalin-Fixed Samples.
PLoS ONE, 2015, 10, e0127146. 1.1 34

4413 Ratios of Four STAT3 Splice Variants in Human Eosinophils and Diffuse Large B Cell Lymphoma Cells.
PLoS ONE, 2015, 10, e0127243. 1.1 13

4414 Transcriptional Slippage and RNA Editing Increase the Diversity of Transcripts in Chloroplasts: Insight
from Deep Sequencing of Vigna radiata Genome and Transcriptome. PLoS ONE, 2015, 10, e0129396. 1.1 26

4415 Microevolution of Duplications and Deletions and Their Impact on Gene Expression in the Nematode
Pristionchus pacificus. PLoS ONE, 2015, 10, e0131136. 1.1 24

4416 A Genomic Approach to Unravel Host-Pathogen Interaction in Chelonians: The Example of Testudinid
Herpesvirus 3. PLoS ONE, 2015, 10, e0134897. 1.1 18

4417 ExScalibur: A High-Performance Cloud-Enabled Suite for Whole Exome Germline and Somatic Mutation
Identification. PLoS ONE, 2015, 10, e0135800. 1.1 12

4418 Genomic Variants Revealed by Invariably Missing Genotypes in Nelore Cattle. PLoS ONE, 2015, 10,
e0136035. 1.1 2

4419 Fission Yeast CSL Transcription Factors: Mapping Their Target Genes and Biological Roles. PLoS ONE,
2015, 10, e0137820. 1.1 19

4420 Clinical Validation of Targeted Next Generation Sequencing for Colon and Lung Cancers. PLoS ONE,
2015, 10, e0138245. 1.1 70

4421 Unusually Large Number of Mutations in Asexually Reproducing Clonal Planarian Dugesia japonica.
PLoS ONE, 2015, 10, e0143525. 1.1 41

4422 MutAid: Sanger and NGS Based Integrated Pipeline for Mutation Identification, Validation and
Annotation in Human Molecular Genetics. PLoS ONE, 2016, 11, e0147697. 1.1 5

4423
Exome Sequencing in Classic Hairy Cell Leukaemia Reveals Widespread Variation in Acquired Somatic
Mutations between Individual Tumours Apart from the Signature BRAF V(600)E Lesion. PLoS ONE, 2016,
11, e0149162.

1.1 17

4424 Genomic Aberrations in Crizotinib Resistant Lung Adenocarcinoma Samples Identified by
Transcriptome Sequencing. PLoS ONE, 2016, 11, e0153065. 1.1 18

4425 A Chromosome 7 Pericentric Inversion Defined at Single-Nucleotide Resolution Using Diagnostic
Whole Genome Sequencing in a Patient with Hand-Foot-Genital Syndrome. PLoS ONE, 2016, 11, e0157075. 1.1 5

4426 Linking Genes and Brain Development of Honeybee Workers: A Whole-Transcriptome Approach. PLoS
ONE, 2016, 11, e0157980. 1.1 21

4427 Regulation of the Na+/K+-ATPase Ena1 Expression by Calcineurin/Crz1 under High pH Stress: A
Quantitative Study. PLoS ONE, 2016, 11, e0158424. 1.1 19

4428 A Novel Gonadotropin-Releasing Hormone 1 (Gnrh1) Enhancer-Derived Noncoding RNA Regulates Gnrh1
Gene Expression in GnRH Neuronal Cell Models. PLoS ONE, 2016, 11, e0158597. 1.1 10



229

Citation Report

# Article IF Citations

4429 Genome-Wide Assessment of Efficiency and Specificity in CRISPR/Cas9 Mediated Multiple Site Targeting
in Arabidopsis. PLoS ONE, 2016, 11, e0162169. 1.1 178

4430 Complete Sequence and Analysis of Coconut Palm (Cocos nucifera) Mitochondrial Genome. PLoS ONE,
2016, 11, e0163990. 1.1 33

4431 Global Deletion of TSPO Does Not Affect the Viability and Gene Expression Profile. PLoS ONE, 2016, 11,
e0167307. 1.1 32

4432 Genetic Variants in CHIA and CHI3L1 Are Associated with the IgE Response to the Ascaris Resistance
Marker ABA-1 and the Birch Pollen Allergen Bet v 1. PLoS ONE, 2016, 11, e0167453. 1.1 12

4433 Accurate Breakpoint Mapping in Apparently Balanced Translocation Families with Discordant
Phenotypes Using Whole Genome Mate-Pair Sequencing. PLoS ONE, 2017, 12, e0169935. 1.1 31

4434 Transcriptomic Analysis of Laribacter hongkongensis Reveals Adaptive Response Coupled with
Temperature. PLoS ONE, 2017, 12, e0169998. 1.1 11

4435 The Drosophila speciation factor HMR localizes to genomic insulator sites. PLoS ONE, 2017, 12,
e0171798. 1.1 13

4436 DNApod: DNA polymorphism annotation database from next-generation sequence read archives. PLoS
ONE, 2017, 12, e0172269. 1.1 2

4437 Targeted deep sequencing of plasma circulating cell-free DNA reveals Vimentin and Fibulin 1 as
potential epigenetic biomarkers for hepatocellular carcinoma. PLoS ONE, 2017, 12, e0174265. 1.1 56

4438 Genetic mapping of the LOBED LEAF 1 (ClLL1) gene to a 127.6-kb region in watermelon (Citrullus lanatus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 382 Td (L.). PLoS ONE, 2017, 12, e0180741.1.1 28

4439 Evaluation of exome variants using the Ion Proton Platform to sequence error-prone regions. PLoS
ONE, 2017, 12, e0181304. 1.1 11

4440 Variations of five eIF4E genes across cassava accessions exhibiting tolerant and susceptible responses
to cassava brown streak disease. PLoS ONE, 2017, 12, e0181998. 1.1 7

4441 Hypermethylation of the non-imprinted maternal MEG3 and paternal MEST alleles is highly variable
among normal individuals. PLoS ONE, 2017, 12, e0184030. 1.1 12

4442 ZBTB38 is dispensable for antibody responses. PLoS ONE, 2020, 15, e0235183. 1.1 4

4443 Bio-activating ultrafine grain titanium: RNA sequencing reveals enhanced mechano-activation of
osteoconduction on nanostructured substrates. PLoS ONE, 2020, 15, e0237463. 1.1 4

4444 The sockeye salmon genome, transcriptome, and analyses identifying population defining regions of
the genome. PLoS ONE, 2020, 15, e0240935. 1.1 26

4445 Dissecting seed pigmentation-associated genomic loci and genes by employing dual approaches of
reference-based and k-mer-based GWAS with 438 Glycine accessions. PLoS ONE, 2020, 15, e0243085. 1.1 8

4446 Comparative Life Cycle Transcriptomics Revises Leishmania mexicana Genome Annotation and Links a
Chromosome Duplication with Parasitism of Vertebrates. PLoS Pathogens, 2015, 11, e1005186. 2.1 85



230

Citation Report

# Article IF Citations

4447 HTLV-1 bZIP Factor Impairs Anti-viral Immunity by Inducing Co-inhibitory Molecule, T Cell
Immunoglobulin and ITIM Domain (TIGIT). PLoS Pathogens, 2016, 12, e1005372. 2.1 67

4448 Static and Evolving Norovirus Genotypes: Implications for Epidemiology and Immunity. PLoS
Pathogens, 2017, 13, e1006136. 2.1 205

4449 RNA-Seq analysis of chikungunya virus infection and identification of granzyme A as a major promoter
of arthritic inflammation. PLoS Pathogens, 2017, 13, e1006155. 2.1 98

4450 Transcriptomic Signatures of Postnatal and Adult Intrinsically Photosensitive Ganglion Cells.
ENeuro, 2019, 6, ENEURO.0022-19.2019. 0.9 29

4451 Genomeâ€•wide cooperation of <scp>EMT</scp> transcription factor <scp>ZEB</scp> 1 with
<scp>YAP</scp> and <scp>AP</scp> â€•1 in breast cancer. EMBO Journal, 2020, 39, e103209. 3.5 104

4452 Molecular profile of HÃ¼rthle cell carcinomas: recurrent mutations in the Wnt/Î²-catenin pathway.
European Journal of Endocrinology, 2020, 183, 647-656. 1.9 7

4453 Genome-wide effects of chromatin on vitamin D signaling. Journal of Molecular Endocrinology, 2020,
64, R45-R56. 1.1 27

4454 Genetic characteristics of Yayoi people in Northwestern Kyushu. Anthropological Science, 2019, 127,
25-43. 0.2 5

4455 Analysis of alternative splicing events in the root tips and nodules of Pisum sativum L. Ecological
Genetics, 2019, 17, 53-63. 0.1 2

4456 Tubastatin A inhibits HDAC and Sirtuin activity rather than being a HDAC6-specific inhibitor in mouse
oocytes. Aging, 2019, 11, 1759-1777. 1.4 8

4457 The activation of OR51E1 causes growth suppression of human prostate cancer cells. Oncotarget,
2016, 7, 48231-48249. 0.8 53

4458 Notch pathway activation is essential for maintenance of stem-like cells in early tongue cancer.
Oncotarget, 2016, 7, 50437-50449. 0.8 40

4459 Recurrent mutations in NF-ÎºB pathway components, KMT2D, and NOTCH1/2 in ocular adnexal MALT-type
marginal zone lymphomas. Oncotarget, 2016, 7, 62627-62639. 0.8 52

4460 Pseudoexons provide a mechanism for allele-specific expression of <i>APC</i> in familial adenomatous
polyposis. Oncotarget, 2016, 7, 70685-70698. 0.8 17

4461 Targeted NGS, array-CGH, and patient-derived tumor xenografts for precision medicine in advanced
breast cancer: a single-center prospective study. Oncotarget, 2016, 7, 79428-79441. 0.8 11

4462 Whole-exome sequencing identifies <i>SGCD</i> and <i>ACVRL1</i> mutations associated with total
anomalous pulmonary venous return (TAPVR) in Chinese population. Oncotarget, 2017, 8, 27812-27819. 0.8 13

4463 Next generation mapping reveals novel large genomic rearrangements in prostate cancer. Oncotarget,
2017, 8, 23588-23602. 0.8 43

4464 HLA class I loss in metachronous metastases prevents continuous T cell recognition of mutated
neoantigens in a human melanoma model. Oncotarget, 2017, 8, 28312-28327. 0.8 29



231

Citation Report

# Article IF Citations

4465 Elevated TATA-binding protein expression drives vascular endothelial growth factor expression in
colon cancer. Oncotarget, 2017, 8, 48832-48845. 0.8 11

4466 Clinically significant sub-clonality for common drivers can be detected in 26% of <i>KRAS/EGFR</i>
mutated lung adenocarcinomas. Oncotarget, 2017, 8, 45736-45749. 0.8 5

4467 Pulmonary endothelial cell DNA methylation signature in pulmonary arterial hypertension.
Oncotarget, 2017, 8, 52995-53016. 0.8 42

4468 Clinical mutational profiling of 1006 lung cancers by next generation sequencing. Oncotarget, 2017, 8,
96684-96696. 0.8 32

4469 Tumor diversity and evolution revealed through RADseq. Oncotarget, 2017, 8, 41792-41805. 0.8 9

4470 Integrated analysis of the molecular action of Vorinostat identifies epi-sensitised targets for
combination therapy. Oncotarget, 2017, 8, 67891-67903. 0.8 4

4471 Cancer cell line specific co-factors modulate the FOXM1 cistrome. Oncotarget, 2017, 8, 76498-76515. 0.8 8

4472 Super enhancer associated <i>RAI14</i> is a new potential biomarker in lung adenocarcinoma.
Oncotarget, 2017, 8, 105251-105261. 0.8 15

4473 Analysis of the mutational landscape of classic Hodgkin lymphoma identifies disease heterogeneity and
potential therapeutic targets. Oncotarget, 2017, 8, 111386-111395. 0.8 33

4474 Transcriptomes define distinct subgroups of salivary gland adenoid cystic carcinoma with different
driver mutations and outcomes. Oncotarget, 2018, 9, 7341-7358. 0.8 38

4475
Esophageal squamous cell carcinoma transcriptome reveals the effect of <i>FOXM1</i> on patient
outcome through novel PIK3R3 mediated activation of PI3K signaling pathway. Oncotarget, 2018, 9,
16634-16647.

0.8 21

4476 Oncogenic transgelin-2 is differentially regulated in isocitrate dehydrogenase wild-type vs. mutant
gliomas. Oncotarget, 2018, 9, 37097-37111. 0.8 4

4477 Genomic landscape analyses of reprogrammed cells using integrative and non-integrative methods
reveal variable cancer-associated alterations. Oncotarget, 2019, 10, 2693-2708. 0.8 2

4478
Deep sequencing of a recurrent oligodendroglioma and the derived xenografts reveals new insights
into the evolution of human oligodendroglioma and candidate driver genes. Oncotarget, 2019, 10,
3641-3653.

0.8 1

4479 Modulation of proliferation factors in lung adenocarcinoma with an analysis of the transcriptional
consequences of genomic EGFR activation. Oncotarget, 2019, 10, 6913-6933. 0.8 3

4480 Differentially expressed full-length, fusion and novel isoforms transcripts-based signature of
well-differentiated keratinized oral squamous cell carcinoma. Oncotarget, 2020, 11, 3227-3243. 0.8 9

4481 The microRNA-218~Survivin axis regulates migration, invasion, and lymph node metastasis in cervical
cancer. Oncotarget, 2015, 6, 1090-1100. 0.8 95

4482 The histone code reader SPIN1 controls RET signaling in liposarcoma. Oncotarget, 2015, 6, 4773-4789. 0.8 52



232

Citation Report

# Article IF Citations

4483 Multiple mechanisms of MYCN dysregulation in Wilms tumour. Oncotarget, 2015, 6, 7232-7243. 0.8 85

4484 Mutational profiling of colorectal cancers with microsatellite instability. Oncotarget, 2015, 6,
42334-42344. 0.8 69

4485 Comparative genomic analysis of primary tumors and metastases in breast cancer. Oncotarget, 2016, 7,
27208-27219. 0.8 69

4486 Th17 cytokine differentiation and loss of plasticity after SOCS1 inactivation in a cutaneous T-cell
lymphoma. Oncotarget, 2016, 7, 34201-34216. 0.8 18

4487 Bioinformatics tools for analysing viral genomic data. OIE Revue Scientifique Et Technique, 2016, 35,
271-285. 0.5 16

4491 Comparative Analysis of RNA Structures Reveals an mRNA-mRNA Interaction Controlling Listeria
Virulence Factor Expression. SSRN Electronic Journal, 0, , . 0.4 1

4492 Activation of the SARS-CoV-2 Receptor &lt;i&gt;Ace2&lt;/i&gt; by Cytokines Through Pan JAK-STAT
Enhancers. SSRN Electronic Journal, 2020, , 3601827. 0.4 5

4493 Trichoderma reesei CRE1-mediated Carbon Catabolite Repression in Response to Sophorose Through
RNA Sequencing Analysis. Current Genomics, 2016, 17, 119-131. 0.7 34

4494 Epigenetic Changes Associated with Early Life Experiences: Saliva, A Biospecimen for DNA Methylation
Signatures. Current Genomics, 2018, 19, 676-698. 0.7 14

4495 Rapid Multiplexed Reduced Representation Bisulfite Sequencing Library Prep (rRRBS). Bio-protocol,
2019, 9, e3171. 0.2 6

4496 Targeted Gene Sequencing of Gallbladder Carcinoma Identifies High-impact Somatic and Rare Germline
Mutations. Cancer Genomics and Proteomics, 2017, 14, 495-506. 1.0 11

4497 Chromatin Immunoprecipitation and DNA Sequencing Identified a LIMS1/ILK Pathway Regulated by LMO1
in Neuroblastoma. Cancer Genomics and Proteomics, 2018, 15, 165-174. 1.0 14

4499 æ³°å›½çº¢åŽŸé¸¡çº¿ç²’ä½“å…¨åŸºå› ç»„æµ‹åº•å•Šç³»ç»Ÿå•‘è‚²ç ”ç©¶. Zoological Research, 2018, 39, 127-129. 0.9 4

4500 Potential dual expansion of domesticated donkeys revealed by worldwide analysis on mitochondrial
sequences. Zoological Research, 2020, 41, 51-60. 0.9 9

4501 Optimized ChIP-seq method facilitates transcription factor profiling in human tumors. Life Science
Alliance, 2019, 2, e201800115. 1.3 41

4502 Pleiotropic requirements for human TDP-43 in the regulation of cell and organelle homeostasis. Life
Science Alliance, 2019, 2, e201900358. 1.3 34

4503 Drug-induced chromatin accessibility changes associate with sensitivity to liver tumor promotion.
Life Science Alliance, 2019, 2, e201900461. 1.3 6

4504 The chromatin landscape of primary synovial sarcoma organoids is linked to specific epigenetic
mechanisms and dependencies. Life Science Alliance, 2021, 4, e202000808. 1.3 18



233

Citation Report

# Article IF Citations

4505 The Impact of Whole Genome Data on Therapeutic Decision-Making in Metastatic Prostate Cancer: A
Retrospective Analysis. Cancers, 2020, 12, 1178. 1.7 10

4506 Infection Load and Prevalence of Novel Viruses Identified from the Bank Vole Do Not Associate with
Exposure to Environmental Radioactivity. Viruses, 2020, 12, 44. 1.5 6

4507 Whole exome sequencing identifies genomic alterations in proximal and distal colorectal cancer.
Bulletin of the Geological Society of Malaysia, 2019, 2, . 0.5 1

4508 Gene expression profiling of MYC-driven tumor signatures in porcine liver stem cells by
transcriptome sequencing. World Journal of Gastroenterology, 2015, 21, 2011-2029. 1.4 11

4509 General mechanism of JQ1 in inhibiting various types of cancer. Molecular Medicine Reports, 2020, 21,
1021-1034. 1.1 22

4510 Comprehensive genomic profile of cholangiocarcinomas in China. Oncology Letters, 2020, 19, 3101-3110. 0.8 18

4511 Rapid and Accurate Sequencing of Enterovirus Genomes Using MinION Nanopore Sequencer.
Biomedical and Environmental Sciences, 2017, 30, 718-726. 0.2 21

4512 Biological Big Data Analysis and Visualization. Advances in Data Mining and Database Management
Book Series, 2018, , 244-259. 0.4 3

4513 Biological Big Data Analysis and Visualization. , 2019, , 653-665. 2

4514 Houston Methodist Variant Viewer: An Application to Support Clinical Laboratory Interpretation of
Next-generation Sequencing Data for Cancer. Journal of Pathology Informatics, 2017, 8, 44. 0.8 5

4515 RHD Zygosity Determination from Whole Genome Sequencing Data. Journal of Blood Disorders &
Transfusion, 2016, 7, . 0.1 13

4516 Targeted Next-Generation Sequencing of MLH1, MSH2, and MSH6 Genes in Patients with Endometrial
Carcinoma under 50 Years of Age. Balkan Medical Journal, 2019, 36, 37-42. 0.3 4

4517 Integrating translational bioinformatics into the medical curriculum. International Journal of
Medical Education, 2014, 5, 132-134. 0.6 7

4519 Temporal expression profiling of long noncoding RNA and mRNA in the peripheral blood during
porcine development. Asian-Australasian Journal of Animal Sciences, 2020, 33, 836-847. 2.4 1

4521 MOF-associated complexes ensure stem cell identity and Xist repression. ELife, 2014, 3, e02024. 2.8 76

4522 Transcription mediated insulation and interference direct gene cluster expression switches. ELife,
2014, 3, e03635. 2.8 35

4523 Inhibition of mutant EGFR in lung cancer cells triggers SOX2-FOXO6-dependent survival pathways.
ELife, 2015, 4, . 2.8 37

4524 Tunable protein synthesis by transcript isoforms in human cells. ELife, 2016, 5, . 2.8 238



234

Citation Report

# Article IF Citations

4525 Activation of individual L1 retrotransposon instances is restricted to cell-type dependent permissive
loci. ELife, 2016, 5, . 2.8 136

4526 Ciliary transcription factors and miRNAs precisely regulate Cp110 levels required for ciliary
adhesions and ciliogenesis. ELife, 2016, 5, . 2.8 80

4527 An alternative splicing program promotes adipose tissue thermogenesis. ELife, 2016, 5, . 2.8 55

4528 Genetic evidence that Nkx2.2 acts primarily downstream of Neurog3 in pancreatic endocrine lineage
development. ELife, 2017, 6, . 2.8 1,027

4529 wtf genes are prolific dual poison-antidote meiotic drivers. ELife, 2017, 6, . 2.8 106

4530 Global transcriptional analysis identifies a novel role for SOX4 in tumor-induced angiogenesis. ELife,
2018, 7, . 2.8 32

4531 Telomere repeats induce domains of H3K27 methylation in Neurospora. ELife, 2018, 7, . 2.8 30

4532 Striking circadian neuron diversity and cycling of Drosophila alternative splicing. ELife, 2018, 7, . 2.8 24

4533 Loss of Fam60a, a Sin3a subunit, results in embryonic lethality and is associated with aberrant
methylation at a subset of gene promoters. ELife, 2018, 7, . 2.8 9

4534 Chromatin accessibility dynamics across C. elegans development and ageing. ELife, 2018, 7, . 2.8 76

4535 DET1-mediated degradation of a SAGA-like deubiquitination module controls H2Bub homeostasis. ELife,
2018, 7, . 2.8 63

4536 Targets and genomic constraints of ectopic Dnmt3b expression. ELife, 2018, 7, . 2.8 26

4537 Chromatin mapping identifies BasR, a key regulator of bacteria-triggered production of fungal
secondary metabolites. ELife, 2018, 7, . 2.8 44

4538 Molecular basis of wax-based color change and UV reflection in dragonflies. ELife, 2019, 8, . 2.8 15

4539 Beta-catenin signaling regulates barrier-specific gene expression in circumventricular organ and
ocular vasculatures. ELife, 2019, 8, . 2.8 74

4540 Neuroblast-specific open chromatin allows the temporal transcription factor, Hunchback, to bind
neuroblast-specific loci. ELife, 2019, 8, . 2.8 46

4541 Genome plasticity in Candida albicans is driven by long repeat sequences. ELife, 2019, 8, . 2.8 83

4542 Large, three-generation human families reveal post-zygotic mosaicism and variability in germline
mutation accumulation. ELife, 2019, 8, . 2.8 116



235

Citation Report

# Article IF Citations

4543 Screening identifies small molecules that enhance the maturation of human pluripotent stem
cell-derived myotubes. ELife, 2019, 8, . 2.8 45

4544 Repressive H3K9me2 protects lifespan against the transgenerational burden of COMPASS activity in C.
elegans. ELife, 2019, 8, . 2.8 47

4545 A terminal selector prevents a Hox transcriptional switch to safeguard motor neuron identity
throughout life. ELife, 2020, 9, . 2.8 29

4546 A genome-wide view of the de-differentiation of central nervous system endothelial cells in culture.
ELife, 2020, 9, . 2.8 41

4547 Translational control of one-carbon metabolism underpins ribosomal protein phenotypes in cell
division and longevity. ELife, 2020, 9, . 2.8 24

4548 ZCWPW1 is recruited to recombination hotspots by PRDM9 and is essential for meiotic double strand
break repair. ELife, 2020, 9, . 2.8 31

4549 Building the vertebrate codex using the gene breaking protein trap library. ELife, 2020, 9, . 2.8 11

4550 A non-canonical role for the EDC4 decapping factor in regulating MARF1-mediated mRNA decay. ELife,
2020, 9, . 2.8 11

4551 Centromere deletion in Cryptococcus deuterogattii leads to neocentromere formation and
chromosome fusions. ELife, 2020, 9, . 2.8 22

4552 A tudor domain protein, SIMR-1, promotes siRNA production at piRNA-targeted mRNAs in C. elegans.
ELife, 2020, 9, . 2.8 45

4553 The nucleosome DNA entry-exit site is important for transcription termination and prevention of
pervasive transcription. ELife, 2020, 9, . 2.8 11

4554 Sox17 and Î²-catenin co-occupy Wnt-responsive enhancers to govern the endoderm gene regulatory
network. ELife, 2020, 9, . 2.8 35

4555 An adjunctive therapy administered with an antibiotic prevents enrichment of antibiotic-resistant
clones of a colonizing opportunistic pathogen. ELife, 2020, 9, . 2.8 15

4556 Expandable and reversible copy number amplification drives rapid adaptation to antifungal drugs.
ELife, 2020, 9, . 2.8 94

4557 A new role for histone demethylases in the maintenance of plant genome integrity. ELife, 2020, 9, . 2.8 33

4558 S-phase-independent silencing establishment in Saccharomyces cerevisiae. ELife, 2020, 9, . 2.8 17

4559 Genome-wide alterations of uracil distribution patterns in human DNA upon chemotherapeutic
treatments. ELife, 2020, 9, . 2.8 13

4560 Characterization of RNA in exosomes secreted by human breast cancer cell lines using
next-generation sequencing. PeerJ, 2013, 1, e201. 0.9 187



236

Citation Report

# Article IF Citations

4561 Targeted genomic enrichment and sequencing of CyHV-3 from carp tissues confirms low nucleotide
diversity and mixed genotype infections. PeerJ, 2016, 4, e2516. 0.9 27

4562 Candidate pathogenicity islands in the genome of â€˜<i>Candidatus</i>Rickettsiella isopodorumâ€™, an
intracellular bacterium infecting terrestrial isopod crustaceans. PeerJ, 2016, 4, e2806. 0.9 13

4563 Development and validation of a 36-gene sequencing assay for hereditary cancer risk assessment. PeerJ,
2017, 5, e3046. 0.9 18

4564 Mitochondrial genomes organization in alloplasmic lines of sunflower (<i>Helianthus annuus</i>L.)
with various types of cytoplasmic male sterility. PeerJ, 2018, 6, e5266. 0.9 13

4565 Family-based whole-exome sequencing identifies novel loss-of-function mutations of <i>FBN1</i> for
Marfan syndrome. PeerJ, 2018, 6, e5927. 0.9 6

4566 ScanFold: an approach for genome-wide discovery of local RNA structural elementsâ€”applications to
Zika virus and HIV. PeerJ, 2018, 6, e6136. 0.9 60

4567 Transcriptional analysis reveals the metabolic state of<i>Burkholderia zhejiangensis</i>CEIB S4-3
during methyl parathion degradation. PeerJ, 2019, 7, e6822. 0.9 15

4568 The sugarcane mitochondrial genome: assembly, phylogenetics and transcriptomics. PeerJ, 2019, 7,
e7558. 0.9 15

4569 Identification of miRNA precursors in the phloem of <i>Cucurbita maxima</i>. PeerJ, 2019, 7, e8269. 0.9 8

4570 Gosling: A Grammar-based Toolkit for Scalable and Interactive Genomics Data Visualization. IEEE
Transactions on Visualization and Computer Graphics, 2022, 28, 140-150. 2.9 24

4571 G3BP1 binds to guanine quadruplexes in mRNAs to modulate their stabilities. Nucleic Acids Research,
2021, 49, 11323-11336. 6.5 21

4572 Rare germline variants in childhood cancer patients suspected of genetic predisposition to cancer.
Genes Chromosomes and Cancer, 2022, 61, 81-93. 1.5 2

4573 The Evolution of Clinically Aggressive Triple-Negative Breast Cancer Shows a Large Mutational
Diversity and Early Metastasis to Lymph Nodes. Cancers, 2021, 13, 5091. 1.7 4

4574 Telomere-specific chromatin capture using a pyrroleâ€“imidazole polyamide probe for the identification
of proteins and non-coding RNAs. Epigenetics and Chromatin, 2021, 14, 46. 1.8 4

4576 The Evolutionary History of New Zealand Deschampsia Is Marked by Long-Distance Dispersal, Endemism,
and Hybridization. Biology, 2021, 10, 1001. 1.3 1

4579 Loss of major nutrient sensing and signaling pathways suppresses starvation lethality in electron
transport chain mutants. Molecular Biology of the Cell, 2021, 32, ar39. 0.9 2

4580 Evolutionary history and pan-genome dynamics of strawberry ( <i>Fragaria</i> spp.). Proceedings of
the National Academy of Sciences of the United States of America, 2021, 118, . 3.3 43

4581 Dâ€•bifunctional protein deficiency caused by splicing variants in a neonate with severe peroxisomal
dysfunction and persistent hypoglycemia. American Journal of Medical Genetics, Part A, 2021, , . 0.7 2



237

Citation Report

# Article IF Citations

4583 A Genomic Survey of Mayetiola destructor Mobilome Provides New Insights into the Evolutionary
History of Transposable Elements in the Cecidomyiid Midges. PLoS ONE, 2021, 16, e0257996. 1.1 6

4584 The Mouse Papillomavirus Epigenetic Signature Is Characterised by DNA Hypermethylation after Lesion
Regression. Viruses, 2021, 13, 2045. 1.5 3

4586 Joint single-cell multiomic analysis in Wnt3a induced asymmetric stem cell division. Nature
Communications, 2021, 12, 5941. 5.8 25

4587 A global screening identifies chromatin-enriched RNA-binding proteins and the transcriptional
regulatory activity of QKI5 during monocytic differentiation. Genome Biology, 2021, 22, 290. 3.8 13

4588
Detecting cryptic clinically relevant structural variation in exome-sequencing data increases
diagnostic yield for developmental disorders. American Journal of Human Genetics, 2021, 108,
2186-2194.

2.6 12

4589 ETV6-NCOA2 fusion induces T/myeloid mixed-phenotype leukemia through transformation of
nonthymic hematopoietic progenitor cells. Blood, 2022, 139, 399-412. 0.6 10

4590 p53-dependent induction of P2X7 on hematopoietic stem and progenitor cells regulates hematopoietic
response to genotoxic stress. Cell Death and Disease, 2021, 12, 923. 2.7 14

4592 Genetic landscape of T cells identifies synthetic lethality for T-ALL. Communications Biology, 2021, 4,
1201. 2.0 6

4593 Chromosome-specific telomere lengths and the minimal functional telomere revealed by nanopore
sequencing. Genome Research, 2022, 32, 616-628. 2.4 25

4594
Identification and in silico characterization of structural and functional impacts of genetic variants
in milk protein genes in the Zebu breeds Guzerat and Gyr. Tropical Animal Health and Production, 2021,
53, 524.

0.5 2

4596 Genetic Variation in ABCC4 and CFTR and Acute Pancreatitis during Treatment of Pediatric Acute
Lymphoblastic Leukemia. Journal of Clinical Medicine, 2021, 10, 4815. 1.0 2

4597 Tbx5 drives Aldh1a2 expression to regulate a RA-Hedgehog-Wnt gene regulatory network coordinating
cardiopulmonary development. ELife, 2021, 10, . 2.8 16

4598
Discovery of alternatively spliced isoforms and long non-coding RNA in full length brain
transcriptomes of anadromous Hilsa shad, Tenualosa ilisha (Hamilton, 1822). Molecular Biology
Reports, 2021, 48, 7333-7342.

1.0 3

4599 Improving the Genome Annotation of Rhizoctonia solani Using Proteogenomics. Current Genomics,
2021, 22, 373-383. 0.7 1

4600 Genome-Wide Identification of Ralstonia solanacearum Genes Required for Survival in Tomato Plants.
MSystems, 2021, 6, e0083821. 1.7 13

4601 Unique Genomic Alterations of Cerebrospinal Fluid Cell-Free DNA Are Critical for Targeted Therapy of
Non-Small Cell Lung Cancer With Leptomeningeal Metastasis. Frontiers in Oncology, 2021, 11, 701171. 1.3 6

4602 Identification of Gene-Set Signature in Early-Stage Hepatocellular Carcinoma and Relevant Immune
Characteristics. Frontiers in Oncology, 2021, 11, 740484. 1.3 2

4603 <i>CARMN</i> Is an Evolutionarily Conserved Smooth Muscle Cellâ€“Specific LncRNA That Maintains
Contractile Phenotype by Binding Myocardin. Circulation, 2021, 144, 1856-1875. 1.6 50



238

Citation Report

# Article IF Citations

4604 Comparative evaluation of Nanopore polishing tools for microbial genome assembly and polishing
strategies for downstream analysis. Scientific Reports, 2021, 11, 20740. 1.6 28

4605 Quality control and evaluation of plant epigenomics data. Plant Cell, 2022, 34, 503-513. 3.1 13

4607 Global 3â€²â€•untranslated region landscape mediated by alternative polyadenylation during meiotic
maturation of pig oocytes. Reproduction in Domestic Animals, 2021, , . 0.6 7

4608 The Elusive Mitochondrial Genomes of Apicomplexa: Where Are We Now?. Frontiers in Microbiology,
2021, 12, 751775. 1.5 12

4609 Comparative analysis of full-length mitochondrial genomes of five Skeletonema species reveals
conserved genome organization and recent speciation. BMC Genomics, 2021, 22, 746. 1.2 4

4610 A brain-specific <i>pgc1</i>Î± fusion transcript affects gene expression and behavioural outcomes in
mice. Life Science Alliance, 2021, 4, e202101122. 1.3 2

4612
Whole-exome sequencing identifies biosignatures that predict adverse survival outcomes in
surgically treated patients with oral cavity squamous cell carcinoma. Oral Oncology, 2021, 122,
105547.

0.8 3

4613 Extraction of Molecular Features through Exome to Transcriptome Alignment. Journal of
Metabolomics & Systems Biology, 2013, 01, . 0.0 2

4614 IGV-plus: A Java Software for the Analysis and Visualization of Next-Generation Sequencing Data.
Springer Proceedings in Mathematics and Statistics, 2014, , 149-160. 0.1 0

4615 Compromised RNA polymerase III complex assembly leads to local alterations of intergenic RNA
polymerase II transcription in Saccharomyces cerevisiae. BMC Biology, 2014, 12, 89. 1.7 2

4617 Establishment of Next-Generation Sequencer Data Analysis Methods and Exploration of Novel Gene
Candidates. Journal of Computer Chemistry Japan, 2014, 13, 310-311. 0.0 0

4618 Current Massively Parallel Sequencing Technologies: Platforms and Reporting Considerations. , 2015, ,
3-17. 0

4621 Genome Sequencing in the Cloud. Advances in Systems Analysis, Software Engineering, and High
Performance Computing Book Series, 2015, , 318-339. 0.5 0

4622 Bioinformatics-Driven Big Data Analytics in Microbial Research. Advances in Bioinformatics and
Biomedical Engineering Book Series, 2015, , 265-283. 0.2 2

4628 The Analyses of Global Gene Expression and Transcription Factor Regulation. Translational
Bioinformatics, 2016, , 1-35. 0.0 2

4634 Chromatin Remodeling as the New Target for Breast Cancer Prevention. , 2016, , 147-181. 0

4635
A Multiplex PCR-Based Next-Generation Sequencing Approach Has Detected a Common Large Deletion in
STS Gene in a Patient with X-Linked Ichthyosis. Journal of Biomedical Science and Engineering, 2016, 09,
337-341.

0.2 0

4636 Genome Sequencing in the Cloud. , 2016, , 67-87. 1



239

Citation Report

# Article IF Citations

4651 Research on the High Performance System Development and Cloud Platform Building Mode under
Parallel Framework. , 0, , . 0

4656
AnÃ¡lisis genÃ©tico del individuo de Chan do Lindeiro: caracterizaciÃ³n de su mitogenoma y situaciÃ³n de
la muestra en el contexto paleogenÃ©tico europeo. Cadernos Do Laboratorio Xeoloxico De Laxe, 0, 39,
111-127.

0.0 3

4660 Computational Approaches for Variant Identification. International Journal of Computer Applications,
2017, 165, 18-24. 0.2 0

4664 A multi-tool recipe to identify regions of protein-DNA binding and their influence on associated gene
expression. F1000Research, 2017, 6, 784. 0.8 0

4668 SeeMore: A kinetic parallel computer sculpture for educating broad audiences on parallel
computation. Journal of Parallel and Distributed Computing, 2017, 105, 183-199. 2.7 1

4688 Epigenetic Changes and Epigenetic Targets in Head and Neck Cancer. Current Cancer Research, 2018, ,
327-352. 0.2 0

4689 APOBEC Mutagenesis and Copy Number Alterations are Drivers of Proteogenomic Tumor Evolution
and Heterogeneity in Metastatic Thoracic Tumors. SSRN Electronic Journal, 0, , . 0.4 1

4692 Big Data and mHealth. Advances in Medical Technologies and Clinical Practice Book Series, 2018, ,
46-66. 0.3 0

4693 A multi-tool recipe to identify regions of protein-DNA binding and their influence on associated gene
expression. F1000Research, 2017, 6, 784. 0.8 0

4745 NovoGraph: Genome graph construction from multiple long-read de novo assemblies. F1000Research,
2018, 7, 1391. 0.8 8

4760 Nuclear factor I/A coordinates the timing of oligodendrocyte differentiation/maturation via Olig1
promoter methylation. HAYATI Journal of Biosciences, 2018, 25, 70. 0.1 1

4769 Current Massively Parallel Sequencing Technologies: Platforms and Reporting Considerations. , 2019, ,
11-21. 0

4777 Mitochondrial Genome of an 8,400-Year-Old Individual from Northern China Reveals a Novel Subclade
under C5d. Human Biology, 2019, 91, 21. 0.4 1

4779 Resolving the Diagnostic Odyssey of a Patient with an Undefined Neuromuscular Disorder Using
Massively Parallel Sequencing Approaches. , 2019, , 263-273. 0

4783 Big Data and mHealth. , 2019, , 34-54. 1

4785 Shifts in Ribosome Engagement Impact Key Gene Sets in Neurodevelopment and Ubiquitination in Rett
Syndrome. SSRN Electronic Journal, 0, , . 0.4 0

4815 Bioinformatic pipelines for whole transcriptome sequencing data exploitation in leukemia patients
with complex structural variants. PeerJ, 2019, 7, e7071. 0.9 1

4853
Genetic architecture of recent-onset dilated cardiomyopathy in Moravian region assessed by
whole-exome sequencing and its clinical correlates. Biomedical Papers of the Medical Faculty of the
University Palacky&amp;#x0301;, Olomouc, Czechoslovakia, 2019, 163, 309-317.

0.2 1



240

Citation Report

# Article IF Citations

4854 Exploring of rare differences in mtGenomes between MZ twins using massively parallel sequencing.
Forensic Science International: Genetics Supplement Series, 2019, 7, 70-72. 0.1 2

4865 Near-Complete Genome Sequence of a Swine Norovirus GII.11 Strain Detected in Japan in 2018.
Microbiology Resource Announcements, 2020, 9, . 0.3 1

4874 Identification and validation of quantitative trait loci for ascites syndrome in broiler chickens using
whole genome resequencing. BMC Genetics, 2020, 21, 54. 2.7 7

4885 Ultraviolet Mutagenesis Coupled with Next-Generation Sequencing as a Method for Functional
Interrogation of Powdery Mildew Genomes. Molecular Plant-Microbe Interactions, 2020, 33, 1008-1021. 1.4 7

4890 Novel temporal and spatial patterns of metastatic colonization from breast cancer rapid-autopsy
tumor biopsies. Genome Medicine, 2021, 13, 170. 3.6 5

4891 Characterization of hormone-producing cell types in the teleost pituitary gland using single-cell
RNA-seq. Scientific Data, 2021, 8, 279. 2.4 11

4892 Molecular diagnoses in the congenital malformations caused by ciliopathies cohort of the 100,000
Genomes Project. Journal of Medical Genetics, 2022, 59, 737-747. 1.5 11

4893 Shaping modern human skull through epigenetic, transcriptional and post-transcriptional regulation
of the RUNX2 master bone gene. Scientific Reports, 2021, 11, 21316. 1.6 8

4894 Characterization of M116.1p, a Murine Cytomegalovirus Protein Required for Efficient Infection of
Mononuclear Phagocytes. Journal of Virology, 2022, 96, JVI0087621. 1.5 4

4895 Genome-wide association study reveals 14 new SNPs and confirms two structural variants highly
associated with the horned/polled phenotype in goats. BMC Genomics, 2021, 22, 769. 1.2 10

4896 Inhibition of the PLK1â€•Coupled Cell Cycle Machinery Overcomes Resistance to Oxaliplatin in Colorectal
Cancer. Advanced Science, 2021, 8, e2100759. 5.6 29

4897 Invertebrate methylomes provide insight into mechanisms of environmental tolerance and reveal
methodological biases. Molecular Ecology Resources, 2022, 22, 1247-1261. 2.2 12

4899 Identification of Essential Genes in Caenorhabditis elegans with Lethal Mutations Maintained by
Genetic Balancers. Methods in Molecular Biology, 2022, 2377, 345-362. 0.4 1

4904 Sirtuin 7 super-enhancer drives epigenomic reprogramming in hepatocarcinogenesis. Cancer Letters,
2022, 525, 115-130. 3.2 19

4907 SomaticSeq: An Ensemble and Machine Learning Method to Detect Somatic Mutations. Methods in
Molecular Biology, 2020, 2120, 47-70. 0.4 2

4910 Whole-genome sequencing of recurrent neuroblastoma reveals somatic mutations that affect key
players in cancer progression and telomere maintenance. Scientific Reports, 2020, 10, 22432. 1.6 19

4911
Phenotypic variation and polymorphism confirmed among white-bellied swiftlets of the Collocalia
esculenta group (Apodidae, Collocaliini) by mitochondrial and nuclear DNA evidence. Bulletin of the
British Ornithologists' Club, 2020, 140, .

0.1 0

4916 Integrated Genome-Scale Analysis and Northern Blot Detection of Retrotransposon siRNAs Across
Plant Species. Methods in Molecular Biology, 2020, 2166, 387-411. 0.4 3



241

Citation Report

# Article IF Citations

4917 Clinicopathological characteristics and genetic analysis of pulmonary carcinoid tumors: A
singleâ€‘center retrospective cohort study and literature review. Oncology Letters, 2020, 19, 2446-2456. 0.8 5

4919 The Use of Proteomics in Search of Allele-Specific Proteins in (Allo)polyploid Crops. Methods in
Molecular Biology, 2020, 2139, 297-308. 0.4 0

4923 Generating Reliable Genome Assemblies of Intestinal Protozoans from Clinical Samples for the
Purpose of Biomarker Discovery. Communications in Computer and Information Science, 2020, , 216-241. 0.4 0

4924 TRAP-SEQ of Eukaryotic Translatomes Applied to the Detection of Polysome-Associated Long
Noncoding RNAs. Methods in Molecular Biology, 2020, 2166, 451-472. 0.4 2

4925 Whole-genome Identification of Transcriptional Start Sites by Differential RNA-seq in Bacteria.
Bio-protocol, 2020, 10, e3757. 0.2 5

4942 Sex without crossing over in the yeast Saccharomycodes ludwigii. Genome Biology, 2021, 22, 303. 3.8 3

4943 A Novel Subtype of Bovine Hepacivirus Identified in Ticks Reveals the Genetic Diversity and Evolution
of Bovine Hepacivirus. Viruses, 2021, 13, 2206. 1.5 11

4944 Candida albicans Isolates 529L and CHN1 Exhibit Stable Colonization of the Murine Gastrointestinal
Tract. MBio, 2021, 12, e0287821. 1.8 21

4945 Identification of novel deep intronic <i>PAH</i> gene variants in patients diagnosed with
phenylketonuria. Human Mutation, 2022, 43, 56-66. 1.1 10

4946 Identification of the sex-determining factor in the liverwort Marchantia polymorpha reveals unique
evolution of sex chromosomes in a haploid system. Current Biology, 2021, 31, 5522-5532.e7. 1.8 36

4947 Comparative Analysis of Chloroplast Genomes of Seven Chaetoceros Species Revealed Variation
Hotspots and Speciation Time. Frontiers in Microbiology, 2021, 12, 742554. 1.5 5

4949 Opponent vesicular transporters regulate the strength of glutamatergic neurotransmission in a C.
elegans sensory circuit. Nature Communications, 2021, 12, 6334. 5.8 6

4950 Histone H3.3 K27M and K36M mutations de-repress transposable elements through perturbation of
antagonistic chromatin marks. Molecular Cell, 2021, 81, 4876-4890.e7. 4.5 26

4951 Targeted Deep Sequencing of Mycosis Fungoides Reveals Intracellular Signaling Pathways Associated
with Aggressiveness and Large Cell Transformation. Cancers, 2021, 13, 5512. 1.7 5

4952
Massive QTL analysis identifies pleiotropic genetic determinants for stress resistance, aroma
formation, and ethanol, glycerol and isobutanol production in Saccharomyces cerevisiae.
Biotechnology for Biofuels, 2021, 14, 211.

6.2 7

4953 A Missense Variant in the Bardet-Biedl Syndrome 2 Gene (BBS2) Leads to a Novel Syndromic Retinal
Degeneration in the Shetland Sheepdog. Genes, 2021, 12, 1771. 1.0 4

4954 Intestinal metaplasia is a precursor lesion for sinonasal intestinalâ€•type adenocarcinoma: genomic
investigation of a case proving this hypothesis. Apmis, 2022, 130, 53-56. 0.9 2

4955 KMT9 Controls Stemness and Growth of Colorectal Cancer. Cancer Research, 2022, 82, 210-220. 0.4 11



242

Citation Report

# Article IF Citations

4956 Genome-Wide Analysis of H3K27me3 in Porcine Embryonic Muscle Development. Frontiers in Cell and
Developmental Biology, 2021, 9, 739321. 1.8 5

4957 An alternative splicing signature in human Crohnâ€™s disease. BMC Gastroenterology, 2021, 21, 420. 0.8 5

4958 TSC2 somatic mosaic mutation, including extra-tumor tissue, may be the developmental cause of
solitary subependymal giant cell astrocytoma. Child's Nervous System, 2021, 38, 77. 0.6 4

4959 Detection of Mosaic Variants in Mothers of MPS II Patients by Next Generation Sequencing. Frontiers
in Molecular Biosciences, 2021, 8, 789350. 1.6 0

4962 Egr2 and 3 control inflammation, but maintain homeostasis, of PD-1<sup>high</sup> memory
phenotype CD4 T cells. Life Science Alliance, 2020, 3, e202000766. 1.3 7

4972 Development and validation of an SNP-based new set of markers useful for early selection for Sharka
disease in apricot (P. armeniaca). Acta Horticulturae, 2020, , 47-52. 0.1 0

4973 Screening of targeted panel genes in Brazilian patients with primary ovarian insufficiency. PLoS ONE,
2020, 15, e0240795. 1.1 21

4974 Validation and clinical application of a targeted next-generation sequencing gene panel for solid and
hematologic malignancies. PeerJ, 2020, 8, e10069. 0.9 1

4975 Coldâ€•induced chromatin compaction and nuclear retention of clock mRNAs resets the circadian
rhythm. EMBO Journal, 2020, 39, e105604. 3.5 11

4982 High-Throughput Detection of mtDNA Mutations Leading to tRNA Processing Errors. Methods in
Molecular Biology, 2021, 2192, 117-132. 0.4 4

4985 Congenital cataracts: de novo gene conversion event in CRYBB2. Molecular Vision, 2014, 20, 1579-93. 1.1 10

4986 Interactive Exploration on Large Genomic Datasets. , 2016, 2016, . 0

4987 Genetic Variations and Precision Medicine. Perspectives in Health Information Management / AHIMA,
American Health Information Management Association, 2019, 16, 1a. 0.0 4

4988 mutations confer poor prognosis in malignant pleural mesothelioma. Translational Lung Cancer
Research, 2020, 9, 1940-1951. 1.3 0

4989 Integration of RNA-Seq and ATAC-Seq Identifies Key Genes and Chromatin Accessibility Changes in
Growth Hormone-Secreting Pituitary Adenoma. SSRN Electronic Journal, 0, , . 0.4 0

4990 Resensitising proteasome inhibitor-resistant myeloma with sphingosine kinase 2 inhibition. Neoplasia,
2022, 24, 1-11. 2.3 12

4991 Genome Mosaicism in Field Strains of Mycoplasma bovis as Footprints of In-Host Horizontal
Chromosomal Transfer. Applied and Environmental Microbiology, 2022, 88, AEM0166121. 1.4 8

4992 Molecular mechanisms and topological consequences of drastic chromosomal rearrangements of
muntjac deer. Nature Communications, 2021, 12, 6858. 5.8 23



243

Citation Report

# Article IF Citations

4993 Yap5 Competes With Hap4 for the Regulation of Iron Homeostasis Genes in the Human Pathogen
Candida glabrata. Frontiers in Cellular and Infection Microbiology, 2021, 11, 731988. 1.8 0

4994 Ancient Mitogenomes Reveal the Domestication and Distribution of Cattle During the Longshan
Culture Period in North China. Frontiers in Genetics, 2021, 12, 759827. 1.1 2

4995 The m6A RNA Modification Modulates Gene Expression and Fibrosis-Related Pathways in Hypertrophic
Scar. Frontiers in Cell and Developmental Biology, 2021, 9, 748703. 1.8 7

4996 Chromatin and regulatory differentiation between bundle sheath and mesophyll cells in maize. Plant
Journal, 2022, 109, 675-692. 2.8 16

4997 Transcriptome-Wide Map of N6-Methyladenosine Methylome Profiling in Human Bladder Cancer.
Frontiers in Oncology, 2021, 11, 717622. 1.3 5

4999 Multiple acyl-CoA dehydrogenase deficiency kills Mycobacterium tuberculosis in vitro and during
infection. Nature Communications, 2021, 12, 6593. 5.8 11

5000
A Câ€•term truncated <scp>EIF2BÎ³</scp> protein encoded by an intronically polyadenylated isoform
introduces unfavorable <scp>EIF2BÎ³â€“EIF2Î³</scp> interactions. Proteins: Structure, Function and
Bioinformatics, 2022, 90, 889-897.

1.5 1

5001 Longâ€•read assembly of the Chinese indigenous Ningxiang pig genome and identification of genetic
variations in fat metabolism among different breeds. Molecular Ecology Resources, 2022, 22, 1508-1520. 2.2 9

5002 Rational Development of Liquid Biopsy Analysis in Renal Cell Carcinoma. Cancers, 2021, 13, 5825. 1.7 7

5003
Histone Acetyltransferases and Deacetylases Are Required for Virulence, Conidiation, DNA Damage
Repair, and Multiple Stresses Resistance of Alternaria alternata. Frontiers in Microbiology, 2021, 12,
783633.

1.5 18

5004 Epromoters function as a hub to recruit key transcription factors required for the inflammatory
response. Nature Communications, 2021, 12, 6660. 5.8 20

5006 The U1 snRNP component RBP45d regulates temperature-responsive flowering in Arabidopsis. Plant
Cell, 2022, 34, 834-851. 3.1 18

5009 A growth factorâ€“expressing macrophage subpopulation orchestrates regenerative inflammation via
GDF-15. Journal of Experimental Medicine, 2022, 219, . 4.2 31

5010 Alternative poly-adenylation modulates Î±1-antitrypsin expression in chronic obstructive pulmonary
disease. PLoS Genetics, 2021, 17, e1009912. 1.5 3

5012 The primary transcriptome of hormogonia from a filamentous cyanobacterium defined by cappable-seq.
Microbiology (United Kingdom), 2021, 167, . 0.7 4

5013 Deciphering the Molecular Basis for Attenuation of Flavobacterium columnare Strain Fc1723 Used as
Modified Live Vaccine against Columnaris Disease. Vaccines, 2021, 9, 1370. 2.1 3

5015 The architecture of the simian varicella virus transcriptome. PLoS Pathogens, 2021, 17, e1010084. 2.1 4

5016 Focal amplifications are associated with chromothripsis events and diverse prognoses in gastric
cardia adenocarcinoma. Nature Communications, 2021, 12, 6489. 5.8 27



244

Citation Report

# Article IF Citations

5017 Pre-existing chromatin accessibility and gene expression differences among naive CD4+ TÂ cells
influence effector potential. Cell Reports, 2021, 37, 110064. 2.9 20

5019 ncRNAseq: simple modifications to RNA-seq library preparation allow recovery and analysis of
mid-sized non-coding RNAs. BioTechniques, 2022, 72, 21-28. 0.8 2

5020 Yersinia remodels epigenetic histone modifications in human macrophages. PLoS Pathogens, 2021, 17,
e1010074. 2.1 3

5021 Mutagenesis of human genomes by endogenous mobile elements on a population scale. Genome
Research, 2021, 31, 2225-2235. 2.4 15

5022 Global Chromosome Topology and the Two-Component Systems in Concerted Manner Regulate
Transcription in <i>Streptomyces</i>. MSystems, 2021, 6, e0114221. 1.7 3

5023 Targeting the spliceosome through RBM39 degradation results in exceptional responses in high-risk
neuroblastoma models. Science Advances, 2021, 7, eabj5405. 4.7 32

5024 UBR7 acts as a histone chaperone for postâ€•nucleosomal histone H3. EMBO Journal, 2021, 40, e108307. 3.5 12

5025 Sexual diversification of splicing regulation during embryonic development in honeybees (<i>Apis) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 462 Td (mellifera</i>), A haplodiploid system. Insect Molecular Biology, 2022, 31, 170-176.1.0 3

5026 The short flagella 1 (SHF1) gene in <i>Chlamydomonas</i> encodes a Crescerin TOG-domain protein
required for late stages of flagellar growth. Molecular Biology of the Cell, 2022, 33, mbcE21090472. 0.9 8

5027 New Genes in the Drosophila Y Chromosome: Lessons from D. willistoni. Genes, 2021, 12, 1815. 1.0 3

5028 Loss of MBD2 attenuates MLL-AF9-driven leukemogenesis by suppressing the leukemic cell cycle via
CDKN1C. Oncogenesis, 2021, 10, 79. 2.1 4

5029 Massive genome inversion drives coexistence of divergent morphs in common quails. Current Biology,
2022, 32, 462-469.e6. 1.8 25

5030 Histone variant H2A.Z regulates zygotic genome activation. Nature Communications, 2021, 12, 7002. 5.8 24

5032 Extent of Extraskeletal Manifestations of Fibrous Dysplasia/McCune-Albright Syndrome in Patients
with Mazabraudâ€™s Syndrome. Calcified Tissue International, 2022, 110, 334-340. 1.5 2

5033 Reclassification of a TMC1 synonymous substitution as a variant disrupting splicing regulatory
elements associated with recessive hearing loss. European Journal of Human Genetics, 2021, , . 1.4 4

5034 Arabidopsis Spliceosome Factor SmD3 Modulates Immunity to Pseudomonas syringae Infection.
Frontiers in Plant Science, 2021, 12, 765003. 1.7 5

5035 Histone H1 prevents non-CG methylation-mediated small RNA biogenesis in Arabidopsis
heterochromatin. ELife, 2021, 10, . 2.8 23

5036 METTL3/14 and ILâ€•17 signaling contribute to CEBPAâ€•DT enhanced oral cancer cisplatin resistance. Oral
Diseases, 2023, 29, 942-956. 1.5 11



245

Citation Report

# Article IF Citations

5037 Identification of genes associated with susceptibility to persistent breeding-induced endometritis by
RNA-sequencing of uterine cytobrush samples. Reproductive Biology, 2022, 22, 100577. 0.9 1

5038 Histone Deacetylase HDA19 S-Nitrosylation Stimulates its Activity to Enhance Plant Tolerance to
Stress. SSRN Electronic Journal, 0, , . 0.4 0

5039 RiboChat: a chat-style web interface for analysis and annotation of ribosome profiling data. Briefings
in Bioinformatics, 2022, 23, . 3.2 2

5040
Frequency and Spectrum of Mutations Induced by Gamma Rays Revealed by Phenotype Screening and
Whole-Genome Re-Sequencing in Arabidopsis thaliana. International Journal of Molecular Sciences,
2022, 23, 654.

1.8 10

5041 Phylogeographic Relationships among Bombyx mandarina (Lepidoptera: Bombycidae) Populations and
Their Relationships to B. mori Inferred from Mitochondrial Genomes. Biology, 2022, 11, 68. 1.3 6

5042 Diurnal RNAPII-tethered chromatin interactions are associated with rhythmic gene expression in rice.
Genome Biology, 2022, 23, 7. 3.8 9

5043 H3K9me2 genome-wide distribution in the holocentric insect Spodoptera frugiperda (Lepidoptera:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 502 Td (Noctuidae). Genomics, 2022, 114, 384-397.1.3 1

5044 Whole Genome Assembly of Human Papillomavirus by Nanopore Long-Read Sequencing. Frontiers in
Genetics, 2021, 12, 798608. 1.1 5

5045 Heterogeneity of human corneal endothelium implicates lncRNA NEAT1 in Fuchs endothelial corneal
dystrophy. Molecular Therapy - Nucleic Acids, 2022, 27, 880-893. 2.3 15

5046 Detection of N6-methyladenosine in SARS-CoV-2 RNA by methylated RNA immunoprecipitation
sequencing. STAR Protocols, 2022, 3, 101067. 0.5 1

5047 Forensic nanopore sequencing of microhaplotype markers using QitanTechâ€™s QNome. Forensic Science
International: Genetics, 2022, 57, 102657. 1.6 6

5048 Quantifying RNA synthesis at rate-limiting steps of transcription using nascent RNA-sequencing data.
STAR Protocols, 2022, 3, 101036. 0.5 7

5049 SARS-CoV-2 in hospital air as revealed by comprehensive respiratory viral panel sequencing. Infection
Prevention in Practice, 2022, 4, 100199. 0.6 8

5053 SMO mutations confer poor prognosis in malignant pleural mesothelioma. Translational Lung Cancer
Research, 2020, 9, 1940-1951. 1.3 4

5061 TCF7 knockdown inhibits the imatinib resistance of chronic myeloid leukemia K562/G01 cells by
neutralizing the Wnt/Î²â€‘catenin/TCF7/ABC transporter signaling axis. Oncology Reports, 2020, 45, 557-568. 1.2 9

5062 Y-Chromosomal Insights into Breeding History and Sire Line Genealogies of Arabian Horses. Genes,
2022, 13, 229. 1.0 12

5063 Ecdysteroid kinase-like (EcKL) paralogs confer developmental tolerance to caffeine in Drosophila
melanogaster. Current Research in Insect Science, 2022, 2, 100030. 0.8 4

5064 Molecular Characterization of Severe Acute Respiratory Syndrome Coronavirus 2 Isolates From
Central Inner Sardinia. Frontiers in Microbiology, 2021, 12, 827799. 1.5 3



246

Citation Report

# Article IF Citations

5065 Target enrichment long-read sequencing with adaptive sampling can determine the structure of the
small supernumerary marker chromosomes. Journal of Human Genetics, 2022, 67, 363-368. 1.1 10

5066 Incidence, clinicopathological features and genetics of <i>inâ€•situ</i> follicular neoplasia: a
comprehensive screening study in a Japanese cohort. Histopathology, 2022, 80, 820-826. 1.6 4

5067 Managing High-Density Genotyping Data with Gigwa. Methods in Molecular Biology, 2022, 2443, 415-427. 0.4 1

5070 Spontaneous mutation rate estimates for the principal malaria vectors Anopheles coluzzii and
Anopheles stephensi. Scientific Reports, 2022, 12, 226. 1.6 3

5073 Prediction and analysis of functional RNA structures within the integrative genomics viewer. NAR
Genomics and Bioinformatics, 2022, 4, lqab127. 1.5 5

5074 A GATA4-regulated secretory program suppresses tumors through recruitment of cytotoxic CD8 T
cells. Nature Communications, 2022, 13, 256. 5.8 8

5075 Research on Promoting Visual Communication of Local Folk Culture by Using Digital Technology.
Scientific Programming, 2022, 2022, 1-12. 0.5 0

5076
Genome-Wide Association Study Reveals Complex Genetic Architecture of Cadmium and Mercury
Accumulation and Tolerance Traits in Medicago truncatula. Frontiers in Plant Science, 2021, 12,
806949.

1.7 10

5077 Establishment of developmental gene silencing by ordered polycomb complex recruitment in early
zebrafish embryos. ELife, 2022, 11, . 2.8 13

5078 <i>In Vivo</i> Modeling of Patient Genetic Heterogeneity Identifies New Ways to Target
Cholangiocarcinoma. Cancer Research, 2022, 82, 1548-1559. 0.4 8

5079 Case series of congenital pseudarthrosis of the tibia unfulfilling neurofibromatosis type 1 diagnosis:
21% with somatic NF1 haploinsufficiency in the periosteum. Human Genetics, 2022, 141, 1371-1383. 1.8 4

5080 Genome-wide association study for seedling biomass-related traits in Gossypium arboreum L.. BMC
Plant Biology, 2022, 22, 54. 1.6 5

5081 The plastome of the husk tomato (Physalis philadelphica Lam., Solanaceae): a comparative analysis
between wild and cultivated pools. Genetic Resources and Crop Evolution, 2022, 69, 1391-1405. 0.8 1

5082 Caenorhabditis elegans ETR-1/CELF has broad effects on the muscle cell transcriptome, including
genes that regulate translation and neuroblast migration. BMC Genomics, 2022, 23, 13. 1.2 1

5083 Liquid biopsy detection of genomic alterations in pediatric brain tumors from cell-free DNA in
peripheral blood, CSF, and urine. Neuro-Oncology, 2022, 24, 1352-1363. 0.6 29

5085 Dual role of <i>Ovol2</i> on the germ cell lineage segregation during gastrulation in mouse
embryogenesis. Development (Cambridge), 2022, 149, . 1.2 6

5087 Visualization of Marekâ€™s Disease Virus Genomes in Living Cells during Lytic Replication and Latency.
Viruses, 2022, 14, 287. 1.5 1

5088 Whole-population genomic sequencing reveals the mutational profiles of the antibiotic-treated
Escherichia coli populations. Biologia (Poland), 2022, 77, 525-531. 0.8 1



247

Citation Report

# Article IF Citations

5089 The minicircular and extremely heteroplasmic mitogenome of the holoparasitic plant Rhopalocnemis
phalloides. Current Biology, 2022, 32, 470-479.e5. 1.8 28

5090 Opioid receptor signaling suppresses leukemia through both catalytic and non-catalytic functions of
TET2. Cell Reports, 2022, 38, 110253. 2.9 6

5091 Computational challenges in detection of cancer using cell-free DNA methylation. Computational and
Structural Biotechnology Journal, 2022, 20, 26-39. 1.9 11

5092 QTL identification, fine mapping, and marker development for breeding peanut (Arachis hypogaea L.)
resistant to bacterial wilt. Theoretical and Applied Genetics, 2022, 135, 1319-1330. 1.8 14

5093
Second Messenger c-di-GMP Modulates Exopolysaccharide Pea-Dependent Phenotypes via Regulation of
<i>eppA</i> Expression in Pseudomonas putida. Applied and Environmental Microbiology, 2022, 88,
aem0227021.

1.4 4

5094 ICP22 of Herpes Simplex Virus 1 Decreases RNA Polymerase Processivity. Journal of Virology, 2022, 96,
jvi0219121. 1.5 8

5095 Estimating individual mtDNA haplotypes in mixed DNA samples by combining MinION and MiSeq.
International Journal of Legal Medicine, 2022, 136, 423. 1.2 2

5096
Characteristics of TP53 germline variants and their correlations with Li-Fraumeni syndrome or
Li-Fraumeni-like syndrome in Chinese tumor patients. Journal of Genetics and Genomics, 2022, 49,
645-653.

1.7 1

5097 Chromatin alterations during the epididymal maturation of mouse sperm refine the paternally
inherited epigenome. Epigenetics and Chromatin, 2022, 15, 2. 1.8 11

5098 Mitochondrial DNA Footprints from Western Eurasia in Modern Mongolia. Frontiers in Genetics, 2021,
12, 819337. 1.1 4

5099 Regulation of retinal amacrine cell generation by miR-216b and Foxn3. Development (Cambridge), 2022,
149, . 1.2 3

5100 Germline Variants of CYBA and TRPM4 Predispose to Familial Colorectal Cancer. Cancers, 2022, 14, 670. 1.7 11

5101 Developmental and Injury-induced Changes in DNA Methylation in Regenerative versus
Non-regenerative Regions of the Vertebrate Central Nervous System. BMC Genomics, 2022, 23, 2. 1.2 8

5102
Longâ€•read nanopore DNA sequencing can resolve complex intragenic duplication/deletion variants,
providing information to enable preimplantation genetic diagnosis. Prenatal Diagnosis, 2022, 42,
226-232.

1.1 6

5103
Insertion of a mMoshan transposable element in PpLMI1, is associated with the absence or globose
phenotype of extrafloral nectaries in peach [Prunus persica (L.) Batsch. Horticulture Research, 2022,
9, .

2.9 0

5104 Distinguishing between recruitment and spread of silent chromatin structures in Saccharomyces
cerevisiae. ELife, 2022, 11, . 2.8 18

5105 A premature stop codon in BrFLC2 transcript results in early flowering in oilseed-type Brassica rapa
plants. Plant Molecular Biology, 2022, 108, 241-255. 2.0 4

5106 Dual isoform sequencing reveals complex transcriptomic and epitranscriptomic landscapes of a
prototype baculovirus. Scientific Reports, 2022, 12, 1291. 1.6 3



248

Citation Report

# Article IF Citations

5107 Integrative epigenomic profiling reveal AP-1 is a key regulator in intrahepatic cholangiocarcinoma.
Genomics, 2022, 114, 241-252. 1.3 5

5108 Two novel RNA-binding proteins identification through computational prediction and experimental
validation. Genomics, 2022, 114, 149-160. 1.3 0

5109 Neonatal-lethal dilated cardiomyopathy due to a homozygous LMOD2 donor splice-site variant.
European Journal of Human Genetics, 2022, 30, 450-457. 1.4 9

5110 Plotgardener: cultivating precise multi-panel figures in R. Bioinformatics, 2022, 38, 2042-2045. 1.8 39

5111 Transfer RNA-Derived Fragments and isomiRs Are Novel Components of Chronic TBI-Induced
Neuropathology. Biomedicines, 2022, 10, 136. 1.4 8

5112
Whole-Genome and Transcriptome Sequencing Identified NOTCH2 and HES1 as Potential Markers of
Response to Imatinib in Desmoid Tumor (Aggressive Fibromatosis): A Phase II Trial Study. Cancer
Research and Treatment, 2022, 54, 1240-1255.

1.3 4

5113 Deciphering the mutation spectrum in south Indian children with congenital anomalies of the kidney
and urinary tract. BMC Nephrology, 2022, 23, 1. 0.8 12

5116 Integrated 5-hydroxymethylcytosine and fragmentation signatures as enhanced biomarkers in lung
cancer. Clinical Epigenetics, 2022, 14, 15. 1.8 9

5118
Time-Resolved Gene Expression Analysis Monitors the Regulation of Inflammatory Mediators and
Attenuation of Adaptive Immune Response by Vitamin D. International Journal of Molecular Sciences,
2022, 23, 911.

1.8 20

5119 Vernalization Regulates Flowering Genes and Modulates Glucosinolates Biosynthesis in Chinese
Cabbage. Journal of Plant Biology, 2022, 65, 157. 0.9 3

5120 A Retrospective Statistical Validation Approach for Panel of Normalâ€“Based Single-Nucleotide Variant
Detection in Tumor Sequencing. Journal of Molecular Diagnostics, 2022, 24, 41-47. 1.2 1

5122 Validated Impacts of N6-Methyladenosine Methylated mRNAs on Apoptosis and Angiogenesis in
Myocardial Infarction Based on MeRIP-Seq Analysis. Frontiers in Molecular Biosciences, 2021, 8, 789923. 1.6 7

5123 Identification of the First Single GSDME Exon 8 Structural Variants Associated with Autosomal
Dominant Hearing Loss. Diagnostics, 2022, 12, 207. 1.3 4

5124 Human induced pluripotent stem cells display a similar mutation burden as embryonic pluripotent
cells inÂ vivo. IScience, 2022, 25, 103736. 1.9 5

5125 ANSWER: Annotation Software for Electronic Reporting. JCO Clinical Cancer Informatics, 2022, 6,
e2100113. 1.0 3

5126 Profiling and functional characterization of maternal mRNA translation during mouse
maternal-to-zygotic transition. Science Advances, 2022, 8, eabj3967. 4.7 52

5127 Genome sequence data of the antagonistic soil-borne yeast Cyberlindnera sargentensis (SHA 17.2). Data
in Brief, 2022, 40, 107799. 0.5 2

5128 Î”Np63 regulates a common landscape of enhancer associated genes in non-small cell lung cancer.
Nature Communications, 2022, 13, 614. 5.8 13



249

Citation Report

# Article IF Citations

5129 An invasive Haemophilus influenzae serotype b infection in an Anglo-Saxon plague victim. Genome
Biology, 2022, 23, 22. 3.8 13

5130 Altered TMPRSS2 usage by SARS-CoV-2 Omicron impacts infectivity and fusogenicity. Nature, 2022, 603,
706-714. 13.7 756

5131 Identification of the somatic mutations of SMAD4 among HCC Egyptian patients using NGS. Gene
Reports, 2022, 26, 101478. 0.4 0

5132
Identification of S315T mutation in katG gene using probe-free exclusive mismatch primers for a rapid
diagnosis of isoniazid-resistant Mycobacterium tuberculosis by real-time loop-mediated isothermal
amplification. Microchemical Journal, 2022, 175, 107108.

2.3 2

5133 ZC3H13-mediated N6-methyladenosine modification of PHF10 is impaired by fisetin which inhibits the
DNA damage response in pancreatic cancer. Cancer Letters, 2022, 530, 16-28. 3.2 20

5135 A large-scale genome and transcriptome sequencing analysis reveals the mutation landscapes induced
by high-activity adenine base editors in plants. Genome Biology, 2022, 23, 51. 3.8 12

5137 Whole Genome DNA Methylation Profiling of D2 Medium Spiny Neurons in Mouse Nucleus Accumbens
Using Two Independent Library Preparation Methods. Genes, 2022, 13, 306. 1.0 1

5138 Global mapping of RNA G-quadruplexes (G4-RNAs) using G4RP-seq. Nature Protocols, 2022, 17, 870-889. 5.5 17

5139 RNA sequencing on muscle biopsy from a 5â€•week bed rest study reveals the effect of exercise and
potential interactions with dorsal root ganglion neurons. Physiological Reports, 2022, 10, e15176. 0.7 9

5140 <i>Rhizobiales</i> -Specific RirA Represses a Naturally â€œSyntheticâ€• Foreign Siderophore Gene Cluster
To Maintain <i>Sinorhizobium</i> -Legume Mutualism. MBio, 2022, 13, e0290021. 1.8 4

5141 Genetic Alterations Predict Long-Term Survival in Ductal Adenocarcinoma of the Pancreatic Head.
Cancers, 2022, 14, 850. 1.7 2

5143 Identification and Validation of Ikaros (IKZF1) as a Cancer Driver Gene for Marekâ€™s Disease
Virus-Induced Lymphomas. Microorganisms, 2022, 10, 401. 1.6 4

5144 Mutation analysis of disease causing genes in patients with early onset or familial forms of
Alzheimerâ€™s disease and frontotemporal dementia. BMC Genomics, 2022, 23, 99. 1.2 7

5145 Sex-Specific Genomic Region Identification and Molecular Sex Marker Development of Rock Bream
(Oplegnathus fasciatus). Marine Biotechnology, 2022, 24, 163-173. 1.1 11

5146 Tracking cryptic SARS-CoV-2 lineages detected in NYC wastewater. Nature Communications, 2022, 13,
635. 5.8 121

5147 Population Genomics, Transcriptional Response to Heat Shock, and Gut Microbiota of the Hong Kong
Oyster Magallana hongkongensis. Journal of Marine Science and Engineering, 2022, 10, 237. 1.2 1

5149 Genetic analysis and intracytoplasmic sperm injection outcomes of Chinese patients with congenital
bilateral absence of vas deferens. Journal of Assisted Reproduction and Genetics, 2022, 39, 719-728. 1.2 1

5150 Genomic analysis of focal nodular hyperplasia with associated hepatocellular carcinoma unveils its
malignant potential: a case report. Communications Medicine, 2022, 2, . 1.9 5



250

Citation Report

# Article IF Citations

5151 Genome-edited powdery mildew resistance in wheat without growth penalties. Nature, 2022, 602,
455-460. 13.7 181

5152
Analysis and comparison of the STR genotypes called with HipSTR, STRait Razor and toaSTR by using
next generation sequencing data in a Brazilian population sample. Forensic Science International:
Genetics, 2022, 58, 102676.

1.6 6

5154 Dual roles for piRNAs in promoting and preventing gene silencing in C.Â elegans. Cell Reports, 2021, 37,
110101. 2.9 14

5155 A KBase case study on genome-wide transcriptomics and plant primary metabolism in response to
drought stress in Sorghum.. Current Plant Biology, 2021, 28, 100229. 2.3 4

5158
The Antibiotic Fosfomycin Mimics the Effects of the Intermediate Metabolites Phosphoenolpyruvate
and Glyceraldehyde-3-Phosphate on the Stenotrophomonas maltophilia Transcriptome. International
Journal of Molecular Sciences, 2022, 23, 159.

1.8 4

5159 Whole-genome Methylation Analysis of APOBEC Enzyme-converted DNA (~5 kb) by Nanopore
Sequencing. Bio-protocol, 2022, 12, e4345. 0.2 0

5160 Strain Improvement of Microbes. , 2022, , 169-193. 2

5161 C11orf21, a novel RUNX1 target gene, is down-regulated by RUNX1-ETO. BBA Advances, 2022, 2, 100047. 0.7 2

5164 Impaired p53-Mediated DNA Damage Response Contributes to Microcephaly in Nijmegen Breakage
Syndrome Patient-Derived Cerebral Organoids. Cells, 2022, 11, 802. 1.8 7

5166 TDP-43 loss and ALS-risk SNPs drive mis-splicing and depletion of UNC13A. Nature, 2022, 603, 131-137. 13.7 188

5167 Virome and Blood Meal-Associated Host Responses in Ixodes persulcatus Naturally Fed on Patients.
Frontiers in Microbiology, 2021, 12, 728996. 1.5 4

5168 A Highly Divergent Hepacivirus Identified in Domestic Ducks Further Reveals the Genetic Diversity of
Hepaciviruses. Viruses, 2022, 14, 371. 1.5 5

5169 SEAseq: a portable and cloud-based chromatin occupancy analysis suite. BMC Bioinformatics, 2022, 23,
77. 1.2 3

5170 ADAM17 Is an Essential Factor for the Infection of Bovine Cells with Pestiviruses. Viruses, 2022, 14, 381. 1.5 8

5171 Comparative Venomics of the Cryptic Cone Snail Species Virroconus ebraeus and Virroconus judaeus.
Marine Drugs, 2022, 20, 149. 2.2 5

5172 Bone Marrow Stroma-Induced Transcriptome and Regulome Signatures of Multiple Myeloma. Cancers,
2022, 14, 927. 1.7 12

5175
An in-frame deletion mutation in the degron tail of auxin coreceptor<i>IAA2</i>confers resistance to
the herbicide 2,4-D in<i>Sisymbrium orientale</i>. Proceedings of the National Academy of Sciences of
the United States of America, 2022, 119, .

3.3 19

5176 Co-transcriptional splicing efficiency is a gene-specific feature that can be regulated by TGFÎ².
Communications Biology, 2022, 5, 277. 2.0 4



251

Citation Report

# Article IF Citations

5177 MLL::AF9 degradation induces rapid changes in transcriptional elongation and subsequent loss of an
active chromatin landscape. Molecular Cell, 2022, 82, 1140-1155.e11. 4.5 21

5179 VHL mosaicism: the added value of multi-tissue analysis. Npj Genomic Medicine, 2022, 7, 21. 1.7 7

5180 RNA Sequencing of Whole Blood Defines the Signature of High Intensity Exercise at Altitude in Elite
Speed Skaters. Genes, 2022, 13, 574. 1.0 5

5182
Identification of conserved and new miRNAs that affect nodulation and strain selectivity in the
<i>Phaseolus vulgarisâ€“Rhizobium etli</i> symbiosis through differential analysis of host small RNAs.
New Phytologist, 2022, 234, 1430-1447.

3.5 2

5183 Integrative epigenomic and transcriptomic analyses reveal metabolic switching by intermittent fasting
in brain. GeroScience, 2022, 44, 2171-2194. 2.1 10

5184 Rapid Decline of Ceftazidime Resistance in Antibiotic-Free and Sublethal Environments Is Contingent
on Genetic Background. Molecular Biology and Evolution, 2022, 39, . 3.5 16

5185 Sex-Biased Population Admixture Mediated Subsistence Strategy Transition of Heishuiguo People in
Han Dynasty Hexi Corridor. Frontiers in Genetics, 2022, 13, 827277. 1.1 10

5187 Lack of food intake during shift work alters the heart transcriptome and leads to cardiac tissue
fibrosis and inflammation in rats. BMC Biology, 2022, 20, 58. 1.7 3

5188
Chronic isoprenaline/phenylephrine vs. exclusive isoprenaline stimulation in mice: critical
contribution of alpha1-adrenoceptors to early cardiac stress responses. Basic Research in Cardiology,
2022, 117, 15.

2.5 10

5189 Decay of <i>TRPV3</i> as the genomic trace of epidermal structure changes in the landâ€•toâ€•sea transition
of mammals. Ecology and Evolution, 2022, 12, e8731. 0.8 4

5191 ChIP-Atlas 2021 update: a data-mining suite for exploring epigenomic landscapes by fully integrating
ChIP-seq, ATAC-seqÂ and Bisulfite-seq data. Nucleic Acids Research, 2022, 50, W175-W182. 6.5 135

5193 H3K56 deacetylation and H2A.Z deposition are required for aberrant heterochromatin spreading.
Nucleic Acids Research, 2022, 50, 3852-3866. 6.5 8

5194
Integrative analysis of genomic and transcriptomic data of normal, tumour, and coâ€•occurring
leukoplakia tissue triads drawn from patients with gingivobuccal oral cancer identifies signatures of
tumour initiation and progression. Journal of Pathology, 2022, 257, 593-606.

2.1 13

5195
MdMTAâ€•mediated m<sup>6</sup>A modification enhances drought tolerance by promoting mRNA
stability and translation efficiency of genes involved in lignin deposition and oxidative stress. New
Phytologist, 2022, 234, 1294-1314.

3.5 38

5196
Congenital idiopathic megaesophagus in the German shepherd dog is a sex-differentiated trait and is
associated with an intronic variable number tandem repeat in Melanin-Concentrating Hormone
Receptor 2. PLoS Genetics, 2022, 18, e1010044.

1.5 2

5198 Mechanosensory trichome cells evoke a mechanical stimuliâ€“induced immune response in Arabidopsis
thaliana. Nature Communications, 2022, 13, 1216. 5.8 43

5199 Chasing perfection: validation and polishing strategies for telomere-to-telomere genome assemblies.
Nature Methods, 2022, 19, 687-695. 9.0 42

5202 Graph-based models of the<i>Oenothera</i>mitochondrial genome capture the enormous complexity
of higher plant mitochondrial DNA organization. NAR Genomics and Bioinformatics, 2022, 4, lqac027. 1.5 15



252

Citation Report

# Article IF Citations

5203 nMOWChIP-seq: low-input genome-wide mapping of non-histone targets. NAR Genomics and
Bioinformatics, 2022, 4, lqac030. 1.5 1

5205 The utility of hierarchical genetic testing in paediatric liver disease. Liver International, 2022, , . 1.9 0

5208
Identification of sex chromosome and sex-determining gene of southern catfish ( <i>Silurus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 667 Td (meridionalis</i> ) based on XX, XY and YY genome sequencing. Proceedings of the Royal Society B:

Biological Sciences, 2022, 289, 20212645.
1.2 14

5210 Comparing BeadChip and WGS Genotyping: Non-Technical Failed Calling Is Attributable to Additional
Variation within the Probe Target Sequence. Genes, 2022, 13, 485. 1.0 7

5211 TRACEBACK: Testing of Historical Tubo-Ovarian Cancer Patients for Hereditary Risk Genes as a Cancer
Prevention Strategy in Family Members. Journal of Clinical Oncology, 2022, , JCO2102108. 0.8 3

5212 Functional genomics of RAP proteins and their role in mitoribosome regulation in Plasmodium
falciparum. Nature Communications, 2022, 13, 1275. 5.8 12

5213 Geographically dispersed zoonotic tuberculosis in pre-contact South American human populations.
Nature Communications, 2022, 13, 1195. 5.8 22

5214 Diatom Biodiversity and Speciation Revealed by Comparative Analysis of Mitochondrial Genomes.
Frontiers in Plant Science, 2022, 13, 749982. 1.7 6

5215 Epilepsia Partialis Continua a Clinical Feature of a Missense Variant in the ADCK3 Gene and Poor
Response to Therapy. Journal of Molecular Neuroscience, 2022, 72, 1125-1132. 1.1 6

5216 Recalcitrant Cutaneous Warts in a Family with Inherited ICOS Deficiency. Journal of Investigative
Dermatology, 2022, 142, 2435-2445. 0.3 4

5217 Genome-Wide ChIP-seq and RNA-seq Analyses of STAT3 Target Genes in TLRs Activated Human Peripheral
Blood B Cells. Frontiers in Immunology, 2022, 13, 821457. 2.2 2

5218 Convergence of case-specific epigenetic alterations identify a confluence of genetic vulnerabilities
tied to opioid overdose. Molecular Psychiatry, 2022, 27, 2158-2170. 4.1 9

5219 Genetic Signatures from Adaptation of Bacteria to Lytic Phage Identify Potential Agents To Aid Phage
Killing of Multidrug-Resistant Acinetobacter baumannii. Journal of Bacteriology, 2022, 204, jb0059321. 1.0 5

5220 Intra-specific copy number variation of MHC class II genes in the Siamese fighting fish. Immunogenetics,
2022, 74, 327-346. 1.2 2

5221 Dedicated chaperones coordinate co-translational regulation of ribosomal protein production with
ribosome assembly to preserve proteostasis. ELife, 2022, 11, . 2.8 11

5223 Metabolic incorporation of electron-rich ribonucleosides enhances APEX-seq for profiling spatially
restricted nascent transcriptome. Cell Chemical Biology, 2022, 29, 1218-1231.e8. 2.5 7

5224 CASowary: CRISPR-Cas13 guide RNA predictor for transcript depletion. BMC Genomics, 2022, 23, 172. 1.2 9

5225 A large and diverse autosomal haplotype is associated with sex-linked colour polymorphism in the
guppy. Nature Communications, 2022, 13, 1233. 5.8 3



253

Citation Report

# Article IF Citations

5226 Insights into the Histone Acetylation-Mediated Regulation of the Transcription Factor Genes That
Control the Embryogenic Transition in the Somatic Cells of Arabidopsis. Cells, 2022, 11, 863. 1.8 13

5227 Vasculogenic mimicry structures in melanoma support the recruitment of monocytes.
OncoImmunology, 2022, 11, 2043673. 2.1 8

5228
Comparative mitogenomics of freshwater snails of the genus Bulinus, obligatory vectors of
Schistosoma haematobium, causative agent of human urogenital schistosomiasis. Scientific Reports,
2022, 12, 5357.

1.6 9

5231 GIF1 controls ear inflorescence architecture and floral development by regulating key genes in
hormone biosynthesis and meristem determinacy in maize. BMC Plant Biology, 2022, 22, 127. 1.6 6

5233 Full-Length Genome of an Ogataea polymorpha Strain CBS4732 ura3Î” Reveals Large Duplicated Segments
in Subtelomeric Regions. Frontiers in Microbiology, 2022, 13, 855666. 1.5 4

5234
Mutational background influences<i>P. aeruginosa</i>ciprofloxacin resistance evolution but
preserves collateral sensitivity robustness. Proceedings of the National Academy of Sciences of the
United States of America, 2022, 119, e2109370119.

3.3 18

5235 The histone variant macroH2A1.1 regulates RNA polymerase II-paused genes within defined chromatin
interaction landscapes. Journal of Cell Science, 2022, 135, . 1.2 9

5236 FBXO47 is essential for preventing the synaptonemal complex from premature disassembly in mouse
male meiosis. IScience, 2022, 25, 104008. 1.9 10

5237 Paclitaxel and Cisplatin with or without Cetuximab in metastatic esophageal squamous cell
carcinoma: A randomized, multicenter, open-label Phase II trial. Innovation(China), 2022, 3, 100239. 5.2 2

5238 Emi2 enables centriole amplification during multiciliated cell differentiation. Science Advances, 2022,
8, eabm7538. 4.7 5

5239 Mechanistic insights into consumption of the food additive xanthan gum by the human gut
microbiota. Nature Microbiology, 2022, 7, 556-569. 5.9 21

5240 RNA 2â€™-O-Methyltransferase Fibrillarin Facilitates Virus Entry Into Macrophages Through Inhibiting
Type I Interferon Response. Frontiers in Immunology, 2022, 13, 793582. 2.2 7

5241 Promoter and enhancer RNAs regulate chromatin reorganization and activation of miR-10b/HOXD
locus, and neoplastic transformation in glioma. Molecular Cell, 2022, 82, 1894-1908.e5. 4.5 15

5242 Characterizing kinase intergenic-breakpoint rearrangements in a large-scale lung cancer population
and real-world clinical outcomes. ESMO Open, 2022, 7, 100405. 2.0 2

5243 Enhancer RNA Transcription Is Essential for a Novel CSF1 Enhancer in Triple-Negative Breast Cancer.
Cancers, 2022, 14, 1852. 1.7 3

5244 Prediction of <scp>NBâ€•LRR</scp> resistance genes based on fullâ€•length sequence homology. Plant
Journal, 2022, 110, 1592-1602. 2.8 13

5245 Differential transcriptomic landscapes of multiple organs from SARS-CoV-2 early infected rhesus
macaques. Protein and Cell, 2022, 13, 920-939. 4.8 9

5248 A genome-wide epistatic network underlies the molecular architecture of continuous color
variation of body extremities. Genomics, 2022, 114, 110361. 1.3 0



254

Citation Report

# Article IF Citations

5249 Novel STAG3 variant associated with primary ovarian insufficiency and non-obstructive azoospermia
in an Iranian consanguineous family. Gene, 2022, 821, 146281. 1.0 7

5250 Screening and selection of 21 novel microhaplotype markers for ancestry inference in ten Chinese
subpopulations. Forensic Science International: Genetics, 2022, 58, 102687. 1.6 12

5251 Identification, characterization, and antimicrobial activity of a novel big defensin discovered in a
commercial bivalve mollusc, Tegillarca granosa. Fish and Shellfish Immunology, 2022, 124, 174-181. 1.6 6

5252
Detection and identification of authorized and unauthorized GMOs using high-throughput
sequencing with the support of a sequence-based GMO database. Food Chemistry Molecular Sciences,
2022, 4, 100096.

0.9 2

5253 <i>NLR1</i> is a strong candidate for the <i>Rm3</i> dominant green peach aphid (<i>Myzus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 582 Td (persicae</i>) resistance trait in peach. Journal of Experimental Botany, 2022, 73, 1357-1369.2.4 9

5254
Quantitative assessment reveals the dominance of duplicated sequences in germline-derived
extrachromosomal circular DNA. Proceedings of the National Academy of Sciences of the United
States of America, 2021, 118, .

3.3 18

5255 Glutaredoxins regulate maize inflorescence meristem development via redox control of TGA
transcriptional activity. Nature Plants, 2021, 7, 1589-1601. 4.7 32

5256 Identification and Molecular Characterization of Novel Mycoviruses in Saccharomyces and
Non-Saccharomyces Yeasts of Oenological Interest. Viruses, 2022, 14, 52. 1.5 10

5257 Novel In-Frame Deletion in HTRA1 Gene, Responsible for Stroke at a Young Age and Dementiaâ€”A Case
Study. Genes, 2021, 12, 1955. 1.0 4

5258 Transposable Elements in the Genome of the Lichen-Forming Fungus Umbilicaria pustulata and Their
Distribution in Different Climate Zones along Elevation. Biology, 2022, 11, 24. 1.3 2

5260 Biallelic<i>ANGPT2</i>loss-of-function causes severe early-onset non-immune hydrops fetalis. Journal
of Medical Genetics, 2023, 60, 57-64. 1.5 4

5261 A framework for Alternative Splicing Isoforms Detection in Lung Cancer. , 2021, , . 0

5262 The interaction between the Spt6-tSH2 domain and Rpb1 affects multiple functions of RNA Polymerase
II. Nucleic Acids Research, 2022, 50, 784-802. 6.5 6

5263 Profiling of H3K4me3 and H3K27me3 and Their Roles in Gene Subfunctionalization in Allotetraploid
Cotton. Frontiers in Plant Science, 2021, 12, 761059. 1.7 8

5264 Driving mosaicism: somatic variants in reference population databases and effect on variant
interpretation in rare genetic disease. Human Genomics, 2021, 15, 71. 1.4 5

5265 Third-Generation Sequencing: The Spearhead towards the Radical Transformation of Modern
Genomics. Life, 2022, 12, 30. 1.1 67

5268 A Nonsense Variant in CCDC65 Gene Causes Respiratory Failure Associated with Increased Lamb
Mortality in French Lacaune Dairy Sheep. Genes, 2022, 13, 45. 1.0 7

5269 Chloroplast Genomes for Five Skeletonema Species: Comparative and Phylogenetic Analysis. Frontiers
in Plant Science, 2021, 12, 774617. 1.7 8



255

Citation Report

# Article IF Citations

5270 Low baseâ€•substitution mutation rate and predominance of insertionâ€•deletion events in the acidophilic
bacterium <i>Acidobacterium capsulatum</i>. Ecology and Evolution, 2021, 11, 17609-17614. 0.8 0

5271 Resetting of the 24-nt siRNA landscape in rice zygotes. Genome Research, 2022, 32, 309-323. 2.4 13

5272
Two Novel Dimorphism-Related Virulence Factors of Zymoseptoria tritici Identified Using
Agrobacterium-Mediated Insertional Mutagenesis. International Journal of Molecular Sciences, 2022,
23, 400.

1.8 4

5273 Targeted Long-Read Sequencing Decodes the Transcriptional Atlas of the Founding RAS Gene Family
Members. International Journal of Molecular Sciences, 2021, 22, 13298. 1.8 2

5274 Endogenous protein tagging in medaka using a simplified CRISPR/Cas9 knock-in approach. ELife, 2021, 10,
. 2.8 20

5276 A Population Genomic Assessment of Three Decades of Evolution in a Natural <i>Drosophila</i>
Population. Molecular Biology and Evolution, 2022, 39, . 3.5 26

5277 Suppression of MYC transcription activators by the immune cofactor NPR1 fine-tunes plant immune
responses. Cell Reports, 2021, 37, 110125. 2.9 41

5278 The 3-phosphoinositideâ€“dependent protein kinase 1 is an essential upstream activator of protein kinase
A in malaria parasites. PLoS Biology, 2021, 19, e3001483. 2.6 9

5279 Draft Genome Sequences of Four Streptomycin-Sensitive Erwinia amylovora Strains Isolated from
Commercial Apple Orchards in Ohio. Microbiology Resource Announcements, 2021, 10, e0089321. 0.3 2

5280 Recurrent erosion of COA1/MITRAC15 exemplifies conditional gene dispensability in oxidative
phosphorylation. Scientific Reports, 2021, 11, 24437. 1.6 4

5281 Sequencing SARS-CoV-2 in a Malaria Research Laboratory in Mali, West Africa: The Road to Sequencing
the First SARS-CoV-2 Genome in Mali. Processes, 2021, 9, 2169. 1.3 1

5282 High quality genome assembly of the amitochondriate eukaryote Monocercomonoides exilis.
Microbial Genomics, 2021, 7, . 1.0 4

5284 HIRA complex presets transcriptional potential through coordinating depositions of the histone
variants H3.3 and H2A.Z on the poised genes in mESCs. Nucleic Acids Research, 2022, 50, 191-206. 6.5 13

5285 Developmental gene regulatory network connections predicted by machine learning from gene
expression data alone. PLoS ONE, 2021, 16, e0261926. 1.1 2

5287 The pink salmon genome: Uncovering the genomic consequences of a two-year life cycle. PLoS ONE,
2021, 16, e0255752. 1.1 14

5288 Convergence of SIRT1 and ATR signaling to modulate replication origin dormancy. Nucleic Acids
Research, 2022, 50, 5111-5128. 6.5 17

5289 â€œPseudo-pseudogenesâ€• in bacterial genomes: Proteogenomics reveals a wide but low protein
expression of pseudogenes in <i>Salmonella enterica</i>. Nucleic Acids Research, 2022, 50, 5158-5170. 6.5 9

5290 Complete Sequence of a 641-kb Insertion of Mitochondrial DNA in the <i>Arabidopsis thaliana</i>
Nuclear Genome. Genome Biology and Evolution, 2022, 14, . 1.1 14



256

Citation Report

# Article IF Citations

5291 Development of an efficient and precise adenine base editor (ABE) with expanded target range in
allotetraploid cotton (Gossypium hirsutum). BMC Biology, 2022, 20, 45. 1.7 33

5292
Case Review: Whole-Exome Sequencing Analyses Identify Carriers of a Known Likely Pathogenic
Intronic BRCA1 Variant in Ovarian Cancer Cases Clinically Negative for Pathogenic BRCA1 and BRCA2
Variants. Genes, 2022, 13, 697.

1.0 3

5294 Microhaplotype and Y-SNP/STR (MY): A novel MPS-based system for genotype pattern recognition in
two-person DNA mixtures. Forensic Science International: Genetics, 2022, 59, 102705. 1.6 7

5295 LSD1 is required for euchromatic origin firing and replication timing. Signal Transduction and
Targeted Therapy, 2022, 7, 102. 7.1 9

5296 Investigation of Molecular Features Involved in Clinical Responses and Survival in Advanced
Endometrial Carcinoma Treated by Hormone Therapy. Journal of Personalized Medicine, 2022, 12, 655. 1.1 2

5297 Uncovering N4-Acetylcytidine-Related mRNA Modification Pattern and Landscape of Stemness and
Immunity in Hepatocellular Carcinoma. Frontiers in Cell and Developmental Biology, 2022, 10, 861000. 1.8 9

5298 Updating the Phylodynamics of Yellow Fever Virus 2016â€“2019 Brazilian Outbreak With New 2018 and
2019 SÃ£o Paulo Genomes. Frontiers in Microbiology, 2022, 13, . 1.5 2

5300 An alternative UPF1 isoform drives conditional remodeling of nonsenseâ€•mediated mRNA decay. EMBO
Journal, 2022, 41, e108898. 3.5 15

5302 Using whole-genome sequencing to characterize clinically significant blood groups among healthy
older Australians. Blood Advances, 2022, 6, 4593-4604. 2.5 1

5303 A Stage-Specific OTX2 Regulatory Network and Maturation-Associated Gene Programs Are Inherent
Barriers to RPE Neural Competency. Frontiers in Cell and Developmental Biology, 2022, 10, 875155. 1.8 5

5304 Recurrent <i>WWTR1</i><scp>S89W</scp> mutations and Hippo pathway deregulation in clear cell
carcinomas of the cervix. Journal of Pathology, 2022, 257, 635-649. 2.1 2

5305 Astroblastomas exhibit radial glia stem cell lineages and differential expression of imprinted and
X-inactivation escape genes. Nature Communications, 2022, 13, 2083. 5.8 3

5306 Long-read sequencing to resolve the parent of origin of a de novo pathogenic<i>UBE3A</i>variant.
Journal of Medical Genetics, 2022, 59, 1082-1086. 1.5 4

5308 Multiple Hybridization Events Punctuate the Evolutionary Trajectory of<i>Malassezia furfur</i>.
MBio, 2022, 13, e0385321. 1.8 9

5310 Rewiring of 3D Chromatin Topology Orchestrates Transcriptional Reprogramming and the
Development of Human Dilated Cardiomyopathy. Circulation, 2022, 145, 1663-1683. 1.6 15

5311 Unleashing Cell-Intrinsic Inflammation as a Strategy to Kill AML Blasts. Cancer Discovery, 2022, 12,
1760-1781. 7.7 15

5312 An update of the salmon louse (<i>Lepeophtheirus salmonis</i>) reference genome assembly. G3: Genes,
Genomes, Genetics, 2022, 12, . 0.8 3

5314 Genome Streamlining, Proteorhodopsin, and Organic Nitrogen Metabolism in Freshwater Nitrifiers.
MBio, 2022, 13, e0237921. 1.8 7



257

Citation Report

# Article IF Citations

5316
Genome analysis of five recently described species of the CUG-Ser clade uncovers <i>Candida theae</i>
as a new hybrid lineage with pathogenic potential in the <i>Candida parapsilosis</i> species complex.
DNA Research, 2022, , .

1.5 4

5317 An Extracytoplasmic Function Sigma Factor Required for Full Virulence in Xanthomonas citri pv. citri.
Journal of Bacteriology, 2022, , e0062421. 1.0 0

5318 Towards commercial levels of astaxanthin production in Phaffia rhodozyma. Journal of
Biotechnology, 2022, 350, 42-54. 1.9 14

5755 A Ribo-Seq Method to Study Genome-Wide Translational Regulation in Plants. Methods in Molecular
Biology, 2022, 2494, 61-98. 0.4 6

5756 Genomic and TCR profiling data reveal the distinct molecular traits in epithelial ovarian cancer
histotypes. Oncogene, 2022, 41, 3093-3103. 2.6 7

5757 Whole genome sequencing and the application of a SNP panel reveal primary evolutionary lineages and
genomic variation in the lion (Panthera leo). BMC Genomics, 2022, 23, 321. 1.2 5

5758 Cytoscape: the network visualization tool for GenomeSpace workflows. F1000Research, 2014, 3, 151. 0.8 82

5759 Sequenced Breakpoints of Crossover Suppressor/Inversion. MicroPublication Biology, 2021, 2021, . 0.1 1

5760 Whole Genome Sequencing identifies reciprocal translocation breakpoints.. MicroPublication
Biology, 2021, 2021, . 0.1 1

5761 HNRNPH1 destabilizes the G-quadruplex structures formed by G-rich RNA sequences that regulate the
alternative splicing of an oncogenic fusion transcript. Nucleic Acids Research, 2022, 50, 6474-6496. 6.5 14

5762 Large-scale discovery of non-conventional peptides in grape (<i>Vitis vinifera</i> L.) through
peptidogenomics. Horticulture Research, 2022, 9, uhac023. 2.9 6

5764 Genome-Wide Identification and Analysis of Lipases in Fig Wasps (Chalcidoidea, Hymenoptera). Insects,
2022, 13, 407. 1.0 2

5765 Allelic Polymorphisms of Killer Immunoglobulin-Like Receptor Genes in Malay and Orang Asli
Populations of Peninsular Malaysia. Human Immunology, 2022, , . 1.2 2

5766 Comprehensive Analysis of Long Noncoding RNA Modified by m6A Methylation in Oxidative and
Glycolytic Skeletal Muscles. International Journal of Molecular Sciences, 2022, 23, 4600. 1.8 6

5767 <i>ABCA4</i>c.859-25A&amp;gt;G, a Frequent Palestinian Founder Mutation Affecting the Intron 7
Branchpoint, Is Associated With Early-Onset Stargardt Disease. , 2022, 63, 20. 3

5768
Profiling of Transcriptome-Wide N6-Methyladenosine (m6A) Modifications and Identifying m6A
Associated Regulation in Sperm Tail Formation in Anopheles sinensis. International Journal of
Molecular Sciences, 2022, 23, 4630.

1.8 5

5769 EWSR1-ATF1 dependent 3D connectivity regulates oncogenic and differentiation programs in Clear Cell
Sarcoma. Nature Communications, 2022, 13, 2267. 5.8 18

5770
Short amplicon reverse transcriptionâ€•polymerase chain reaction detects aberrant splicing in genes
with low expression in blood missed by ribonucleic acid sequencing analysis for clinical diagnosis.
Human Mutation, 2022, 43, 963-970.

1.1 4



258

Citation Report

# Article IF Citations

5771 Mutational meltdown of putative microbial altruists in Streptomyces coelicolor colonies. Nature
Communications, 2022, 13, 2266. 5.8 10

5772 Interferons limit autoantigen-specific CD8+ T-cell expansion in the non-obese diabetic mouse. Cell
Reports, 2022, 39, 110747. 2.9 3

5773 EBV genome variations enhance clinicopathological features of nasopharyngeal carcinoma in a
nonâ€•endemic region. Cancer Science, 2022, , . 1.7 7

5775 New Sex Chromosomes in Lake Victoria Cichlid Fishes (Cichlidae: Haplochromini). Genes, 2022, 13, 804. 1.0 5

5776 Genetic and Epigenetic Signatures Associated with the Divergence of Aquilegia Species. Genes, 2022, 13,
793. 1.0 0

5777 Paleogenomics reveals independent and hybrid origins of two morphologically distinct wolf lineages
endemic to Japan. Current Biology, 2022, 32, 2494-2504.e5. 1.8 5

5778 Reliability analysis of exonic-breakpoint fusions identified by DNA sequencing for predicting the
efficacy of targeted therapy in non-small cell lung cancer. BMC Medicine, 2022, 20, 160. 2.3 10

5779 Alterations in homologous recombination repair genes in prostate cancer brain metastases. Nature
Communications, 2022, 13, 2400. 5.8 13

5781 C/EBPÎ´-induced epigenetic changes control the dynamic gene transcription of S100a8 and S100a9. ELife,
2022, 11, . 2.8 8

5782 Genetic and chemotherapeutic influences on germline hypermutation. Nature, 2022, 605, 503-508. 13.7 43

5783 High prevalence of reduced fertility and use of assisted reproductive technology in a German cohort
of patients with peripartum cardiomyopathy. Clinical Research in Cardiology, 2022, , 1. 1.5 1

5784 Modification of alternative splicing in bovine somatic cell nuclear transfer embryos using engineered
CRISPR-Cas13d. Science China Life Sciences, 2022, 65, 2257-2268. 2.3 3

5785 Multiâ€•omics analysis identifies a <i>CYP9K1</i> haplotype conferring pyrethroid resistance in the
malaria vector <i>Anopheles funestus</i> in East Africa. Molecular Ecology, 2022, 31, 3642-3657. 2.0 12

5786 TIME FOR COFFEE regulates phytochrome A-mediated hypocotyl growth through dawn-phased
signaling. Plant Cell, 2022, 34, 2907-2924. 3.1 4

5787 SCSilicon: a tool for synthetic single-cell DNA sequencing data generation. BMC Genomics, 2022, 23,
359. 1.2 1

5789 Rice LEAFY COTYLEDON1 Hinders Embryo Greening During the Seed Development. Frontiers in Plant
Science, 2022, 13, . 1.7 3

5790 Immunogenomic intertumor heterogeneity across primary and metastatic sites in a patient with lung
adenocarcinoma. Journal of Experimental and Clinical Cancer Research, 2022, 41, 172. 3.5 2

5791 Genomeâ€•wide analyses of PAMâ€•relaxed Cas9 genome editors reveal substantial offâ€•target effects by
ABE8e in rice. Plant Biotechnology Journal, 2022, 20, 1670-1682. 4.1 23



259

Citation Report

# Article IF Citations

5792 Germline mutations in mitochondrial complex I reveal genetic and targetable vulnerability in
IDH1-mutant acute myeloid leukaemia. Nature Communications, 2022, 13, 2614. 5.8 9

5793 Rampant nuclearâ€“mitochondrialâ€“plastid phylogenomic discordance in globally distributed calcifying
microalgae. New Phytologist, 2022, 235, 1394-1408. 3.5 11

5794 Targeted long-read sequencing identifies missing pathogenic variants in unsolved Werner syndrome
cases. Journal of Medical Genetics, 2022, 59, 1087-1094. 1.5 14

5795 Hybrid Sequencing Resolved Inverted Terminal Repeats in the Genome of Megavirus Baoshan. Frontiers
in Microbiology, 2022, 13, . 1.5 3

5796 Chromosomal rearrangements with stable repertoires of genes and transposable elements in an
invasive forest-pathogenic fungus. , 0, 2, . 1

5797 MTG16 regulates colonic epithelial differentiation, colitis, and tumorigenesis by repressing E protein
transcription factors. JCI Insight, 2022, 7, . 2.3 9

5798 A World of Viruses Nested within Parasites: Unraveling Viral Diversity within Parasitic Flatworms
(Platyhelminthes). Microbiology Spectrum, 2022, 10, e0013822. 1.2 17

5799 Dynamic Transcriptome Profiling Reveals LncRNA-Centred Regulatory Networks in the Modulation of
Pluripotency. Frontiers in Cell and Developmental Biology, 2022, 10, . 1.8 1

5800 Identification and Characterization of Genes Related to Resistance of Autographa californica
Nucleopolyhedrovirus Infection in Bombyx mori. Insects, 2022, 13, 435. 1.0 0

5801 Gene Structure-Based Homology Search Identifies Highly Divergent Putative Effector Gene Family.
Genome Biology and Evolution, 2022, 14, . 1.1 5

5802 Phage-antibiotic combination is a superior treatment against Acinetobacter baumannii in a preclinical
study. EBioMedicine, 2022, 80, 104045. 2.7 40

5803 Regulation of NFKBIZ gene promoter activity by STAT3, C/EBPÎ², and STAT1. Biochemical and Biophysical
Research Communications, 2022, 613, 61-66. 1.0 4

5804 Assessment of the ForenSeq mtDNA control region kit and comparison of orthogonal technologies.
Forensic Science International: Genetics, 2022, 59, 102721. 1.6 2

5805 Parallel decay of vision genes in subterranean water beetles. Molecular Phylogenetics and Evolution,
2022, 173, 107522. 1.2 14

5806 Assessing and assuring interoperability of a genomics file format. Bioinformatics, 2022, 38, 3327-3336. 1.8 3

5807 Co-infection with SARS-CoV-2 Omicron and Delta variants revealed by genomic surveillance. Nature
Communications, 2022, 13, 2745. 5.8 64

5808 A two-step adaptive walk rewires nutrient transport in a challenging edaphic environment. Science
Advances, 2022, 8, eabm9385. 4.7 6

5809 Exploring the Genetic Architecture of Spontaneous Coronary Artery Dissection Using Whole-Genome
Sequencing. Circulation Genomic and Precision Medicine, 2022, 15, 101161CIRCGEN121003527. 1.6 14



260

Citation Report

# Article IF Citations

5810 A Highly Sensitive Method to Efficiently Profile the Histone Modifications of FFPE Samples.
Bio-protocol, 2022, 12, . 0.2 1

5813 An in vivo gene amplification system for high level expression in Saccharomyces cerevisiae. Nature
Communications, 2022, 13, . 5.8 16

5814 Identification of male sex-specific markers using genome re-sequencing in the Chinese longsnout
catfish Leiocassis longirostris. Aquaculture, 2022, 558, 738392. 1.7 5

5817 Large-scale chromatin reorganization reactivates placenta-specific genes that drive cellular aging.
Developmental Cell, 2022, 57, 1347-1368.e12. 3.1 32

5819 Clinical and Genetic Characterization of Patients with Bartter and Gitelman Syndrome. International
Journal of Molecular Sciences, 2022, 23, 5641. 1.8 4

5820 Mapping Major Disease Resistance Genes in Soybean by Genome-Wide Association Studies. Methods in
Molecular Biology, 2022, , 313-340. 0.4 3

5821 Development of ONT-cappable-seq to unravel the transcriptional landscape of Pseudomonas phages.
Computational and Structural Biotechnology Journal, 2022, 20, 2624-2638. 1.9 9

5822 Limited accumulation of high-frequency somatic mutations in a 1700-year-old <i>Osmanthus
fragrans</i> tree. Tree Physiology, 0, , . 1.4 4

5823 Acinetobacter baumannii response to cefiderocol challenge in human urine. Scientific Reports, 2022,
12, . 1.6 9

5825 Polycomb repressive complex 2 shields naÃ¯ve human pluripotent cells from trophectoderm
differentiation. Nature Cell Biology, 2022, 24, 845-857. 4.6 26

5826 Diversity Chromosome Evolution of Ty1-copia Retrotransposons in Pennisetum purpureum Revealed by
FISH. Agronomy, 2022, 12, 1312. 1.3 0

5827 Renal Ischemia Induces Epigenetic Changes in Apoptotic, Proteolytic, and Mitochondrial Genes in
Swine Scattered Tubular-like Cells. Cells, 2022, 11, 1803. 1.8 5

5828
Mutational effects of chronic gamma radiation throughout the life cycle of Arabidopsis thaliana:
Insight into radiosensitivity in the reproductive stage. Science of the Total Environment, 2022, 838,
156224.

3.9 1

5832 Dynamic DNA 5-Hydroxylmethylcytosine and RNA 5-Methycytosine Reprogramming During Early Human
Development. Genomics, Proteomics and Bioinformatics, 2023, 21, 805-822. 3.0 1

5833 m6Am methyltransferase PCIF1 is essential for aggressiveness of gastric cancer cells by inhibiting
TM9SF1 mRNA translation. Cell Discovery, 2022, 8, . 3.1 16

5834 Alcohol induced increases in sperm Histone H3 lysine 4 trimethylation correlate with increased
placental CTCF occupancy and altered developmental programming. Scientific Reports, 2022, 12, . 1.6 13

5835
Generation of hypoimmunogenic induced pluripotent stem cells by CRISPR-Cas9 system and detailed
evaluation for clinical application. Molecular Therapy - Methods and Clinical Development, 2022, 26,
15-25.

1.8 20

5836 Binary outcomes of enhancer activity underlie stable random monoallelic expression. ELife, 0, 11, . 2.8 3



261

Citation Report

# Article IF Citations

5837 Identification of Protein Isoforms Using Reference Databases Built from Long and Short Read
RNA-Sequencing. Journal of Proteome Research, 2022, 21, 1628-1639. 1.8 4

5838 Detection of Small CYP11B1 Deletions and One Founder Chimeric CYP11B2/CYP11B1 Gene in 11Î²-Hydroxylase
Deficiency. Frontiers in Endocrinology, 2022, 13, . 1.5 4

5839
De Novo Assembly of Plasmodium knowlesi Genomes From Clinical Samples Explains the
Counterintuitive Intrachromosomal Organization of Variant SICAvar and kir Multiple Gene Family
Members. Frontiers in Genetics, 0, 13, .

1.1 3

5840 NT-seq: a chemical-based sequencing method for genomic methylome profiling. Genome Biology, 2022,
23, . 3.8 4

5841 Transcriptome-Wide m6A Methylome and m6A-Modified Gene Analysis in Asthma. Frontiers in Cell and
Developmental Biology, 2022, 10, . 1.8 4

5843 Outbreak of Salmonella Newport linked to imported frozen cooked crayfish in dill brine, Sweden, July
to November 2019. Eurosurveillance, 2022, 27, . 3.9 1

5844 CD4+ T helper 2 cells suppress breast cancer by inducing terminal differentiation. Journal of
Experimental Medicine, 2022, 219, . 4.2 26

5845 POWR1 is a domestication gene pleiotropically regulating seed quality and yield in soybean. Nature
Communications, 2022, 13, . 5.8 39

5846 Detecting Genetic Variation of Colonizing Streptococcus agalactiae Genomes in Humans: A Precision
Protocol. Frontiers in Bioinformatics, 2022, 2, . 1.0 0

5847 A TRIM66/DAX1/Dux axis suppresses the totipotent 2-cell-like state in murine embryonic stem cells. Cell
Stem Cell, 2022, 29, 948-961.e6. 5.2 15

5848 Targeted RNAseq Improves Clinical Diagnosis of Very Early-Onset Pediatric Immune Dysregulation.
Journal of Personalized Medicine, 2022, 12, 919. 1.1 1

5849 Recapitulation of endogenous 4R tau expression and formation of insoluble tau in directly
reprogrammed human neurons. Cell Stem Cell, 2022, 29, 918-932.e8. 5.2 20

5850 Open chromatin analysis in Trypanosoma cruzi life forms highlights critical differences in genomic
compartments and developmental regulation at tDNA loci. Epigenetics and Chromatin, 2022, 15, . 1.8 7

5851 The evolution of <scp>preâ€•mRNA</scp> splicing and its machinery revealed by reduced extremophilic
red algae. Journal of Eukaryotic Microbiology, 0, , . 0.8 5

5852 Genome-wide proteinâ€“DNA interaction site mapping in bacteria using a double-stranded DNA-specific
cytosine deaminase. Nature Microbiology, 2022, 7, 844-855. 5.9 12

5853 Sex locus and sex markers identification using whole genome pool-sequencing approach in the
largemouth bass (Micropterus Salmoides L.). Aquaculture, 2022, 559, 738375. 1.7 8

5857 Quantitative, Convenient, and Efficient Genome-Wide R-Loop Profiling by ssDRIP-Seq in Multiple
Organisms. Methods in Molecular Biology, 2022, , 445-464. 0.4 4

5858 Genome-Wide DNA Methylation Protocol for Epigenetics Studies. Methods in Molecular Biology, 2022,
, 19-41. 0.4 2



262

Citation Report

# Article IF Citations

5860 Comparison between Complete and Wardâ€™s Linkage Method in Hierarchical Clustering Analysis on
Cancer Omics Dataset. , 2022, , . 0

5861 No Genus-Specific Gene Is Essential for the Replication of Fowl Adenovirus 4 in Chicken LMH Cells.
Microbiology Spectrum, 0, , . 1.2 2

5862 Inhibition of histone H3-H4 chaperone pathways rescues C. elegans sterility by H2B loss. PLoS Genetics,
2022, 18, e1010223. 1.5 3

5863 Expansion of a retrovirus lineage in the koala genome. Proceedings of the National Academy of
Sciences of the United States of America, 2022, 119, . 3.3 3

5864 Utility of targeted next generation sequencing for inborn errors of immunity at a tertiary care centre
in North India. Scientific Reports, 2022, 12, . 1.6 7

5865 Embryonic heat conditioning in chicks induces transgenerational heat/immunological resilience via
methylation on regulatory elements. FASEB Journal, 2022, 36, . 0.2 2

5866 The first long-read nuclear genome assembly of Oryza australiensis, a wild rice from northern
Australia. Scientific Reports, 2022, 12, . 1.6 3

5867
Plasma Concentrations and Cancer-Associated Mutations in Cell-Free Circulating DNA of
Treatment-Naive Follicular Lymphoma for Improved Non-Invasive Diagnosis and Prognosis. Frontiers in
Oncology, 0, 12, .

1.3 5

5868 Tree House Explorer: A Novel Genome Browser for Phylogenomics. Molecular Biology and Evolution,
2022, 39, . 3.5 4

5871 G1-Cyclin2 (Cln2) promotes chromosome hypercondensation in <i>eco1/ctf7 rad61</i> null cells
during hyperthermic stress in <i>Saccharomyces cerevisiae</i>. G3: Genes, Genomes, Genetics, 2022, 12, . 0.8 0

5872 The onset of PI3Kâ€•related vascular malformations occurs during angiogenesis and is prevented by the
AKT inhibitor miransertib. EMBO Molecular Medicine, 2022, 14, . 3.3 19

5873 CView: A network based tool for enhanced alignment visualization. PLoS ONE, 2022, 17, e0259726. 1.1 1

5875 Genetic Analysis of Pheochromocytoma and Paraganglioma Complicating Cyanotic Congenital Heart
Disease. Journal of Clinical Endocrinology and Metabolism, 2022, 107, 2545-2555. 1.8 6

5876 The drug-induced phenotypic landscape of colorectal cancer organoids. Nature Communications,
2022, 13, . 5.8 22

5877 Hepatitis, testicular degeneration, and ataxia in DIDO3-deficient mice with altered mRNA processing.
Cell and Bioscience, 2022, 12, . 2.1 3

5878 Lipocalin-2 negatively regulates epithelialâ€“mesenchymal transition through matrix metalloprotease-2
downregulation in gastric cancer. Gastric Cancer, 2022, 25, 850-861. 2.7 3

5879 Amplification of LTRs of extrachromosomal linear DNAs (ALE-seq) identifies two active Oryco LTR
retrotransposons in the rice cultivar Dongjin. Mobile DNA, 2022, 13, . 1.3 0

5880 Circadian clock function does not require the histone methyltransferase MLL3. FASEB Journal, 2022,
36, . 0.2 2



263

Citation Report

# Article IF Citations

5882 A 13.42-kb tandem duplication at the ASIP locus is strongly associated with the depigmentation
phenotype of non-classic Swiss markings in goats. BMC Genomics, 2022, 23, . 1.2 4

5883 Dual function of SF3B2 on chromatin and RNA to regulate transcription in head and neck squamous
cell carcinoma. Cell and Bioscience, 2022, 12, . 2.1 1

5884 Accumulation of endosymbiont genomes in an insect autosome followed by endosymbiont
replacement. Current Biology, 2022, 32, 2786-2795.e5. 1.8 8

5885 <scp>mRNA N<sup>6</sup></scp>â€•methyladenosine is critical for cold tolerance in Arabidopsis. Plant
Journal, 2022, 111, 1052-1068. 2.8 23

5887 Rapid adaptation of a complex trait during experimental evolution of Mycobacterium tuberculosis.
ELife, 0, 11, . 2.8 9

5889 A bespoke target selection tool to guide biomarker discovery in tubo-ovarian cancer. Computational
and Structural Biotechnology Journal, 2022, 20, 3359-3371. 1.9 0

5890 Dynamic 3D genome reorganization during development and metabolic stress of the porcine liver. Cell
Discovery, 2022, 8, . 3.1 6

5891
Helenaâ€™s Many Daughters: More Mitogenome Diversity behind the Most Common West Eurasian mtDNA
Control Region Haplotype in an Extended Italian Population Sample. International Journal of
Molecular Sciences, 2022, 23, 6725.

1.8 3

5892 SMYD5 catalyzes histone H3 lysine 36 trimethylation at promoters. Nature Communications, 2022, 13, . 5.8 17

5893 Detection of non-reference porcine endogenous retrovirus loci in the Vietnamese native pig genome.
Scientific Reports, 2022, 12, . 1.6 2

5894 Transcriptomic and Phenomic Investigations Reveal Elements in Biofilm Repression and Formation in
the Cyanobacterium Synechococcus elongatus PCC 7942. Frontiers in Microbiology, 0, 13, . 1.5 3

5895 WRKY63 transcriptional activation of <i>COOLAIR</i> and <i>COLDAIR</i> regulates
vernalization-induced flowering. Plant Physiology, 2022, 190, 532-547. 2.3 11

5897 Clinicopathological and molecular characteristics of RSPO fusion-positive colorectal cancer. British
Journal of Cancer, 2022, 127, 1043-1050. 2.9 3

5899 46,XY disorders of sex development: the use of NGS for prevalent variants. Human Genetics, 2022, 141,
1863-1873. 1.8 4

5900 Mycoviromic Analysis Unveils Complex Virus Composition in a Hypovirulent Strain of Sclerotinia
sclerotiorum. Journal of Fungi (Basel, Switzerland), 2022, 8, 649. 1.5 5

5901 Dynamic profiling and functional interpretation of histone lysine crotonylation and lactylation
during neural development. Development (Cambridge), 2022, 149, . 1.2 30

5902 Posttranscriptional Regulation in Response to Different Environmental Stresses in Campylobacter
jejuni. Microbiology Spectrum, 2022, 10, . 1.2 1

5903 Identification and Characterization of Extra-Chromosomal Circular DNA in the Silk-Gland of Bombyx
Mori, Silkworm. SSRN Electronic Journal, 0, , . 0.4 0



264

Citation Report

# Article IF Citations

5904 Targeted Analysis of circRNA Expression in Patient Samples by Lexo-circSeq. Frontiers in Molecular
Biosciences, 0, 9, . 1.6 4

5905 N(6)-methyladenosine methylation-regulated polo-like kinase 1 cell cycle homeostasis as a potential
target of radiotherapy in pancreatic adenocarcinoma. Scientific Reports, 2022, 12, . 1.6 13

5906
Uniparental Genetic Analyses Reveal Multi-Ethnic Background of Dunhuang Foyemiaowan Population
(220â€“907 CE) With Typical Han Chinese Archaological Culture. Frontiers in Ecology and Evolution, 0,
10, .

1.1 3

5907
Added Value of Reanalysis of Whole Exome- and Whole Genome Sequencing Data From Patients
Suspected of Primary Immune Deficiency Using an Extended Gene Panel and Structural Variation
Calling. Frontiers in Immunology, 0, 13, .

2.2 2

5908 Xanthogranulomatous epithelial tumors and keratin-positive giant cell-rich soft tissue tumors: two
aspects of a single entity with frequent HMGA2-NCOR2 fusions. Modern Pathology, 2022, 35, 1656-1666. 2.9 10

5909 Evolution of Habitat-Dependent Antibiotic Resistance in Pseudomonas aeruginosa. Microbiology
Spectrum, 2022, 10, . 1.2 11

5910 Comparison of Traditional and Next-Generation Approaches for Uncovering Phytoplasma Diversity,
with Discovery of New Groups, Subgroups and Potential Vectors. Biology, 2022, 11, 977. 1.3 7

5911 Topoisomerase VI participates in an insulator-like function that prevents H3K9me2 spreading.
Proceedings of the National Academy of Sciences of the United States of America, 2022, 119, . 3.3 3

5912 Genome-Wide Detection of Copy Number Variations and Evaluation of Candidate Copy Number
Polymorphism Genes Associated With Complex Traits of Pigs. Frontiers in Veterinary Science, 0, 9, . 0.9 3

5914 Uncovering the burden of hidden ciliopathies in the 100 000 Genomes Project: a reverse phenotyping
approach. Journal of Medical Genetics, 0, , jmedgenet-2022-108476. 1.5 3

5915 A genome-wide association study of lateral root number for Asian cotton (Gossypium arboreum L.).
Journal of Cotton Research, 2022, 5, . 1.0 2

5917 ChIP-seq Analysis of Histone H3K27ac and H3K27me3 Showing Different Distribution Patterns in
Chromatin. Biomedical Science Letters, 2022, 28, 109-119. 0.0 0

5918 <scp>TRIM33</scp> drives prostate tumor growth by stabilizing androgen receptor from Skp2â€•mediated
degradation. EMBO Reports, 2022, 23, . 2.0 9

5919 GoPeaks: histone modification peak calling for CUT&amp;Tag. Genome Biology, 2022, 23, . 3.8 9

5920 Genomic Diversity across Candida auris Clinical Isolates Shapes Rapid Development of Antifungal
Resistance <i>In Vitro</i> and <i>In Vivo</i>. MBio, 2022, 13, . 1.8 18

5921 TOP2B Is Required to Maintain the Adrenergic Neural Phenotype and for ATRA-Induced Differentiation
of SH-SY5Y Neuroblastoma Cells. Molecular Neurobiology, 2022, 59, 5987-6008. 1.9 10

5922 Incident Cancer Risk and Signatures Among Older <i>MUTYH</i> Carriers: Analysis of Population-Based
and Genomic Cohorts. Cancer Prevention Research, 2022, 15, 509-519. 0.7 1

5923
3'RNA and wholeâ€•genome sequencing of archival uterine leiomyomas reveal a tumor subtype with
chromosomal rearrangements affecting either <i>HMGA2, HMGA1</i> , or <i>PLAG1</i>. Genes
Chromosomes and Cancer, 0, , .

1.5 2



265

Citation Report

# Article IF Citations

5924 HMCES modulates the transcriptional regulation of nodal/activin and BMP signaling in mESCs. Cell
Reports, 2022, 40, 111038. 2.9 1

5925 KHSRP combines transcriptional and posttranscriptional mechanisms to regulate monocytic
differentiation. Blood Science, 0, Publish Ahead of Print, . 0.4 1

5926 Clonal Evolution at First Sight: A Combined Visualization of Diverse Diagnostic Methods Improves
Understanding of Leukemic Progression. Frontiers in Oncology, 0, 12, . 1.3 2

5927 Clinical relevance of molecular characteristics in Burkitt lymphoma differs according to age. Nature
Communications, 2022, 13, . 5.8 28

5928 Multiâ€•omics analysis reveals multiple mechanisms causing Praderâ€“Willi like syndrome in a family with
a X;15 translocation. Human Mutation, 2022, 43, 1567-1575. 1.1 3

5929 Development of a high-resolution molecular marker for tracking Rhizosolenia setigera genetic
diversity. Journal of Applied Phycology, 0, , . 1.5 0

5930 Patient-derived tumor organoids for personalized medicine in a patient with rare hepatocellular
carcinoma with neuroendocrine differentiation: a case report. Communications Medicine, 2022, 2, . 1.9 5

5931 Potent Stimulation of the Androgen Receptor Instigates a Viral Mimicry Response in Prostate Cancer.
Cancer Research Communications, 2022, 2, 706-724. 0.7 3

5932 Identification of a novel heterozygous missense TP63 variant in a Chinese pedigree with
split-hand/foot malformation. BMC Medical Genomics, 2022, 15, . 0.7 0

5933 Genomeâ€•wide binding analysis of transcription factor <i>Rice Indeterminate 1</i> reveals a complex
network controlling rice floral transition. Journal of Integrative Plant Biology, 2022, 64, 1690-1705. 4.1 2

5934
Molecular Epidemiology and Antifungal Resistance of Cryptococcus neoformans From Human
Immunodeficiency Virus-Negative and Human Immunodeficiency Virus-Positive Patients in Eastern
China. Frontiers in Microbiology, 0, 13, .

1.5 6

5935 Genomeâ€•Wide Polygenic Score Predicts Large Number of High Risk Individuals in Monogenic
Undiagnosed Young Onset Parkinson's Disease Patients from India. Advanced Biology, 2022, 6, . 1.4 5

5936 Vitamin D boosts immune response of macrophages through a regulatory network of microRNAs and
mRNAs. Journal of Nutritional Biochemistry, 2022, 109, 109105. 1.9 11

5937 Targeting KDM4 for treating PAX3-FOXO1â€“driven alveolar rhabdomyosarcoma. Science Translational
Medicine, 2022, 14, . 5.8 16

5941 Patient-Specific Assays Based on Whole-Genome Sequencing Data to Measure Residual Disease in
Children With Acute Lymphoblastic Leukemia: A Proof of Concept Study. Frontiers in Oncology, 0, 12, . 1.3 9

5942 Expanding the Spectrum of Oculocutaneous Albinism: Does Isolated Foveal Hypoplasia Really Exist?.
International Journal of Molecular Sciences, 2022, 23, 7825. 1.8 2

5943 Clinical and Molecular Characterization of a Rare Case of BNT162b2 mRNA COVID-19 Vaccine-Associated
Myositis. Vaccines, 2022, 10, 1135. 2.1 12

5944
Targeted Long-Read Sequencing Identifies a Retrotransposon Insertion as a Cause of Altered GNAS
Exon A/B Methylation in a Family With Autosomal Dominant Pseudohypoparathyroidism Type 1b (PHP1B).
Journal of Bone and Mineral Research, 2020, 37, 1711-1719.

3.1 9



266

Citation Report

# Article IF Citations

5945 <scp><i>PSMC1</i></scp> variant causes a novel neurological syndrome. Clinical Genetics, 2022, 102,
324-332. 1.0 5

5946 Resistance evolution can disrupt antibiotic exposure protection through competitive exclusion of
the protective species. ISME Journal, 2022, 16, 2433-2447. 4.4 6

5947 Time Series Genomics of Pseudomonas aeruginosa Reveals the Emergence of a Hypermutator Phenotype
and Within-Host Evolution in Clinical Inpatients. Microbiology Spectrum, 2022, 10, . 1.2 2

5948 Rearrangement with the <i>nkd2</i> promoter contributed to allelic diversity of the <i>r1</i> gene in
maize ( <i>Zea mays</i> ). Plant Journal, 0, , . 2.8 0

5949 Transcriptional and Epigenetic Consequences of DMSO Treatment on HepaRG Cells. Cells, 2022, 11,
2298. 1.8 5

5950 Techniques for Profiling the Cellular Immune Response and Their Implications for Interventional
Oncology. Cancers, 2022, 14, 3628. 1.7 4

5951 Polycomb-lamina antagonism partitions heterochromatin at the nuclear periphery. Nature
Communications, 2022, 13, . 5.8 8

5952 The transcriptional repressors VAL1 and VAL2 mediate genome-wide recruitment of the CHD3
chromatin remodeler PICKLE in Arabidopsis. Plant Cell, 2022, 34, 3915-3935. 3.1 6

5954 The BASP1 transcriptional corepressor modifies chromatin through lipid-dependent and
lipid-independent mechanisms. IScience, 2022, 25, 104796. 1.9 5

5955
Decoding the concealed transcriptional signature of the apoptosis-related BCL2 antagonist/killer 1
(BAK1) gene in human malignancies. Apoptosis: an International Journal on Programmed Cell Death, 0, ,
.

2.2 0

5956 Genome-Wide Association Analysis for Chronic Superficial Keratitis in the Australian Racing
Greyhound. Genes, 2022, 13, 1328. 1.0 1

5957 TFEBexplorer: An integrated tool to study genes regulated by the stress-responsive Transcription
Factor EB. , 2022, 1, 295-305. 4

5958 Characterization of sex locus and sex-specific sequences in the mandarin fishes. Aquaculture, 2022,
561, 738650. 1.7 4

5960 The <i>Trypanosoma brucei</i> RNA-binding protein DRBD18 ensures correct mRNA <i>trans</i>
splicing and polyadenylation patterns. Rna, 2022, 28, 1239-1262. 1.6 5

5961 Convergent biological pathways underlying the Kallmann syndrome-linked genes <i>Hs6st1</i> and
<i>Fgfr1</i>. Human Molecular Genetics, 2022, 31, 4207-4216. 1.4 5

5962 Acquisition of cross-azole tolerance and aneuploidy in <i>Candida albicans</i> strains evolved to
posaconazole. G3: Genes, Genomes, Genetics, 2022, 12, . 0.8 17

5963
Evaluating the suitability of current mitochondrial DNA interpretation guidelines for
multigenerational whole mitochondrial genome comparisons. Journal of Forensic Sciences, 2022, 67,
1766-1775.

0.9 6

5964
Structural characterization and expression analysis of novel MAPK1 transcript variants with the
development of a multiplexed targeted nanopore sequencing approach. International Journal of
Biochemistry and Cell Biology, 2022, , 106272.

1.2 1



267

Citation Report

# Article IF Citations

5965 A male-specific doublesex isoform reveals an evolutionary pathway of sexual development via distinct
alternative splicing mechanisms. Communications Biology, 2022, 5, . 2.0 2

5966 Genetic and immunohistochemical profiling of NK/T-cell lymphomas reveals prognostically relevant
<i>BCOR</i>-MYC association. Blood Advances, 2023, 7, 178-189. 2.5 6

5969 Detection of Equus Caballus Papillomavirus Type-2 in Asymptomatic Italian Horses. Viruses, 2022, 14,
1696. 1.5 4

5971 BACH1 Expression Is Promoted by Tank Binding Kinase 1 (TBK1) in Pancreatic Cancer Cells to Increase
Iron and Reduce the Expression of E-Cadherin. Antioxidants, 2022, 11, 1460. 2.2 6

5972 Origin, evolution, and tissue-specific functions of the porcine repetitive element 1. Genetics Selection
Evolution, 2022, 54, . 1.2 0

5975 Aberrant androgen action in prostatic progenitor cells induces oncogenesis and tumor development
through IGF1 and Wnt axes. Nature Communications, 2022, 13, . 5.8 5

5977 SCIFER: approach for analysis of LINE-1 mRNA expression in single cells at a single locus resolution.
Mobile DNA, 2022, 13, . 1.3 3

5978 Context-dependent tumor-suppressive BMP signaling in diffuse intrinsic pontine glioma regulates
stemness through epigenetic regulation of CXXC5. Nature Cancer, 2022, 3, 1105-1122. 5.7 14

5979
Low-level somatic <i>JAK2</i> V617F mutation in myelodysplastic/myeloproliferative neoplasm with
ring sideroblasts, and thrombocytosis with co-mutated <i>SF3B1</i> and <i>CALR</i>. Blood Research,
2022, , .

0.5 0

5980 Species-specific chromatin landscape determines how transposable elements shape genome evolution.
ELife, 0, 11, . 2.8 9

5982 An integrative-omics analysis of an industrial clavulanic acid-overproducing Streptomyces
clavuligerus. Applied Microbiology and Biotechnology, 0, , . 1.7 1

5983
Multidisciplinary lines of evidence reveal East/Northeast Asian origins of agriculturalist/pastoralist
residents at a Han dynasty military outpost in ancient Xinjiang. Frontiers in Ecology and Evolution, 0,
10, .

1.1 2

5984 Circulating cell-free DNA and IL-10 from cerebrospinal fluids aid primary vitreoretinal lymphoma
diagnosis. Frontiers in Oncology, 0, 12, . 1.3 2

5986 SOX transcription factors direct TCF-independent WNT/Î²-catenin responsive transcription to govern
cell fate in human pluripotent stem cells. Cell Reports, 2022, 40, 111247. 2.9 21

5987 KrÃ¼ppel-like factor 5 rewires NANOG regulatory network to activate human naive pluripotency
specific LTR7Ys and promote naive pluripotency. Cell Reports, 2022, 40, 111240. 2.9 10

5988 The Il6 -39 kb enhancer containing clustered GATA2- and PU.1-binding sites is essential for Il6
expression in murine mast cells. IScience, 2022, 25, 104942. 1.9 0

5989
Assembly of a pangenome for global cattle reveals missing sequences and novel structural variations,
providing new insights into their diversity and evolutionary history. Genome Research, 2022, 32,
1585-1601.

2.4 16

5990 Recent, full-length gene retrocopies are common in canids. Genome Research, 2022, 32, 1602-1611. 2.4 8



268

Citation Report

# Article IF Citations

5991 Whole-exome analysis of 177 pediatric patients with undiagnosed diseases. Scientific Reports, 2022, 12, . 1.6 3

5992 Exploring the mechanistic link between SF3B1 mutation and ring sideroblast formation in
myelodysplastic syndrome. Scientific Reports, 2022, 12, . 1.6 6

5993 Single-base methylome analysis reveals dynamic changes of genome-wide DNA methylation associated
with rapid stem growth of woody bamboos. Planta, 2022, 256, . 1.6 6

5994 Oncogenic signaling pathway dysregulation landscape reveals the role of pathways at multiple omics
levels in pan-cancer. Frontiers in Genetics, 0, 13, . 1.1 3

5995 Barley <i>Ror1</i> encodes a class <scp>XI</scp> myosin required for <i>mlo</i>â€•based broadâ€•spectrum
resistance to the fungal powdery mildew pathogen. Plant Journal, 2022, 112, 84-103. 2.8 2

5998 Characterization of Transposon-Derived Accessible Chromatin Regions in Rice (Oryza Sativa).
International Journal of Molecular Sciences, 2022, 23, 8947. 1.8 2

6000 Steroidogenic Factor 1 Regulates Transcription of the Inhibin B Coreceptor in Pituitary Gonadotrope
Cells. Endocrinology, 2022, 163, . 1.4 1

6002 Placental imprinting of SLC22A3 in the IGF2R imprinted domain is conserved in therian mammals.
Epigenetics and Chromatin, 2022, 15, . 1.8 4

6003 GIGYF1 disruption associates with autism and impaired IGF-1R signaling. Journal of Clinical
Investigation, 2022, 132, . 3.9 10

6004 Isoform-specific mutation in Dystonin-b gene causes late-onset protein aggregate myopathy and
cardiomyopathy. ELife, 0, 11, . 2.8 4

6008 Whole-genome sequence of a high-temperature edible mushroom Pleurotus giganteus (zhudugu).
Frontiers in Microbiology, 0, 13, . 1.5 8

6009 RAviz: a visualization tool for detecting false-positive alignments in repetitive genomic regions.
Horticulture Research, 2022, 9, . 2.9 1

6011 Expression and subcellular localization of<i>USH1C</i>/harmonin in human retina provides insights
into pathomechanisms and therapy. Human Molecular Genetics, 2023, 32, 431-449. 1.4 3

6013
Comparative Analysis of Bacillariophyceae Chloroplast Genomes Uncovers Extensive Genome
Rearrangements Associated with Speciation. International Journal of Environmental Research and
Public Health, 2022, 19, 10024.

1.2 2

6014 Using the multi-omics approach to reveal the silk composition in Plectrocnemia conspersa. Frontiers
in Molecular Biosciences, 0, 9, . 1.6 6

6015 Global changes in chromatin accessibility and transcription in growth hormone-secreting pituitary
adenoma. Endocrine, 2022, 78, 329-342. 1.1 1

6018 Comprehensive analysis of RNA m6A methylation in pressure overload-induced cardiac hypertrophy.
BMC Genomics, 2022, 23, . 1.2 3

6019 Mitotic H3K9ac is controlled by phase-specific activity of HDAC2, HDAC3, and SIRT1. Life Science
Alliance, 2022, 5, e202201433. 1.3 4



269

Citation Report

# Article IF Citations

6020 Context-dependent CpG methylation directs cell-specific binding of transcription factor ZBTB38.
Epigenetics, 2022, 17, 2122-2143. 1.3 4

6021 WNT10A variants: following the pattern of inheritance in tooth agenesis and self-reported family
history of cancer. Clinical Oral Investigations, 2022, 26, 7045-7055. 1.4 2

6022 AnFiSA: An open-source computational platform for the analysis of sequencing data for rare genetic
disease. Journal of Biomedical Informatics, 2022, 133, 104174. 2.5 0

6024 Internally controlled RNA sequencing comparisons using nucleoside recoding chemistry. Nucleic
Acids Research, 0, , . 6.5 2

6026 Nucleotide excision repair removes thymidine analog 5-ethynyl-2â€²-deoxyuridine from the mammalian
genome. Proceedings of the National Academy of Sciences of the United States of America, 2022, 119, . 3.3 5

6027 Whole exome and genome sequencing in mendelian disorders: a diagnostic and health economic
analysis. European Journal of Human Genetics, 2022, 30, 1121-1131. 1.4 34

6029 Functional Portrait of Irf1 (Orf19.217), a Regulator of Morphogenesis and Iron Homeostasis in Candida
albicans. Frontiers in Cellular and Infection Microbiology, 0, 12, . 1.8 2

6033 Distribution of rare <scp>N4</scp> â€•like viruses in temperate estuaries unveiled by viromics.
Environmental Microbiology, 0, , . 1.8 0

6034 Interaction between transcribing RNA polymerase and topoisomerase I prevents R-loop formation in E.
coli. Nature Communications, 2022, 13, . 5.8 17

6035 Differential DNA methylation in Pacific oyster reproductive tissue in response to ocean acidification.
BMC Genomics, 2022, 23, . 1.2 8

6036
SUPPRESSOR OF PHYTOCHROME B-4Â #3 reduces the expression of PIF-activated genes and increases
expression of growth repressors to regulate hypocotyl elongation in short days. BMC Plant Biology,
2022, 22, .

1.6 0

6037 Mutated KLF4(K409Q) in meningioma binds STRs and activates FGF3 gene expression. IScience, 2022, 25,
104839. 1.9 2

6038 Proliferation and Self-Renewal Are Differentially Sensitive to <i>NRASG12V</i> Oncogene Levels in an
Acute Myeloid Leukemia Cell Line. Molecular Cancer Research, 2022, 20, 1646-1658. 1.5 2

6039
Disclosing an In-Frame Deletion of the Titin Gene as the Possible Predisposing Factor of
Anthracycline-Induced Cardiomyopathy: A Case Report. International Journal of Molecular Sciences,
2022, 23, 9261.

1.8 2

6040 Birth and death in terminal complement pathway. Molecular Immunology, 2022, 149, 174-187. 1.0 2

6041 Competitive binding of TET1 and DNMT3A/B cooperates the DNA methylation pattern in human
embryonic stem cells. Biochimica Et Biophysica Acta - Gene Regulatory Mechanisms, 2022, 1865, 194861. 0.9 2

6042 Epigenetic remodeling of downstream enhancer regions is linked to selective expression of the IL1F10
gene in differentiated human keratinocytes. Gene, 2022, 842, 146800. 1.0 1

6043 Integrated genomics, QTL mapping, and co-expression analyses identifying candidates of
low-temperature tolerance in Brassica napus L.. Industrial Crops and Products, 2022, 187, 115437. 2.5 3



270

Citation Report

# Article IF Citations

6044 Loss of YB-1 alleviates liver fibrosis by suppressing epithelial-mesenchymal transition in hepatic
progenitor cells. Biochimica Et Biophysica Acta - Molecular Basis of Disease, 2022, 1868, 166510. 1.8 1

6045 Metabolic engineering of Pseudomonas taiwanensis VLB120 for rhamnolipid biosynthesis from
biomass-derived aromatics. Metabolic Engineering Communications, 2022, 15, e00202. 1.9 3

6046 Rvb1/Rvb2 proteins couple transcription and translation during glucose starvation. ELife, 0, 11, . 2.8 2

6047 Mutagenesis and Resistance Development of Bacteria Challenged by Silver Nanoparticles.
Antimicrobial Agents and Chemotherapy, 2022, 66, . 1.4 7

6048 Distinct Cell Adhesion Signature Defines Glioblastoma Myeloid-Derived Suppressor Cell Subsets.
Cancer Research, 2022, 82, 4274-4287. 0.4 11

6049 ZFP281 drives a mesenchymal-like dormancy program in early disseminated breast cancer cells that
prevents metastatic outgrowth in the lung. Nature Cancer, 2022, 3, 1165-1180. 5.7 34

6050 Macrophage TGF-Î² signaling is critical for wound healing with heterotopic ossification after trauma.
JCI Insight, 2022, 7, . 2.3 9

6052 Protocol for gene annotation, prediction, and validation of genomic gene expansion. STAR Protocols,
2022, 3, 101692. 0.5 0

6053 Mapping the Mutual Transcriptional Responses During Candida Albicans and Human Macrophage
Interactions by Dual Rna-Sequencing. SSRN Electronic Journal, 0, , . 0.4 0

6054 Tissue-Specific, Genome-wide Mapping of R-loops in Drosophila Using MapR. Bio-protocol, 2022, 12, . 0.2 1

6055 Computational methods for analyzing RNA-sequencing contaminated samples and its impact on cancer
genome studies. Informatics in Medicine Unlocked, 2022, 32, 101054. 1.9 0

6056 TFLink: an integrated gateway to access transcription factorâ€“target gene interactions for multiple
species. Database: the Journal of Biological Databases and Curation, 2022, 2022, . 1.4 22

6057 Identification of candidate sex-specific genomic regions in male and female Asian arowana genomes.
GigaScience, 2022, 11, . 3.3 0

6058 Characterization of the sex determining region of channel catfish (Ictalurus punctatus) and
development of a sex-genotyping test. Gene, 2023, 850, 146933. 1.0 3

6059 Monotreme-specific conserved putative proteins derived from retroviral reverse transcriptase. Virus
Evolution, 2022, 8, . 2.2 3

6061 PIF7 is a master regulator of thermomorphogenesis in shade. Nature Communications, 2022, 13, . 5.8 31

6063 De-novo and genome-wide meta-analyses identify a risk haplotype for congenital sensorineural
deafness in Dalmatian dogs. Scientific Reports, 2022, 12, . 1.6 0

6064 Missense mutations in <i>PIEZO1,</i> which encodes the Piezo1 mechanosensor protein, define Er red
blood cell antigens. Blood, 2023, 141, 135-146. 0.6 12



271

Citation Report

# Article IF Citations

6065 Systematic Analysis of Copy Number Variations in the Pathogenic Yeast Candida parapsilosis Identifies
a Gene Amplification in <i>RTA3</i> That is Associated with Drug Resistance. MBio, 2022, 13, . 1.8 13

6066 Comprehensive Transcriptome Analysis Reveals Sex-Specific Alternative Splicing Events in Zebrafish
Gonads. Life, 2022, 12, 1441. 1.1 2

6069 The application of short and highly polymorphic microhaplotype loci in paternity testing and sibling
testing of temperature-dependent degraded samples. Frontiers in Genetics, 0, 13, . 1.1 6

6070
<i>Trypanosoma brucei</i> histones are heavily modified with combinatorial post-translational
modifications and mark Pol II transcription start regions with hyperacetylated H2A. Nucleic Acids
Research, 2022, 50, 9705-9723.

6.5 7

6071 Two modes of evolution shape bacterial strain diversity in the mammalian gut for thousands of
generations. Nature Communications, 2022, 13, . 5.8 19

6072 HMGN5 Escorts Oncogenic STAT3 Signaling by Regulating the Chromatin Landscape in Breast Cancer
Tumorigenesis. Molecular Cancer Research, 2022, 20, 1724-1738. 1.5 1

6073 Equus caballus Papillomavirus Type-9 (EcPV9): First Detection in Asymptomatic Italian Horses. Viruses,
2022, 14, 2050. 1.5 3

6074
Salt stress alters the spectrum of de novo mutation available to selection during experimental
adaptation of <i>Chlamydomonas reinhardtii</i>. Evolution; International Journal of Organic
Evolution, 2022, 76, 2450-2463.

1.1 1

6075 Differential RNA methylation analysis for MeRIP-seq data under general experimental design.
Bioinformatics, 2022, 38, 4705-4712. 1.8 3

6077 Reduced Representation Bisulfite Sequencing (RRBS). Methods in Molecular Biology, 2023, , 39-51. 0.4 3

6078 Optimizing Insertion and Deletion Detection Using Next-Generation Sequencing in the Clinical
Laboratory. Journal of Molecular Diagnostics, 2022, 24, 1217-1231. 1.2 6

6079 Genetic analysis of CFH and MCP in Egyptian patients with immune-complex proliferative
glomerulonephritis. Frontiers in Immunology, 0, 13, . 2.2 0

6080
The <scp>AraC</scp> â€•type transcription factor <scp>TagK</scp> is a new player in the signaling
cascade that induces the antiâ€•eukaryotic <scp>T6SS</scp> of <i>Xanthomonas citri</i>. Molecular
Microbiology, 0, , .

1.2 0

6081 The complete mitochondrial genome of Isochrysis galbana harbors a unique repeat structure and a
specific trans-spliced cox1 gene. Frontiers in Microbiology, 0, 13, . 1.5 1

6082 Distribution and genetic characterization of bird rape mustard (<i>Brassica rapa</i>) populations and
analysis of glyphosate resistance introgression. Pest Management Science, 2022, 78, 5471-5478. 1.7 3

6083 A novel function of the key nitrogen-fixation activator NifA in beta-rhizobia: Repression of bacterial
auxin synthesis during symbiosis. Frontiers in Plant Science, 0, 13, . 1.7 6

6084 Long Noncoding RNA <i>Lx8-SINE B2</i> Interacts with Eno1 to Regulate Self-Renewal and Metabolism
of Embryonic Stem Cells. Stem Cells, 2022, 40, 1094-1106. 1.4 2

6085 A REF6-dependent H3K27me3-depleted state facilitates gene activation during germination in
Arabidopsis. Journal of Genetics and Genomics, 2023, 50, 178-191. 1.7 6



272

Citation Report

# Article IF Citations

6086 Circadian autonomy and rhythmic precision of the Arabidopsis female reproductive organ.
Developmental Cell, 2022, 57, 2168-2180.e4. 3.1 2

6087 Efficient DNA/RNA extraction from tarsal plates by SK mill, a freeze-crush apparatus. Journal of
Biochemistry, 0, , . 0.9 0

6088 Multifocal Neuroblastoma and Central Hypoventilation in An Infant with Germline ALK F1174I
Mutation. Diagnostics, 2022, 12, 2260. 1.3 0

6089 mHapTk: a comprehensive toolkit for the analysis of DNA methylation haplotypes. Bioinformatics, 2022,
38, 5141-5143. 1.8 5

6090 Expression and estrogen regulation of G proteinâ€‘coupled estrogen receptor in human glioblastoma
cells. Oncology Letters, 2022, 24, . 0.8 6

6091
Uridylation and the SKI complex orchestrate the Calvin cycle of photosynthesis through RNA
surveillance of <i>TKL1</i> in Arabidopsis. Proceedings of the National Academy of Sciences of the
United States of America, 2022, 119, .

3.3 4

6094 DNA methylation underpins the epigenomic landscape regulating genome transcription in Arabidopsis.
Genome Biology, 2022, 23, . 3.8 20

6096 The nucleolus is the site for inflammatory RNA decay during infection. Nature Communications, 2022,
13, . 5.8 6

6098 Molecular Analyses of Clinical Isolates and Recombinant SARS-CoV-2 Carrying B.1 and B.1.617.2 Spike
Mutations Suggest a Potential Role of Non-Spike Mutations in Infection Kinetics. Viruses, 2022, 14, 2017. 1.5 3

6099 Characterization of Novel CYP2D6 Alleles across Sub-Saharan African Populations. Journal of
Personalized Medicine, 2022, 12, 1575. 1.1 7

6100 Widespread false gene gains caused by duplication errors in genome assemblies. Genome Biology, 2022,
23, . 3.8 20

6101 Case report: Rare among ultrarareâ€”Clinical odyssey of a new patient with Ogden syndrome. Frontiers
in Genetics, 0, 13, . 1.1 4

6103 Development and Validation of MPS-Based System for Human Appearance Prediction in Challenging
Forensic Samples. Genes, 2022, 13, 1688. 1.0 3

6105 RNA m6A regulates transcription via DNA demethylation and chromatin accessibility. Nature Genetics,
2022, 54, 1427-1437. 9.4 49

6106 Intrahost SARS-CoV-2 k-mer Identification Method (iSKIM) for Rapid Detection of Mutations of
Concern Reveals Emergence of Global Mutation Patterns. Viruses, 2022, 14, 2128. 1.5 0

6107 Chromatin Immunoprecipitation Sequencing (ChIP-seq) for Detecting Histone Modifications and
Modifiers. Methods in Molecular Biology, 2023, , 55-64. 0.4 1

6108 <i>Drosophila</i> Relishâ€•mediated miRâ€•317 expression facilitates immune homeostasis restoration via
inhibiting PGRPâ€•LC. European Journal of Immunology, 2022, 52, 1934-1945. 1.6 5

6110 Top-Down, Knowledge-Based Genetic Reduction of Yeast Central Carbon Metabolism. MBio, 2022, 13, . 1.8 2



273

Citation Report

# Article IF Citations

6113 Structural insights into molecular mechanism for N6-adenosine methylation by MT-A70 family
methyltransferase METTL4. Nature Communications, 2022, 13, . 5.8 18

6114 <scp>VanG</scp>â€• and <scp>Dâ€•Alaâ€•Dâ€•Ser</scp>â€•dependent peptidoglycan synthesis and vancomycin
resistance in <i>Clostridioides difficile</i>. Molecular Microbiology, 2022, 118, 526-540. 1.2 2

6116 Exploring differential exon usage via short- and long-read RNA sequencing strategies. Open Biology,
2022, 12, . 1.5 8

6117 Reliable assessment of telomere maintenance mechanisms in neuroblastoma. Cell and Bioscience, 2022,
12, . 2.1 5

6118
Transcriptome-Wide Detection of Intron/Exon Definition in the Endogenous Pre-mRNA Transcripts of
Mammalian Cells and Its Regulation by Depolarization. International Journal of Molecular Sciences,
2022, 23, 10157.

1.8 2

6119 Construction of a trio-based structural variation panel utilizing activated T lymphocytes and
long-read sequencing technology. Communications Biology, 2022, 5, . 2.0 4

6120 The Transcription Factor CsAtf1 Negatively Regulates the Cytochrome P450 Gene CsCyp51G1 to Increase
Fludioxonil Sensitivity in Colletotrichum siamense. Journal of Fungi (Basel, Switzerland), 2022, 8, 1032. 1.5 1

6121 Multifarious Translational Regulation during Replicative Aging in Yeast. Journal of Fungi (Basel,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 462 Td (Switzerland), 2022, 8, 938.1.5 1

6124 Bacterial Transcription Factors Bind to Coding Regions and Regulate Internal Cryptic Promoters.
MBio, 2022, 13, . 1.8 4

6125 De novo variants are a common cause of genetic hearing loss. Genetics in Medicine, 2022, 24, 2555-2567. 1.1 4

6126 ï»¿Characterization of the plastome of Physalis cordata and comparative analysis of eight species of
Physalis sensu stricto. PhytoKeys, 0, 210, 109-134. 0.4 0

6127 Enhanced flavour profiles through radicicol induced genomic variation in the lager yeasts,
<i>Saccharomyces pastorianus</i>. Yeast, 2022, 39, 535-547. 0.8 2

6128 Targeting Echinococcus multilocularis PIM kinase for improving anti-parasitic chemotherapy. PLoS
Neglected Tropical Diseases, 2022, 16, e0010483. 1.3 3

6129 Short prokaryotic Argonautes provide defence against incoming mobile genetic elements through
NAD+ depletion. Nature Microbiology, 2022, 7, 1857-1869. 5.9 52

6130 Gain-of-function mutations in KCNK3 cause a developmental disorder with sleep apnea. Nature
Genetics, 2022, 54, 1534-1543. 9.4 10

6131 The chromatin remodeler RSC prevents ectopic CENP-A propagation into pericentromeric
heterochromatin at the chromatin boundary. Nucleic Acids Research, 2022, 50, 10914-10928. 6.5 1

6132 RAD21 amplification epigenetically suppresses interferon signaling to promote immune evasion in
ovarian cancer. Journal of Clinical Investigation, 2022, 132, . 3.9 8

6134 Methods for the detection of tumor-specific single nucleotide somatic mutations in plasma cDNA
samples. Uspehi Molekularnoj Onkologii, 2022, 9, 24-37. 0.1 0



274

Citation Report

# Article IF Citations

6135 Genomics technologies and bioinformatics in allergy and immunology. , 2022, , 221-260. 0

6136 UBE2T promotes breast cancer tumor growth by suppressing DNA replication stress. NAR Cancer, 2022,
4, . 1.6 2

6137 m6A and miRNA jointly regulate the development of breast muscles in duck embryonic stages.
Frontiers in Veterinary Science, 0, 9, . 0.9 0

6139 Sex chromosomes in the tribe Cyprichromini (Teleostei: Cichlidae) of Lake Tanganyika. Scientific
Reports, 2022, 12, . 1.6 1

6140 Exploring Transcriptomic Landscapes in Red Blood Cells, in Their Extracellular Vesicles and on a
Single-Cell Level. International Journal of Molecular Sciences, 2022, 23, 12897. 1.8 5

6141 The genomic basis of reproductive and migratory behaviour in a polymorphic salmonid. Molecular
Ecology, 2022, 31, 6588-6604. 2.0 6

6142 The m6A reader IGF2BP2 regulates glutamine metabolism and represents a therapeutic target in acute
myeloid leukemia. Cancer Cell, 2022, 40, 1566-1582.e10. 7.7 58

6144 The RNA repair proteins RtcAB regulate transcription activator RtcR via its CRISPR-associated
Rossmann fold domain. IScience, 2022, 25, 105425. 1.9 3

6145 Thermodynamic and structural characterization of an EBV infected B-cell lymphoma transcriptome.
NAR Genomics and Bioinformatics, 2022, 4, . 1.5 2

6146 Deep cis-regulatory homology of the butterfly wing pattern ground plan. Science, 2022, 378, 304-308. 6.0 23

6147 Biallelic variants in coenzyme Q10 biosynthesis pathway genes cause a retinitis pigmentosa phenotype.
Npj Genomic Medicine, 2022, 7, . 1.7 6

6148 A second locus contributing to the differential expression of the blue sensitive opsin SWS2A in Lake
Malawi cichlids. Hydrobiologia, 2023, 850, 2331-2353. 1.0 2

6150 Evolutionary rescue of phosphomannomutase deficiency in yeast models of human disease. ELife, 0, 11, . 2.8 5

6152 Transcriptome and Proteome Co-Profiling Offers an Understanding of Pre-Harvest Sprouting (PHS)
Molecular Mechanisms in Wheat (Triticum aestivum). Plants, 2022, 11, 2807. 1.6 2

6153
Evolution of Virulence, Fitness, and Carbapenem Resistance Transmission in ST23 Hypervirulent
Klebsiella pneumoniae with the Capsular Polysaccharide Synthesis Gene <i>wcaJ</i> Inserted via
Insertion Sequence Elements. Microbiology Spectrum, 2022, 10, .

1.2 11

6154
Analytical and clinical validation of a custom 15-gene next-generation sequencing panel for the
evaluation of circulating tumor DNA mutations in patients with advanced non-small-cell lung cancer.
PLoS ONE, 2022, 17, e0276161.

1.1 0

6155 Mirror proteases of Ac-Trypsin and Ac-LysargiNase precisely improve novel event identifications in
Mycolicibacterium smegmatis MC2 155 by proteogenomic analysis. Frontiers in Microbiology, 0, 13, . 1.5 3

6156 Genome-Wide Identification of Open Chromatin in Plants Using MH-Seq. Methods in Molecular
Biology, 2023, , 29-43. 0.4 2



275

Citation Report

# Article IF Citations

6157 Panel Sequencing of Primary Cutaneous B-Cell Lymphoma. Cancers, 2022, 14, 5274. 1.7 3

6159 Immediate Early Proteins of Herpes Simplex Virus Transiently Repress Viral Transcription before
Subsequent Activation. Journal of Virology, 2022, 96, . 1.5 4

6161 RTCB Complex Regulates Stress-Induced tRNA Cleavage. International Journal of Molecular Sciences,
2022, 23, 13100. 1.8 10

6162 Selective effects of a short transient environmental fluctuation on a natural population. Molecular
Ecology, 2023, 32, 335-349. 2.0 5

6164 The METTL3 RNA Methyltransferase Regulates Transcriptional Networks in Prostate Cancer. Cancers,
2022, 14, 5148. 1.7 11

6165 EpichloÃ« seed transmission efficiency is influenced by plant defense response mechanisms. Frontiers in
Plant Science, 0, 13, . 1.7 3

6166
CHH methylation of genes associated with fatty acid and jasmonate biosynthesis contributes to cold
tolerance in autotetraploids of <i>Poncirus trifoliata</i>. Journal of Integrative Plant Biology, 2022,
64, 2327-2343.

4.1 8

6167 Identification of essential genes in Mycobacterium avium subsp. paratuberculosis genome for
persistence in dairy calves. Frontiers in Microbiology, 0, 13, . 1.5 2

6168 5-Hydroxymethylation alterations in cell-free DNA reflect molecular distinctions of diffuse large B
cell lymphoma at different primary sites. Clinical Epigenetics, 2022, 14, . 1.8 0

6169 The RNA helicase Ski2 in the fungal pathogen <i>Cryptococcus neoformans</i> highlights key roles in
azoles resistance and stress tolerance. Medical Mycology, 2022, 60, . 0.3 5

6170 Widespread expression of the ancient HERV-K (HML-2) provirus group in normal human tissues. PLoS
Biology, 2022, 20, e3001826. 2.6 22

6171 Characterization of Leukemic Resistance to CD19-Targeted CAR T-cell Therapy through Deep Genomic
Sequencing. Cancer Immunology Research, 2023, 11, 13-19. 1.6 3

6174 Alleleâ€•specific expression and chromatin accessibility contribute to heterosis in tea plants
(<i>Camellia sinensis</i>). Plant Journal, 2022, 112, 1194-1211. 2.8 17

6176 Sequencing and de novo assembly of the Koshihikari genome and identification of the genomic region
related to the eating quality of cooked rice. Molecular Breeding, 2022, 42, . 1.0 1

6177 Trichoderma atroviride hyphal regeneration and conidiation depend on cell-signaling processes
regulated by a microRNA-like RNA. Microbial Genomics, 2022, 8, . 1.0 3

6178 Comparative Physiology and Genomics of Hydrogen-Producing Vibrios. Current Microbiology, 2022, 79,
. 1.0 0

6179 Profiling azole resistant haplotypes within Zymoseptoria tritici populations using nanopore
sequencing. Frontiers in Agronomy, 0, 4, . 1.5 6

6181 Light-Seq: light-directed in situ barcoding of biomolecules in fixed cells and tissues for spatially
indexed sequencing. Nature Methods, 2022, 19, 1393-1402. 9.0 27



276

Citation Report

# Article IF Citations

6182 High level of somatic mutations detected in a diploid banana wild relative Musa basjoo. Molecular
Genetics and Genomics, 2023, 298, 67-77. 1.0 1

6183
Development of epigenetic biomarkers for the identification of sex and thermal stress in fish using
DNA methylation analysis and machine learning procedures. Molecular Ecology Resources, 2023, 23,
453-470.

2.2 7

6184 Acute deletion of TET enzymes results in aneuploidy in mouse embryonic stem cells through decreased
expression of Khdc3. Nature Communications, 2022, 13, . 5.8 3

6185 Comprehensive analysis and accurate quantification of unintended large gene modifications induced
by CRISPR-Cas9 gene editing. Science Advances, 2022, 8, . 4.7 25

6186 A<i>KLHL40</i>3â€™ UTR splice-altering variant causes milder NEM8, an under-appreciated disease
mechanism. Human Molecular Genetics, 2023, 32, 1127-1136. 1.4 4

6187 Expanded FLP toolbox for spatiotemporal protein degradation and transcriptomic profiling in
<i>Caenorhabditis elegans</i>. Genetics, 2023, 223, . 1.2 4

6188 A chromosome-level phased genome enabling allele-level studies in sweet orange: a case study on
citrus Huanglongbing tolerance. Horticulture Research, 2023, 10, . 2.9 6

6189 Mechanisms governing target search and binding dynamics of hypoxia-inducible factors. ELife, 0, 11, . 2.8 20

6190 HIF1Î±-AS1 is a DNA:DNA:RNA triplex-forming lncRNA interacting with the HUSH complex. Nature
Communications, 2022, 13, . 5.8 13

6191 Development and validation of a custom panel including 256 Y-SNPs for Chinese Y-chromosomal
haplogroups dissection. Forensic Science International: Genetics, 2022, 61, 102786. 1.6 9

6192 Myeloma immunoglobulin rearrangement and translocation detection through targeted capture
sequencing. Life Science Alliance, 2023, 6, e202201543. 1.3 4

6193 Assessing sequence variation and genetic diversity of currently untapped Y-STR loci. Forensic Science
International: Reports, 2022, 6, 100298. 0.4 1

6194 Histone H2B.8 compacts flowering plant sperm through chromatin phase separation. Nature, 2022, 611,
614-622. 13.7 28

6195 Recent advances in transcriptomic biomarker detection for cancer. , 2023, , 453-478. 1

6197 Genome-wide profiling of histone modifications in<i>Plasmodium falciparum</i>using CUT&amp;RUN.
Life Science Alliance, 2023, 6, e202201778. 1.3 2

6198
Cardiac epigenetic changes in VEGF signaling genes associate with myocardial microvascular
rarefaction in experimental chronic kidney disease. American Journal of Physiology - Heart and
Circulatory Physiology, 2023, 324, H14-H25.

1.5 2

6199 Ten simple rules for developing visualization tools in genomics. PLoS Computational Biology, 2022, 18,
e1010622. 1.5 1

6202
Stage-specific transposon activity in the life cycle of the fairy-ring mushroom <i>Marasmius
oreades</i>. Proceedings of the National Academy of Sciences of the United States of America, 2022,
119, .

3.3 2



277

Citation Report

# Article IF Citations

6203
Forensic Analysis of Novel SARS2r-CoV Identified in Game Animal Datasets in China Shows
Evolutionary Relationship to Pangolin GX CoV Clade and Apparent Genetic Experimentation. Applied
Microbiology, 2022, 2, 882-904.

0.7 2

6204
Integrated molecular characterization of esophageal basaloid squamous cell carcinoma: a subtype
with distinct <scp>RNA</scp> expression pattern and immune characteristics, but no specific genetic
mutations. Journal of Pathology, 2023, 259, 136-148.

2.1 1

6205 Combining genetic constraint with predictions of alternative splicing to prioritize deleterious
splicing in rare disease studies. BMC Bioinformatics, 2022, 23, . 1.2 7

6206 Characterization of alternative mRNA splicing in cultured cell populations representing progressive
stages of human fetal kidney development. Scientific Reports, 2022, 12, . 1.6 3

6207 SCIP: software for efficient clinical interpretation of copy number variants detected by
whole-genome sequencing. Human Genetics, 2023, 142, 201-216. 1.8 1

6208 Vector genome loss and epigenetic modifications mediate decline in transgene expression of AAV5
vectors produced in mammalian and insect cells. Molecular Therapy, 2022, 30, 3570-3586. 3.7 12

6209 dcHiC detects differential compartments across multiple Hi-C datasets. Nature Communications, 2022,
13, . 5.8 25

6210 Transcriptomic complexity of the human malaria parasite Plasmodium falciparum revealed by
long-read sequencing. PLoS ONE, 2022, 17, e0276956. 1.1 3

6211 Activation of HIV-1 proviruses increases downstream chromatin accessibility. IScience, 2022, 25, 105490. 1.9 5

6212 Reproducible and sensitive micro-tissue RNA sequencing from formalin-fixed paraffin-embedded
tissues for spatial gene expression analysis. Scientific Reports, 2022, 12, . 1.6 5

6213 Whole-genome sequencing of extrachromosomal circular DNA of cerebrospinal fluid of
medulloblastoma. Frontiers in Oncology, 0, 12, . 1.3 6

6214 Estimating somatic mutation rates by bottlenecked duplex sequencing in non-model organisms:
Daphnia magna as a case study. Journal of Biological Methods, 2022, 9, e165. 1.0 0

6217 Creation and preclinical evaluation of genetically attenuated malaria parasites arresting growth late
in the liver. Npj Vaccines, 2022, 7, . 2.9 9

6218 Comparative chloroplast genome analyses of Amomum: insights into evolutionary history and species
identification. BMC Plant Biology, 2022, 22, . 1.6 10

6219 Bibliometrics Analysis and Research Profiling to Solve User Experience Overload Information. Kinetik,
0, , . 0.1 1

6220 Transposable elements orchestrate subgenome-convergent and -divergent transcription in common
wheat. Nature Communications, 2022, 13, . 5.8 16

6221 A gap-free genome assembly of Chlamydomonas reinhardtii and detection of translocations induced by
CRISPR-mediated mutagenesis. Plant Communications, 2023, 4, 100493. 3.6 9

6222 Identification of potential key genes related to idiopathic male infertility using RNA-sequencing data:
an <i>in-silico</i> approach. Human Fertility, 2023, 26, 1149-1163. 0.7 2



278

Citation Report

# Article IF Citations

6223 Temporal change in chromatin accessibility predicts regulators of nodulation in Medicago
truncatula. BMC Biology, 2022, 20, . 1.7 2

6224 Clustering of vomeronasal receptor genes is required for transcriptional stability but not for
choice. Science Advances, 2022, 8, . 4.7 4

6225 Genome-wide analysis of MADS-box gene family in kiwifruit (Actinidia chinensis var. chinensis) and
their potential role in floral sex differentiation. Frontiers in Genetics, 0, 13, . 1.1 5

6226 In-Plant Persistence and Systemic Transport of Nicotiana benthamiana Retrozyme RNA. International
Journal of Molecular Sciences, 2022, 23, 13890. 1.8 1

6228 Relative infectivity of the SARS-CoV-2 Omicron variant in human alveolar cells. IScience, 2022, 25,
105571. 1.9 2

6229 Predictable and stable epimutations induced during clonal plant propagation with embryonic
transcription factor. PLoS Genetics, 2022, 18, e1010479. 1.5 2

6230 Acetate supplementation restores cognitive deficits caused by <scp>ARID1A</scp> haploinsufficiency in
excitatory neurons. EMBO Molecular Medicine, 2022, 14, . 3.3 4

6231 Maf1 is an intrinsic suppressor against spontaneous neural repair and functional recovery after
ischemic stroke. Journal of Advanced Research, 2023, 51, 73-90. 4.4 3

6232 Mapping the mutual transcriptional responses during Candida albicans and human macrophage
interactions by dual RNA-sequencing. Microbial Pathogenesis, 2022, 173, 105864. 1.3 0

6234 A method for determining the origin of crude drugs derived from animals using MinION, a compact
next-generation sequencer. International Journal of Legal Medicine, 0, , . 1.2 0

6235
Hypermutator strains of Pseudomonas aeruginosa reveal novel pathways of resistance to
combinations of cephalosporin antibiotics and beta-lactamase inhibitors. PLoS Biology, 2022, 20,
e3001878.

2.6 5

6237 Transcriptome-Wide Study of mRNAs and lncRNAs Modified by m6A RNA Methylation in the Longissimus
Dorsi Muscle Development of Cattle-Yak. Cells, 2022, 11, 3654. 1.8 2

6238 Global 3â€²-UTRome of porcine immature Sertoli cells altered by acute heat stress. Theriogenology, 2023,
196, 79-87. 0.9 3

6239 annotate_my_genomes: an easy-to-use pipeline to improve genome annotation and uncover neglected
genes by hybrid RNA sequencing. GigaScience, 2022, 11, . 3.3 1

6240
Olanzapine-induced decreases of FGF21 in brown adipose tissue via histone modulations drive
UCP1-dependent thermogenetic impairment. Progress in Neuro-Psychopharmacology and Biological
Psychiatry, 2023, 122, 110692.

2.5 2

6241 A Survey of Visualization Approaches for Comparative Genomics. Jisuanji Fuzhu Sheji Yu Tuxingxue
Xuebao/Journal of Computer-Aided Design and Computer Graphics, 2022, 34, 852-868. 0.2 0

6242 Cms1 coordinates stepwise local 90S pre-ribosome assembly with timely snR83 release. Cell Reports,
2022, 41, 111684. 2.9 1

6243 The UCSC Genome Browser database: 2023 update. Nucleic Acids Research, 2023, 51, D1188-D1195. 6.5 144



279

Citation Report

# Article IF Citations

6245 ZMP recruits and excludes Pol IVâ€“mediated DNA methylation in a site-specific manner. Science
Advances, 2022, 8, . 4.7 7

6246 Open-Access Worldwide Population STR Database Constructed Using High-Coverage Massively Parallel
Sequencing Data Obtained from the 1000 Genomes Project. Genes, 2022, 13, 2205. 1.0 2

6247 Genomic signature of Fanconi anaemia DNA repair pathway deficiency in cancer. Nature, 2022, 612,
495-502. 13.7 28

6248 Simultaneous analysis of mutations and methylations in circulating cell-free DNA for hepatocellular
carcinoma detection. Science Translational Medicine, 2022, 14, . 5.8 16

6249 MsmR1, a global transcription factor, regulates polymyxin synthesis and carbohydrate metabolism in
Paenibacillus polymyxa SC2. Frontiers in Microbiology, 0, 13, . 1.5 6

6250 From Samples to Germline and Somatic Sequence Variation: A Focus on Next-Generation Sequencing in
Melanoma Research. Life, 2022, 12, 1939. 1.1 1

6253 A novel SNP assay reveals increased genetic variability and abundance following translocations to a
remnant Allegheny woodrat population. Bmc Ecology and Evolution, 2022, 22, . 0.7 0

6254 Detection and Characterization of a De Novo <i>Alu</i> Retrotransposition Event Causing
<i><scp>NKX2</scp>â€•1</i>â€•Related Disorder. Movement Disorders, 2023, 38, 347-353. 2.2 5

6255 Analyzing rare mutations in metagenomes assembled using long and accurate reads. Genome Research,
0, , . 2.4 2

6256 Detection of the Copy Number Variants of Genes in Patients with Familial Cardiac Diseases by Massively
Parallel Sequencing. Molecular Diagnosis and Therapy, 0, , . 1.6 0

6257 K27M in canonical and noncanonical H3 variants occurs in distinct oligodendroglial cell lineages in
brain midline gliomas. Nature Genetics, 2022, 54, 1865-1880. 9.4 27

6258 Similar mutation rates but different mutation spectra in moderate and extremely halophilic archaea.
G3: Genes, Genomes, Genetics, 2023, 13, . 0.8 0

6259 Comprehensive analysis of pre-mRNA alternative splicing regulated by m6A methylation in pig oxidative
and glycolytic skeletal muscles. BMC Genomics, 2022, 23, . 1.2 3

6260 New roles for AP-1/JUNB in cell cycle control and tumorigenic cell invasion via regulation of cyclin E1
and TGF-Î²2. Genome Biology, 2022, 23, . 3.8 12

6261 Proteogenomic characterization of MiT family translocation renal cell carcinoma. Nature
Communications, 2022, 13, . 5.8 13

6262 Diurnal small RNA expression and post-transcriptional regulation in young and old Drosophila
melanogaster heads. F1000Research, 0, 11, 1543. 0.8 0

6263 Exon junction complex shapes the m6A epitranscriptome. Nature Communications, 2022, 13, . 5.8 36

6264 Epidemiological and Genomic Analysis of a Large SARS-CoV-2 Outbreak in a Long-Term Care Facility in
Catalonia, Spain. MSphere, 2022, 7, . 1.3 1



280

Citation Report

# Article IF Citations

6265 Chromosomal instability-associated MAT1 lncRNA insulates MLL1-guided histone methylation and
accelerates tumorigenesis. Cell Reports, 2022, 41, 111829. 2.9 1

6267
Experimental introgression in <i>Drosophila</i>: Asymmetric postzygotic isolation associated with
chromosomal inversions and an incompatibility locus on the X chromosome. Molecular Ecology,
2023, 32, 854-866.

2.0 1

6268 Tackling hypo and hyper sensory processing heterogeneity in autism: From clinical stratification to
genetic pathways. Autism Research, 0, , . 2.1 4

6269
Comprehensive mapping of alternative polyadenylation site usage and its dynamics at single-cell
resolution. Proceedings of the National Academy of Sciences of the United States of America, 2022,
119, .

3.3 6

6270 Cultural and demic co-diffusion of Tubo Empire on Tibetan Plateau. IScience, 2022, 25, 105636. 1.9 6

6271 Virome Analysis of Normal and Growth Retardation Disease-Affected Macrobrachiumrosenbergii.
Microbiology Spectrum, 2022, 10, . 1.2 7

6272 Single-neuron whole genome sequencing identifies increased somatic mutation burden in Alzheimer's
disease related genes. Neurobiology of Aging, 2023, 123, 222-232. 1.5 2

6273 Recruitment of <scp>TRIM33</scp> to cellâ€•context specific <scp>PML</scp> nuclear bodies regulates
nodal signaling in <scp>mESCs</scp>. EMBO Journal, 2023, 42, . 3.5 5

6274 Epigenetic modification mechanisms of chloroplasts mutants in pineapple leaves during somatic
regeneration. Horticultural Plant Journal, 2023, 9, 509-522. 2.3 1

6275 PPM1D suppresses p53-dependent transactivation and cell death by inhibiting the Integrated Stress
Response. Nature Communications, 2022, 13, . 5.8 9

6276 Engineering Resistance against Sclerotinia sclerotiorum Using a Truncated NLR (TNx) and a
Defense-Priming Gene. Plants, 2022, 11, 3483. 1.6 0

6277 Sex-specific expression of pheromones and other signals in gravid starfish. BMC Biology, 2022, 20, . 1.7 5

6279 Characterization of the immunoglobulin lambda chain locus from diverse populations reveals
extensive genetic variation. Genes and Immunity, 2023, 24, 21-31. 2.2 11

6280 Semantic and right temporal variant of FTD: Next generation sequencing genetic analysis on a
single-center cohort. Frontiers in Aging Neuroscience, 0, 14, . 1.7 3

6281 Interplay Between the Histone Variant H2A.Z and the Epigenome in Pancreatic Cancer. Archives of
Medical Research, 2022, 53, 840-858. 1.5 3

6282 DAP5 enables main ORF translation on mRNAs with structured and uORF-containing 5â€² leaders. Nature
Communications, 2022, 13, . 5.8 15

6283
High-Resolution Small RNAs Landscape Provides Insights into Alkane Adaptation in the Marine
Alkane-Degrader AlcanivoraxÂ dieselolei B-5. International Journal of Molecular Sciences, 2022, 23,
15995.

1.8 0

6284 Organoid modeling of human fetal lung alveolar development reveals mechanisms of cell fate
patterning and neonatal respiratory disease. Cell Stem Cell, 2023, 30, 20-37.e9. 5.2 20



281

Citation Report

# Article IF Citations

6285 A novel method for identifying <i>Chlamydomonas reinhardtii</i> (Chlorophyta) and closely related
species from nature. Journal of Phycology, 2023, 59, 281-288. 1.0 1

6286 ACE2 polymorphisms impact COVID-19 severity in obese patients. Scientific Reports, 2022, 12, . 1.6 6

6287 Profiling genome-wide recombination in Epstein Barr virus reveals type-specific patterns and
associations with endemic-Burkitt lymphoma. Virology Journal, 2022, 19, . 1.4 1

6288 INO80 Is Required for the Cell Cycle Control, Survival, and Differentiation of Mouse ESCs by
Transcriptional Regulation. International Journal of Molecular Sciences, 2022, 23, 15402. 1.8 4

6290 Hypoxia induces transgenerational epigenetic inheritance of small RNAs. Cell Reports, 2022, 41, 111800. 2.9 11

6291 Chromatin localization of nucleophosmin organizes ribosome biogenesis. Molecular Cell, 2022, 82,
4443-4457.e9. 4.5 6

6292 EstG is a novel esterase required for cell envelope integrity in Caulobacter. Current Biology, 2023, 33,
228-240.e7. 1.8 2

6293 Histone H3.3 deposition in seed is essential for the post-embryonic developmental competence in
Arabidopsis. Nature Communications, 2022, 13, . 5.8 15

6294 Systematic multi-omics cell line profiling uncovers principles of Ewing sarcoma fusion
oncogene-mediated gene regulation. Cell Reports, 2022, 41, 111761. 2.9 14

6295 Case report: A heterozygous mutation in ZNF462 leads to growth hormone deficiency. Frontiers in
Genetics, 0, 13, . 1.1 0

6296 The transcriptional landscape of the giant freshwater prawn: Embryonic development and early
sexual differentiationÂ mechanisms. Frontiers in Endocrinology, 0, 13, . 1.5 3

6297 ONE-seq: epitranscriptome and gene-specific profiling of NAD-capped RNA. Nucleic Acids Research, 2023,
51, e12-e12. 6.5 9

6299 Integrated bioinformatics analysis of the transcription factor-mediated gene regulatory networks in
the formation of spermatogonial stem cells. Frontiers in Physiology, 0, 13, . 1.3 2

6300 igv.js: an embeddable JavaScript implementation of the Integrative Genomics Viewer (IGV).
Bioinformatics, 2023, 39, . 1.8 100

6301 Aberrant expression of agouti signaling protein (ASIP) as a cause of monogenic severe childhood
obesity. Nature Metabolism, 2022, 4, 1697-1712. 5.1 10

6302 Integrative genomic analysis of childhood acute lymphoblastic leukaemia lacking a genetic biomarker
in the UKALL2003 clinical trial. Leukemia, 2023, 37, 529-538. 3.3 10

6304 Human CARMIL2 deficiency underlies a broader immunological and clinical phenotype than CD28
deficiency. Journal of Experimental Medicine, 2023, 220, . 4.2 6

6305
Construction of a Transposon Mutant Library in the Pathogen Agrobacterium tumefaciens C58 and
Identification of Genes Involved in Gall Niche Exploitation and Colonization. Methods in Molecular
Biology, 2023, , 209-226.

0.4 0



282

Citation Report

# Article IF Citations

6307 The early function of cortisol in liver during Aeromonas hydrophila infection: Dynamics of the
transcriptome and accessible chromatin landscapes. Frontiers in Immunology, 0, 13, . 2.2 1

6308 Characterisation of eight cattle with Swyer syndrome by wholeâ€•genome sequencing. Animal Genetics,
2023, 54, 93-103. 0.6 3

6309 Elevated histone demethylase KDM5C increases recurrent miscarriage risk by preventing trophoblast
proliferation and invasion. Cell Death Discovery, 2022, 8, . 2.0 1

6310 Molecular characterization and genetic authentication assay for Anopheles â€˜hemocyte-likeâ€™ cell lines
4a-3A and 4a-3B. Parasites and Vectors, 2022, 15, . 1.0 0

6311 Correlation between CFTR variants and outcomes of ART in patients with CAVD in Central China.
Scientific Reports, 2023, 13, . 1.6 0

6315 Antifungal Drug Concentration Impacts the Spectrum of Adaptive Mutations in <i>Candida
albicans</i>. Molecular Biology and Evolution, 2023, 40, . 3.5 12

6316 Single-cell profiling of lncRNAs in human germ cells and molecular analysis reveals transcriptional
regulation of LNC1845 on LHX8. ELife, 0, 12, . 2.8 0

6317 Uncovering novel MHC alleles from RNA-Seq data: expanding the spectrum of MHC class I alleles in
sheep. BMC Genomic Data, 2023, 24, . 0.7 1

6318 Novel candidate genes for cholesteatoma in chronic otitis media. Frontiers in Genetics, 0, 13, . 1.1 0

6319 Identification of recurrent 3q13.31 chromosomal rearrangement indicates <i>LSAMP</i> as a tumor
suppressor gene in neuroblastoma. International Journal of Oncology, 2023, 62, . 1.4 3

6320 Silver nanoparticles elevate mutagenesis of eukaryotic genomes. G3: Genes, Genomes, Genetics, 2023, 13,
. 0.8 2

6322 Transcriptomic analysis of effects of 1-methylcyclopropene (1-MCP) and ethylene treatment on
kiwifruit (Actinidia chinensis) ripening. Frontiers in Plant Science, 0, 13, . 1.7 3

6323 Human Endogenous Retrovirus (HERV) Transcriptome Is Dynamically Modulated during SARS-CoV-2
Infection and Allows Discrimination of COVID-19 Clinical Stages. Microbiology Spectrum, 2023, 11, . 1.2 10

6324 Case Report: Whole genome sequencing identifies CCDC88C as a novel JAK2 fusion partner in pediatric
T-cell acute lymphoblastic leukemia. Frontiers in Pediatrics, 0, 10, . 0.9 2

6325 Diversity of RNA viruses of three dominant tick species in North China. Frontiers in Veterinary
Science, 0, 9, . 0.9 4

6326 Trans-splicing in the cestode Hymenolepis microstoma is constitutive across the life cycle and
depends on gene structure and composition. International Journal for Parasitology, 2023, , . 1.3 0

6328 Genome-wide mapping of fluoroquinolone-stabilized DNA gyrase cleavage sites displays drug specific
effects that correlate with bacterial persistence. Nucleic Acids Research, 2023, 51, 1208-1228. 6.5 2

6329 Resurrection of endogenous retroviruses during aging reinforces senescence. Cell, 2023, 186,
287-304.e26. 13.5 82



283

Citation Report

# Article IF Citations

6330 Different sea urchin RAG-like genes were domesticated to carry out different functions. Frontiers in
Immunology, 0, 13, . 2.2 1

6331 PfSET2 Is Involved in Genome Organization of <i>Var</i> Gene Family in Plasmodium falciparum.
Microbiology Spectrum, 2023, 11, . 1.2 2

6332 Arsenic causes distinct gene expression changes in macrophages polarized<i>in vitro</i>with either
interferon-Î³ or interleukin-4. Toxicological Sciences, 2023, 192, 83-96. 1.4 2

6334 Transcriptome-wide characterization of alternative splicing in five drug-type cultivars of Cannabis
sativa. Botany, 0, , . 0.5 0

6335 Improved Genome Sequence of Australian Methicillin-Resistant Staphylococcus aureus Strain JKD6159.
Microbiology Resource Announcements, 0, , . 0.3 1

6336 Elucidating the unknown transcriptional responses and PHR1-mediated biotic and abiotic stress
tolerance during phosphorus limitation. Journal of Experimental Botany, 2023, 74, 2083-2111. 2.4 2

6337 Early Triple-Negative Breast Cancers in a Singapore Cohort Exhibit High PIK3CA Mutation Rates
Associated With Low PD-L1 Expression. Modern Pathology, 2023, 36, 100056. 2.9 2

6338 TGFÎ²1-Induced EMT in the MCF10A Mammary Epithelial Cell Line Model Is Executed Independently of
SNAIL1 and ZEB1 but Relies on JUNB-Coordinated Transcriptional Regulation. Cancers, 2023, 15, 558. 1.7 5

6339 Whole transcriptomeâ€“based skin virome profiling in typical epidermodysplasia verruciformis reveals
Î±-, Î²-, and Î³-HPV infections. JCI Insight, 2023, 8, . 2.3 3

6340 DNA damage and somatic mutations in mammalian cells after irradiation with a nail polish dryer.
Nature Communications, 2023, 14, . 5.8 7

6341 Cell-Free DNA in Cerebrospinal Fluid Complements the Monitoring Value of Interleukin-10 in Newly
Diagnosed Primary Central Nervous System Lymphoma. Journal of Oncology, 2023, 2023, 1-11. 0.6 0

6342 Transcriptome and QTL mapping analyses of major QTL genes controlling glucosinolate contents in
vegetable- and oilseed-type Brassica rapa plants. Frontiers in Plant Science, 0, 13, . 1.7 1

6345 A Multi-Omics Approach Reveals Features That Permit Robust and Widespread Regulation of
IFN-Inducible Antiviral Effectors. Journal of Immunology, 2022, 209, 1930-1941. 0.4 0

6346 Stress combined with loss of the Candida albicans SUMO protease Ulp2 triggers selection of
aneuploidy via a two-step process. PLoS Genetics, 2022, 18, e1010576. 1.5 2

6347
Nonâ€“B-form DNA tends to form in centromeric regions and has undergone changes in polyploid oat
subgenomes. Proceedings of the National Academy of Sciences of the United States of America, 2023,
120, .

3.3 12

6348 Identification of Genetic Markers and Genes Putatively Involved in Determining Olive Fruit Weight.
Plants, 2023, 12, 155. 1.6 6

6349 Quality assessment and refinement of chromatin accessibility data using a sequence-based predictive
model. Proceedings of the National Academy of Sciences of the United States of America, 2022, 119, . 3.3 4

6350 Investigation of Rare Non-Coding Variants in Familial Multiple Myeloma. Cells, 2023, 12, 96. 1.8 2



284

Citation Report

# Article IF Citations

6351
A chromosome-scale genome assembly of Dasypyrum villosum provides insights into its application as
a broad-spectrum disease resistance resource for wheat improvement. Molecular Plant, 2023, 16,
432-451.

3.9 9

6352 Diagnostic potential of the amniotic fluid cells transcriptome in deciphering mendelian disease: a
proof-of-concept. Npj Genomic Medicine, 2022, 7, . 1.7 7

6353 A temporal classifier predicts histopathology state and parses acute-chronic phasing in inflammatory
bowel disease patients. Communications Biology, 2023, 6, . 2.0 1

6354 Driver and targetable alterations in Chinese patients with small bowel carcinoma. Journal of Cancer
Research and Clinical Oncology, 2023, 149, 6139-6150. 1.2 0

6355 Genome-wide analysis of transcriptome and histone modifications in Brassica napus hybrid. Frontiers
in Plant Science, 0, 14, . 1.7 1

6356 A multi-omic analysis reveals the esophageal dysbiosis as the predominant trait of eosinophilic
esophagitis. Journal of Translational Medicine, 2023, 21, . 1.8 15

6358 Gos: a declarative library for interactive genomics visualization in Python. Bioinformatics, 2023, 39, . 1.8 5

6360 Arabidopsis AGAMOUS-LIKE16 and SUPPRESSOR OF CONSTANS1 regulate the genome-wide expression and
flowering time. Plant Physiology, 2023, 192, 154-169. 2.3 2

6362 Genome-wide mapping of proteinâ€“DNA damage interaction by PADD-seq. Nucleic Acids Research, 2023,
51, e32-e32. 6.5 2

6363 LncRNA evolution and DNA methylation variation participate in photosynthesis pathways of distinct
lineages of &lt;i&gt;Populus&lt;/i&gt;. Forestry Research, 2023, 3, 0-0. 0.5 2

6364 A putative xanthine dehydrogenase is critical for Borrelia burgdorferi survival in ticks and mice.
Microbiology (United Kingdom), 2023, 169, . 0.7 1

6366 Molecular Characterization and Efficacy Evaluation of Transgenic Maize Harboring
cry2Ab-vip3A-cp4epsps for Insect Resistance and Herbicide Tolerance. Plants, 2023, 12, 612. 1.6 0

6367 Nematode gene annotation by machine-learning-assisted proteotranscriptomics enables
proteome-wide evolutionary analysis. Genome Research, 2023, 33, 112-128. 2.4 1

6368 Genetic trajectory and clonal evolution of multiple primary lung cancer with lymph node metastasis.
Cancer Gene Therapy, 0, , . 2.2 0

6369 A Prox1 enhancer represses haematopoiesis in the lymphatic vasculature. Nature, 2023, 614, 343-348. 13.7 11

6370 Single-cell RNA binding protein regulatory network analyses reveal oncogenic HNRNPK-MYC signalling
pathway in cancer. Communications Biology, 2023, 6, . 2.0 6

6371 <i>C. elegans</i> molting requires rhythmic accumulation of the Grainyhead/<scp>LSF</scp>
transcription factor <scp>GRH</scp>â€•1. EMBO Journal, 2023, 42, . 3.5 10

6372 Highly Dynamic Gene Family Evolution Suggests Changing Roles for<i>PON</i>Genes Within Metazoa.
Genome Biology and Evolution, 2023, 15, . 1.1 2



285

Citation Report

# Article IF Citations

6374 Inhibition of EZH2 Causes Retrotransposon Derepression and Immune Activation in Porcine Lung
Alveolar Macrophages. International Journal of Molecular Sciences, 2023, 24, 2394. 1.8 0

6375 A chromosome-level reference genome and pangenome for barn swallow population genomics. Cell
Reports, 2023, 42, 111992. 2.9 4

6376 Characterization of immunoglobulin loci in the gigantic genome of Ambystoma mexicanum. Frontiers
in Immunology, 0, 14, . 2.2 1

6377 Gene Regulatory Interactions at Lamina-Associated Domains. Genes, 2023, 14, 334. 1.0 2

6378 scm6A-seq reveals single-cell landscapes of the dynamic m6A during oocyte maturation and early
embryonic development. Nature Communications, 2023, 14, . 5.8 21

6379
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

6381 Human zygotic genome activation is initiated from paternal genome. Cell Discovery, 2023, 9, . 3.1 7

6384 Transcriptomic Approach for Global Distribution of SNP/Indel and Plant Genotyping. Methods in
Molecular Biology, 2023, , 147-164. 0.4 0

6385 Mitochondrial genome in sporadic breast cancer: A case control study and a proteomic analysis in a
Sinhalese cohort from Sri Lanka. PLoS ONE, 2023, 18, e0281620. 1.1 1

6386
Benchmarking of Nanopore R10.4 and R9.4.1 flow cells in single-cell whole-genome amplification and
whole-genome shotgun sequencing. Computational and Structural Biotechnology Journal, 2023, 21,
2352-2364.

1.9 25

6387 CD103 and CD39 coexpression identifies neoantigen-specific cytotoxic T cells in colorectal cancers
with low mutation burden. , 2023, 11, e005887. 11

6388 An ASO therapy for Angelman syndrome that targets an evolutionarily conserved region at the start
of the <i>UBE3A-AS</i> transcript. Science Translational Medicine, 2023, 15, . 5.8 10

6389 A sheep pangenome reveals the spectrum of structural variations and their effects on tail phenotypes.
Genome Research, 2023, 33, 463-477. 2.4 19

6390 Antitumor Tâ€•cell function requires CPEB4â€•mediated adaptation to chronic endoplasmic reticulum
stress. EMBO Journal, 2023, 42, . 3.5 3

6391
Genomic Landscape of Primary Resistance to Osimertinib Among Hispanic Patients with EGFR-Mutant
Non-Small Cell Lung Cancer (NSCLC): Results of an Observational Longitudinal Cohort Study.
Targeted Oncology, 2023, 18, 425-440.

1.7 5

6392 SNV/indel hypermutator phenotype in biallelic RAD51C variant: Fanconi anemia. Human Genetics, 2023,
142, 721-733. 1.8 0

6394 Structural variation (SV)-based pan-genome and GWAS reveal the impacts of SVs on the speciation and
diversification of allotetraploid cottons. Molecular Plant, 2023, 16, 678-693. 3.9 14

6395 High-Throughput Transcriptomics of Celf1 Conditional Knockout Lens Identifies Downstream
Networks Linked to Cataract Pathology. Cells, 2023, 12, 1070. 1.8 6



286

Citation Report

# Article IF Citations

6396 Full-length circular RNA profiling by nanopore sequencing with CIRI-long. Nature Protocols, 2023, 18,
1795-1813. 5.5 8

6397 OBERON3 and SUPPRESSOR OF MAX2 1-LIKE proteins form a regulatory module driving phloem
development. Nature Communications, 2023, 14, . 5.8 4

6398 Dynamic antagonism between key repressive pathways maintains the placental epigenome. Nature Cell
Biology, 2023, 25, 579-591. 4.6 2

6399 A heterozygous missense variant in DLX3 leads to uterine leiomyomas and pregnancy losses in a
consanguineous Iranian family. Gene, 2023, 865, 147292. 1.0 0

6400 Prevalence of HSPB6 gene variants in peripartum cardiomyopathy: Data from the German PPCM
registry. International Journal of Cardiology, 2023, 379, 96-99. 0.8 1

6401 Identification of inflamed-phenotype of small cell lung cancer leading to the efficacy of anti-PD-L1
antibody and chemotherapy. Lung Cancer, 2023, 179, 107183. 0.9 2

6402 DeepRetention: A Deep Learning Approach for Intron Retention Detection. Big Data Mining and
Analytics, 2023, 6, 115-126. 7.5 2

6403 Generating minimum set of gRNA to cover multiple targets in multiple genomes with MINORg. Nucleic
Acids Research, 0, , . 6.5 0

6404 Single-nucleotide resolution detection of Topo IV cleavage activity in the Escherichia coli genome
with Topo-Seq. Frontiers in Microbiology, 0, 14, . 1.5 0

6405 Genetic fineâ€•mapping reveals single nucleotide polymorphism mutations in the <scp>MC1R</scp>
regulatory region associated with duck melanism. Molecular Ecology, 2023, 32, 3076-3088. 2.0 2

6406 Whole-exome sequencing reveals genetic variants in low-risk and high-risk neuroblastoma. Gene, 2023,
860, 147233. 1.0 0

6411 Characterization of a new CCCTC-binding factor binding site as a dual regulator of Epstein-Barr virus
latent infection. PLoS Pathogens, 2023, 19, e1011078. 2.1 3

6412 A pangenome analysis pipeline provides insights into functional gene identification in rice. Genome
Biology, 2023, 24, . 3.8 12

6413 Quantitative trait locus for calving traits on Bos taurus autosome 18 in Holstein cattle is embedded
in a complex genomic region. Journal of Dairy Science, 2023, 106, 1925-1941. 1.4 1

6414 Genome Sequencing. , 2021, , 298-317. 0

6415 NOVA1 acts on Impact to regulate hypothalamic function and translation in inhibitory neurons. Cell
Reports, 2023, 42, 112050. 2.9 3

6416
Cumulative UV Exposure or a Modified SCINEXAâ„¢-Skin Aging Score Do Not Play a Substantial Role in
Predicting the Risk of Developing Keratinocyte Cancers after Solid Organ Transplantationâ€”A Case
Control Study. Cancers, 2023, 15, 864.

1.7 2

6417 FAM122A Is Required for Mesendodermal and Cardiac Differentiation of Embryonic Stem Cells. Stem
Cells, 2023, 41, 354-367. 1.4 1



287

Citation Report

# Article IF Citations

6418 Containerized Bioinformatics Ecosystem for HPC. , 2022, , . 0

6421 Prevalence and Associations of Beta2-Microglobulin Mutations in MSI-H/dMMR Cancers. Oncologist,
2023, 28, e136-e144. 1.9 4

6422
Lens Epithelial Explants Treated with Vitreous Humor Undergo Alterations in Chromatin Landscape
with Concurrent Activation of Genes Associated with Fiber Cell Differentiation and Innate Immune
Response. Cells, 2023, 12, 501.

1.8 4

6423 User Experience: A Bibliometric Review of the Literature. IEEE Access, 2023, 11, 12663-12676. 2.6 1

6426
Exhaustionâ€‘like dysfunction of T and NKT cells inÂ anÂ Xâ€‘linked severe combined immunodeficiency patient
with maternal engraftment by singleâ€‘cell analysis. International Journal of Molecular Medicine, 2023,
51, .

1.8 0

6427 The Landscape of Expressed Chimeric Transcripts in the Blood of Severe COVID-19 Infected Patients.
Viruses, 2023, 15, 433. 1.5 0

6429 Reactivation of Epstein-Barr Virus from Latency Involves Increased RNA Polymerase Activity at CTCF
Binding Sites on the Viral Genome. Journal of Virology, 2023, 97, . 1.5 4

6434 Escherichia coli CspA stimulates translation in the cold of its own mRNA by promoting ribosome
progression. Frontiers in Microbiology, 0, 14, . 1.5 1

6435 Conserved gene signatures shared among MAPT mutations reveal defects in calcium signaling.
Frontiers in Molecular Biosciences, 0, 10, . 1.6 4

6436 Dynamic changes of 3â€² <scp>UTR</scp> length during oocyteâ€•toâ€•zygote transition of <i>in vitro</i> pig
embryos. Reproduction in Domestic Animals, 0, , . 0.6 1

6437 Evaluation of genetic alterations in hereditary cancer susceptibility genes in the Ashkenazi Jewish
women community of Mexico. Frontiers in Genetics, 0, 14, . 1.1 1

6438 The Mfd protein is the transcription-repair coupling factor (TRCF) in Mycobacterium smegmatis.
Journal of Biological Chemistry, 2023, 299, 103009. 1.6 1

6439 Whole genome sequencing of Malaysian colorectal cancer patients reveals specific druggable somatic
mutations. Frontiers in Molecular Biosciences, 0, 9, . 1.6 1

6440 RNA Methylome Reveals the m<b>6</b>A-Mediated Regulation of Flavor Metabolites in Tea Leaves under
Solar-Withering. Genomics, Proteomics and Bioinformatics, 2023, 21, 769-787. 3.0 6

6441 PipeIT2: A tumor-only somatic variant calling workflow for molecular diagnostic Ion Torrent
sequencing data. Genomics, 2023, 115, 110587. 1.3 1

6443 Transcriptome and Proteome of Methicillin-Resistant Staphylococcus aureus Small-Colony Variants
Reveal Changed Metabolism and Increased Immune Evasion. Microbiology Spectrum, 2023, 11, . 1.2 5

6447 Transcriptomics-Driven Characterization of LUZ100, a T7-like Pseudomonas Phage with Temperate
Features. MSystems, 2023, 8, . 1.7 4

6448 Sorting nexin 10 sustains PDGF receptor signaling in glioblastoma stem cells via endosomal protein
sorting. JCI Insight, 2023, 8, . 2.3 3



288

Citation Report

# Article IF Citations

6449 Runx1 controls auditory sensory neuron diversity in mice. Developmental Cell, 2023, 58, 306-319.e5. 3.1 9

6450 Targeting fat mass and obesity-associated protein mitigates human colorectal cancer growth in vitro
and in a murine model. Frontiers in Oncology, 0, 13, . 1.3 1

6451
Clinical application of longâ€•read nanopore sequencing in aÂ preimplantation genetic testing preâ€•clinical
workup to identify the junction for complex Xq chromosome rearrangementâ€•related disease. Prenatal
Diagnosis, 2023, 43, 304-313.

1.1 2

6452 Regulation of endogenous retrovirusâ€“derived regulatory elements by GATA2/3 and MSX2 in human
trophoblast stem cells. Genome Research, 2023, 33, 197-207. 2.4 6

6453
Transcriptome-wide assessment of N6-methyladenosine modification identifies different gene
expression and infection-associated pathways in Treponema pallidum-infected macrophage. Journal of
Dermatological Science, 2023, 109, 108-116.

1.0 0

6454 Interleukin-27-dependent transcriptome signatures during neonatal sepsis. Frontiers in Immunology, 0,
14, . 2.2 2

6456 The Antidepressant Sertraline Affects Cell Signaling and Metabolism in Trichophyton rubrum. Journal
of Fungi (Basel, Switzerland), 2023, 9, 275. 1.5 1

6457
Transcriptomic and epigenomic analyses revealed that polycomb repressive complex 2 regulates not
only developmental but also stress responsive metabolism in Brassica rapa. Frontiers in Plant Science,
0, 14, .

1.7 0

6458 A genome-wide map of DNA replication at single-molecule resolution in the malaria
parasite<i>Plasmodium falciparum</i>. Nucleic Acids Research, 2023, 51, 2709-2724. 6.5 4

6459 Long-Read Whole-Genome Sequencing Using a Nanopore Sequencer and Detection of Structural
Variants in Cancer Genomes. Methods in Molecular Biology, 2023, , 177-189. 0.4 0

6460 Personalized recurrence risk assessment following the birth of a child with a pathogenic de novo
mutation. Nature Communications, 2023, 14, . 5.8 7

6461 A molecular atlas reveals the tri-sectional spinning mechanism of spider dragline silk. Nature
Communications, 2023, 14, . 5.8 2

6462 Identifying Targets of Selection in Laboratory Evolution Experiments. Journal of Molecular
Evolution, 2023, 91, 345-355. 0.8 4

6463 Two Complete Genomes of Male-Killing Wolbachia Infecting Ostrinia Moth Species Illuminate Their
Evolutionary Dynamics and Association with Hosts. Microbial Ecology, 2023, 86, 1740-1754. 1.4 3

6465 Giant proteins in a giant cell: Molecular basis of ultrafast Ca <sup>2+</sup> -dependent cell
contraction. Science Advances, 2023, 9, . 4.7 4

6467 ChIP-seq profiling of H3K4me3 and H3K27me3 in an invasive insect, Bactroceradorsalis. Frontiers in
Genetics, 0, 14, . 1.1 1

6468 Contribution of the TCRÎ² Repertoire to Marekâ€™s Disease Genetic Resistance in the Chicken. Viruses, 2023,
15, 607. 1.5 0

6469 Comprehensive molecular and clinical characterization of &lt;i&gt;NUP98&lt;/i&gt; fusions in pediatric
acute myeloid leukemia. Haematologica, 2023, 108, 2044-2058. 1.7 10



289

Citation Report

# Article IF Citations

6471 Retrospective analysis of enhancer activity and transcriptome history. Nature Biotechnology, 2023, 41,
1582-1592. 9.4 3

6472 Identification and characterization of extrachromosomal circular DNA in the silk gland of <i>Bombyx
mori</i>. Insect Science, 2023, 30, 1565-1578. 1.5 1

6473 Skin infectome of patients with a tick bite history. Frontiers in Cellular and Infection Microbiology, 0,
13, . 1.8 3

6474 Aberrant p53 Expression in Gastric Biopsies and Resection Specimens Following Neoadjuvant
Chemoradiation: A Diagnostic Pitfall. International Journal of Surgical Pathology, 0, , 106689692311573. 0.4 0

6477 Genetic Characterization of a Novel Equus caballus Papillomavirus Isolated from a Thoroughbred
Mare. Viruses, 2023, 15, 650. 1.5 2

6479 Assembling the perfect bacterial genome using Oxford Nanopore and Illumina sequencing. PLoS
Computational Biology, 2023, 19, e1010905. 1.5 44

6480 Genotype-by-environment and QTL-by-environment interactions in sweet cherry (Prunus avium L.) for
flowering date. Frontiers in Plant Science, 0, 14, . 1.7 2

6481 An autoimmune pleiotropic SNP modulates IRF5 alternative promoter usage through ZBTB3-mediated
chromatin looping. Nature Communications, 2023, 14, . 5.8 6

6482 Endogenous retrovirus-derived enhancers confer the transcriptional regulation of human
trophoblast syncytialization. Nucleic Acids Research, 2023, 51, 4745-4759. 6.5 9

6486 Genomic Diversity and Runs of Homozygosity in Bernese Mountain Dogs. Genes, 2023, 14, 650. 1.0 3

6487 Mutation Rate and Spectrum of the Silkworm in Normal and Temperature Stress Conditions. Genes,
2023, 14, 649. 1.0 0

6488 Borrelia burgdorferi Outer Surface Protein C Is Not the Sole Determinant of Dissemination in
Mammals. Infection and Immunity, 2023, 91, . 1.0 2

6491 KIT A502_Y503 duplication mutation serves as a potential and universal target for neoantigen peptide
in Chinese GIST patients. Journal of Gastroenterology and Hepatology (Australia), 2023, 38, 1123-1130. 1.4 0

6492 Genetic analyses of DNA repair pathway associated genes implicate new candidate cancer predisposing
genes in ancestrally defined ovarian cancer cases. Frontiers in Oncology, 0, 13, . 1.3 1

6493 Hologenome analysis reveals independent evolution to chemosymbiosis by deep-sea bivalves. BMC
Biology, 2023, 21, . 1.7 2

6494 CTCF controls three-dimensional enhancer network underlying the inflammatory response of bone
marrow-derived dendritic cells. Nature Communications, 2023, 14, . 5.8 3

6496 DICER1-associated central nervous system sarcoma: A comprehensive clinical and genomic
characterization of case series of young adult patients. Neuro-Oncology Practice, 2023, 10, 381-390. 1.0 1

6497 Aneuploidy and gene dosage regulate filamentation and host colonization by <i>Candida albicans</i>.
Proceedings of the National Academy of Sciences of the United States of America, 2023, 120, . 3.3 1



290

Citation Report

# Article IF Citations

6499 Epigenetic combined with transcriptomic analysis of the m6A methylome after spared nerve
injury-induced neuropathic pain in mice. Neural Regeneration Research, 2023, . 1.6 0

6500 Tnâ€•seq identifies <i>Ralstonia solanacearum</i> genes required for tolerance of plant immunity
induced by exogenous salicylic acid. Molecular Plant Pathology, 2023, 24, 536-548. 2.0 4

6501 Alternative splicing derived invertebrate variable lymphocyte receptor displays diversity and
specificity in immune system of crab Eriocheir sinensis. Frontiers in Immunology, 0, 13, . 2.2 1

6502 Archaic humans have contributed to large-scale variation in modern human TÂ cell receptor genes.
Immunity, 2023, 56, 635-652.e6. 6.6 7

6504 Chromatin structure influences rate and spectrum of spontaneous mutations in<i>Neurospora
crassa</i>. Genome Research, 2023, 33, 599-611. 2.4 5

6505 The tissue-specific chromatin accessibility landscape of Papaver somniferum. Frontiers in Genetics, 0,
14, . 1.1 2

6506 BRCA1-methylated triple negative breast cancers previously exposed to neoadjuvant chemotherapy
form RAD51 foci and respond poorly to olaparib. Frontiers in Oncology, 0, 13, . 1.3 0

6507 Long-read-based Genome Assembly of <i>Drosophila gunungcola</i> Reveals Fewer Chemosensory
Genes in Flower-breeding Species. Genome Biology and Evolution, 2023, 15, . 1.1 0

6508 Spt6 directly interacts with Cdc73 and is required for Paf1 complex occupancy at active genes in
<i>Saccharomyces cerevisiae</i>. Nucleic Acids Research, 2023, 51, 4814-4830. 6.5 5

6509 Neofunctionalization of tandem duplicate genes encoding putative
Î²-<scp>l</scp>-arabinofuranosidases in Arabidopsis. Plant Physiology, 0, , . 2.3 1

6510 Pioneer factor ASCL1 cooperates with the mSWI/SNF complex at distal regulatory elements to regulate
human neural differentiation. Genes and Development, 2023, 37, 218-242. 2.7 13

6513 A near complete genome assembly of chia assists in identification of key fatty acid desaturases in
developing seeds. Frontiers in Plant Science, 0, 14, . 1.7 3

6515 <i>ViReMa</i>: a virus recombination mapper of next-generation sequencing data characterizes diverse
recombinant viral nucleic acids. GigaScience, 2023, 12, . 3.3 7

6517 Evidence for a Putative Isoprene Reductase in Acetobacterium wieringae. MSystems, 0, , . 1.7 0

6518
Rapid survey of de novo mutations in naturally growing tree species following the March 2011
disaster in Fukushima: The effect of low-dose-rate radiation. Environment International, 2023, 174,
107893.

4.8 1

6520 Genomic analyses of hair from Ludwig van Beethoven. Current Biology, 2023, 33, 1431-1447.e22. 1.8 20

6521 Identification and characterization of extrachromosomal circular DNA in patients with high myopia
and cataract. Epigenetics, 2023, 18, . 1.3 5

6522
Complete genome sequences and comparative secretomic analysis for the industrially cultivated
edible mushroom Lyophyllum decastes reveals insights on evolution and lignocellulose degradation
potential. Frontiers in Microbiology, 0, 14, .

1.5 1



291

Citation Report

# Article IF Citations

6523 Tn5 tagments and transposes oligos to single-stranded DNA for strand-specific RNA sequencing.
Genome Research, 2023, 33, 412-426. 2.4 2

6524 Cue: a deep-learning framework for structural variant discovery and genotyping. Nature Methods,
2023, 20, 559-568. 9.0 8

6525 A One Health approach revealed the long-term role of Mycobacterium caprae as the hidden cause of
human tuberculosis in a region of Spain, 2003 to 2022. Eurosurveillance, 2023, 28, . 3.9 1

6526 SWATH-MS-based proteogenomic analysis reveals the involvement of alternative splicing in poplar
upon lead stress. Genome Research, 2023, 33, 371-385. 2.4 5

6528 Assembling highly repetitive Xanthomonas TALomes using Oxford Nanopore sequencing. BMC
Genomics, 2023, 24, . 1.2 3

6529 CeGAL: Redefining a Widespread Fungal-Specific Transcription Factor Family Using an In Silico
Error-Tracking Approach. Journal of Fungi (Basel, Switzerland), 2023, 9, 424. 1.5 2

6530 Native liver survival in bile salt export pump deficiency: results of a retrospective cohort study.
Hepatology Communications, 2023, 7, . 2.0 1

6531 Pathogenic genomic alterations in Chinese pancreatic cancer patients and their therapeutical
implications. Cancer Medicine, 2023, 12, 11672-11685. 1.3 5

6532 Identification and characterization of novel ETV4 splice variants in prostate cancer. Scientific
Reports, 2023, 13, . 1.6 1

6533 Best Practices in Microbial Experimental Evolution: Using Reporters and Long-Read Sequencing to
Identify Copy Number Variation in Experimental Evolution. Journal of Molecular Evolution, 0, , . 0.8 4

6535 TOM-1/tomosyn acts with the UNC-6/netrin receptor UNC-5 to inhibit growth cone protrusion in
<i>Caenorhabditis elegans</i>. Development (Cambridge), 2023, 150, . 1.2 2

6536 The complete reference genome for grapevine (<i>Vitis vinifera</i>L.) genetics and breeding.
Horticulture Research, 2023, 10, . 2.9 38

6537 Disruption of the<i>Aspergillus fumigatus</i>RNA interference machinery alters the conidial
transcriptome.. Rna, 0, , rna.079350.122. 1.6 2

6539 LncRNA TCONS_00323213 Promotes Myogenic Differentiation by Interacting with PKNOX2 to Upregulate
MyoG in Porcine Satellite Cells. International Journal of Molecular Sciences, 2023, 24, 6773. 1.8 1

6540 RBBP4 is an epigenetic barrier for the induced transition of pluripotent stem cells into totipotent
2C-like cells. Nucleic Acids Research, 2023, 51, 5414-5431. 6.5 3

6542 Quantitative analysis of tRNA abundance and modifications by nanopore RNA sequencing. Nature
Biotechnology, 2024, 42, 72-86. 9.4 35

6543 Methylation of the glucocorticoid receptor gene (NR3C1) in dyads mother-child exposed to intimate
partner violence in Cameroon: Association with anxiety symptoms. PLoS ONE, 2023, 18, e0273602. 1.1 3

6546 Standardization and Interpretation of RNA-sequencing for Transplantation. Transplantation, 2023, 107,
2155-2167. 0.5 3



292

Citation Report

# Article IF Citations

6547 DNA architectural protein CTCF facilitates subset-specific chromatin interactions to limit the
formation of memory CD8+ TÂ cells. Immunity, 2023, 56, 959-978.e10. 6.6 5

6548 Comparative Analysis of Bioactive Compounds in Two Globe Artichoke Ecotypes Sanitized and
Non-Sanitized from Viral Infections. Plants, 2023, 12, 1600. 1.6 1

6549 Small vault RNA1-2 modulates expression of cell membrane proteins through nascent RNA silencing.
Life Science Alliance, 2023, 6, e202302054. 1.3 2

6550 Evaluation of Whole Genome Sequencing and an Insertion Site Characterization Method for
Molecular Characterization of GM Maize. , 0, , 1-14. 4

6551 Extrachromosomal DNA in the cancerous transformation of Barrettâ€™s oesophagus. Nature, 2023, 616,
798-805. 13.7 21

6552 Genome-wide association analysis revealed genetic variation and candidate genes associated with the
yield traits of upland cotton under drought conditions. Frontiers in Plant Science, 0, 14, . 1.7 1

6553 Identification of novel cell-free RNAs in maternal plasma as preterm biomarkers in combination with
placental RNA profiles. Journal of Translational Medicine, 2023, 21, . 1.8 0

6554 Clonal evolution analyses of a chronic myeloid leukemia patient with hematopoietic stem cell
transplantation based on deep sequencing. , 2023, 2, . 0

6555 Genetic control of a sex-specific piRNA program. Current Biology, 2023, 33, 1825-1835.e3. 1.8 6

6556 Dynamic chromatin architectures provide insights into the genetics of cattle myogenesis. Journal of
Animal Science and Biotechnology, 2023, 14, . 2.1 1

6557 Whole Mitochondrial Genome Detection and Analysis of Two- to Four-Generation Maternal Pedigrees
Using a New Massively Parallel Sequencing Panel. Genes, 2023, 14, 912. 1.0 1

6558 Evaluating the Transition from Targeted to Exome Sequencing: A Guide for Clinical Laboratories.
International Journal of Molecular Sciences, 2023, 24, 7330. 1.8 0

6559 Transcriptome-wide profiling of RNA N4-cytidine acetylation in Arabidopsis thaliana and Oryza sativa.
Molecular Plant, 2023, 16, 1082-1098. 3.9 2

6560
Chromosomeâ€•scale genome assemblyâ€•assisted identification of <i>Miâ€•9</i> gene in <i>Solanum
arcanum</i> accession <scp>LA2157</scp>, conferring heatâ€•stable resistance to <i>Meloidogyne
incognita</i>. Plant Biotechnology Journal, 2023, 21, 1496-1509.

4.1 2

6561 pycoMeth: a toolbox for differential methylation testing from Nanopore methylation calls. Genome
Biology, 2023, 24, . 3.8 2

6562 TRPA1 rare variants in chronic neuropathic and nociplastic pain patients. Pain, 2023, 164, 2048-2059. 2.0 4

6563 3D genome mapping identifies subgroup-specific chromosome conformations and tumor-dependency
genes in ependymoma. Nature Communications, 2023, 14, . 5.8 1

6564 Analysis of genome instability and implications for the consequent phenotype in Plasmodium
falciparum containing mutated MSH2-1 (P513T). Microbial Genomics, 2023, 9, . 1.0 0



293

Citation Report

# Article IF Citations

6681 Matrix metalloproteinases in coronary artery disease and myocardial infarction. Basic Research in
Cardiology, 2023, 118, . 2.5 12

6778 A Workflow Guide to RNA-Seq Analysis of Chaperone Function and Beyond. Methods in Molecular
Biology, 2023, , 39-60. 0.4 0

6790 Genome-Wide Binding Analysis of DNA Repair Protein APE1 in Tumor Cells by ChIP-Seq. Methods in
Molecular Biology, 2023, , 243-252. 0.4 0

6824 Droplet-based single-cell joint profiling of histone modifications and transcriptomes. Nature
Structural and Molecular Biology, 2023, 30, 1428-1433. 3.6 6

6888 Computational Genomics Approaches for Livestock Improvement and Management. Livestock Diseases
and Management, 2023, , 351-376. 0.5 0

6897 Molecular Techniques in the Diagnosis and Monitoring of Acute and Chronic Leukaemias. , 2023, ,
23-45. 0

6910 Inference of Dynamic Growth Regulatory Network in Cancer Using High-Throughput Transcriptomic
Data. Methods in Molecular Biology, 2024, , 51-77. 0.4 0

6920 Networks Analytics of Heterogeneous Big Data. , 2023, , 65-74. 0

6933 Bioinformatics of epigenetic data generated from next-generation sequencing. , 2024, , 37-82. 0

7067 Enabling Multimodal User Interactions for Genomics Visualization Creation. , 2023, , . 0

7088 Exploring hematopoiesis in zebrafish using forward genetic screening. Experimental and Molecular
Medicine, 2024, 56, 51-58. 3.2 0

7107 Assembly, Annotation and Visualization of NGS Data. Springer Protocols, 2024, , 63-93. 0.1 0

7116 Discovering Novel Bacterial Small RNA by RNA-seq Analysis Toolkit ANNOgesic. Methods in Molecular
Biology, 2024, , 35-69. 0.4 0

7128 Integration of multi-omic data to identify transcriptional targets during human hematopoietic stem
cell erythroidÂ differentiation. , 2024, , 233-252. 0

7138 Bioinformatics for Plant Genetics and Breeding Research. , 2024, , 35-64. 0

7224 Obtaining Detailed Phage Transcriptomes Using ONT-Cappable-Seq. Methods in Molecular Biology,
2024, , 207-235. 0.4 0

7237 Detecting and Validating MAPT Mutations in Neurodegeneration Patients and Analysis of Exon Splicing
Consequences. Methods in Molecular Biology, 2024, , 411-433. 0.4 0


