
Targeted exploration and analysis of large cross-platform human transcriptomic
compendia

Nature Methods

12, 211-214

DOI: 10.1038/nmeth.3249

Citation Report



Citation Report

2

# Article IF Citations

1 PADPIN: protein-protein interaction networks of angiogenesis, arteriogenesis, and inflammation in
peripheral arterial disease. Physiological Genomics, 2015, 47, 331-343. 2.3 12

2 Implications of pleiotropy: challenges and opportunities for mining Big Data in biomedicine. Frontiers
in Genetics, 2015, 6, 229. 2.3 41

3 Human transient receptor potential (TRP) channel expression profiling in carcinogenesis.
International Journal of Developmental Biology, 2015, 59, 399-406. 0.6 26

4 Big Data in<i>Caenorhabditis elegans</i>:<i>quo vadis</i>?. Molecular Biology of the Cell, 2015, 26,
3909-3914. 2.1 8

5 Cancer: smoother journeys for molecular data. Nature Methods, 2015, 12, 299-302. 19.0 3

6 Interactomic analysis of REST/NRSF and implications of its functional links with the transcription
suppressor TRIM28 during neuronal differentiation. Scientific Reports, 2016, 6, 39049. 3.3 20

7 Parallel Pairwise Correlation Computation on Intel Xeon Phi Clusters. , 2016, , . 7

8 Expanding the Immunology Toolbox: Embracing Public-Data Reuse and Crowdsourcing. Immunity, 2016,
45, 1191-1204. 14.3 19

9 Capture of associated targets on chromatin links long-distance chromatin looping to transcriptional
coordination. Nature Communications, 2016, 7, 12893. 12.8 2

10
Computational Drug Networks: a computational approach to elucidate drug mode of action and to
facilitate drug repositioning for neurodegenerative diseases. Drug Discovery Today: Disease Models,
2016, 19, 11-17.

1.2 5

11 Extraction and analysis of signatures from the Gene Expression Omnibus by the crowd. Nature
Communications, 2016, 7, 12846. 12.8 204

12 Establishing an analytic pipeline for genome-wide DNA methylation. Clinical Epigenetics, 2016, 8, 45. 4.1 36

13 Comparative evaluation of isoform-level gene expression estimation algorithms for RNA-seq and
exon-array platforms. Briefings in Bioinformatics, 2016, 18, bbw016. 6.5 25

14 The oncogenic triangle of HMGA2, LIN28B and IGF2BP1 antagonizes tumor-suppressive actions of the
let-7 family. Nucleic Acids Research, 2016, 44, 3845-3864. 14.5 88

15 GEMINI: a computationally-efficient search engine for large gene expression datasets. BMC
Bioinformatics, 2016, 17, 102. 2.6 13

16 Entropy-based consensus clustering for patient stratification. Bioinformatics, 2017, 33, 2691-2698. 4.1 73

17
Large-scale gene network analysis reveals the significance of extracellular matrix pathway and
homeobox genes in acute myeloid leukemia: an introduction to the Pigengene package and its
applications. BMC Medical Genomics, 2017, 10, 16.

1.5 34

18 Use of Structural Properties of Underlying Graphs in Pathway Enrichment Analysis of Genomic Data. ,
2017, , . 3



3

Citation Report

# Article IF Citations

19 Selfing in Haploid Plants and Efficacy of Selection: Codon Usage Bias in the Model Moss
Physcomitrella patens. Genome Biology and Evolution, 2017, 9, 1528-1546. 2.5 21

20 IFNÎ³-Dependent Tissue-Immune Homeostasis Is Co-opted in the Tumor Microenvironment. Cell, 2017, 170,
127-141.e15. 28.9 140

21 Bioinformatic Analysis of Circadian Expression of Oncogenes and Tumor Suppressor Genes.
Bioinformatics and Biology Insights, 2017, 11, 1177932217746991. 2.0 3

22 MicroRNA Networks in Breast Cancer Cells. Methods in Molecular Biology, 2018, 1711, 55-81. 0.9 15

23 Data integration and predictive modeling methods for multi-omics datasets. Molecular Omics, 2018, 14,
8-25. 2.8 73

24 A comprehensive evaluation of module detection methods for gene expression data. Nature
Communications, 2018, 9, 1090. 12.8 229

25 Regulation of the Hsp90 system. Biochimica Et Biophysica Acta - Molecular Cell Research, 2018, 1865,
889-897. 4.1 48

26 Autoantibodies against the Immunoglobulin-Binding Region of Ro52 Link its Autoantigenicity with
Pathogen Neutralization. Scientific Reports, 2018, 8, 3345. 3.3 14

27 Infinite ensemble clustering. Data Mining and Knowledge Discovery, 2018, 32, 385-416. 3.7 28

28 Multiobjective Patient Stratification Using Evolutionary Multiobjective Optimization. IEEE Journal of
Biomedical and Health Informatics, 2018, 22, 1619-1629. 6.3 10

29 Revealing the Critical Regulators of Cell Identity in the Mouse Cell Atlas. Cell Reports, 2018, 25,
1436-1445.e3. 6.4 185

30 Caveolin-1 Modulates Mechanotransduction Responses to Substrate Stiffness through
Actin-Dependent Control of YAP. Cell Reports, 2018, 25, 1622-1635.e6. 6.4 91

31 BioModelKit â€“ An Integrative Framework for Multi-Scale Biomodel-Engineering. Journal of Integrative
Bioinformatics, 2018, 15, . 1.5 1

32 Protein interaction and functional data indicate MTHFD2 involvement in RNA processing and
translation. Cancer & Metabolism, 2018, 6, 12. 5.0 32

33 Global landscape of mouse and human cytokine transcriptional regulation. Nucleic Acids Research,
2018, 46, 9321-9337. 14.5 56

34 A loop-counting method for covariate-corrected low-rank biclustering of gene-expression and
genome-wide association study data. PLoS Computational Biology, 2018, 14, e1006105. 3.2 3

35
Identifying the genetic risk factors for treatment response to lurasidone by genome-wide association
study: A meta-analysis of samples from three independent clinical trials. Schizophrenia Research, 2018,
199, 203-213.

2.0 16

36 BioDataome: a collection of uniformly preprocessed and automatically annotated datasets for
data-driven biology. Database: the Journal of Biological Databases and Curation, 2018, 2018, . 3.0 25



4

Citation Report

# Article IF Citations

37 The E3 ubiquitin ligase UBR5 regulates centriolar satellite stability and primary cilia. Molecular
Biology of the Cell, 2018, 29, 1542-1554. 2.1 27

38 Bioinformatics and genomic databases. Handbook of Clinical Neurology / Edited By P J Vinken and G W
Bruyn, 2018, 147, 75-92. 1.8 15

39 Mitochondrial MTHFD isozymes display distinct expression, regulation, and association with cancer.
Gene, 2019, 716, 144032. 2.2 19

40 OLFM4 Expression in Ductal Carcinoma In Situ and in Invasive Breast Cancer Cohorts by a SWATHâ€•Based
Proteomic Approach. Proteomics, 2019, 19, e1800446. 2.2 17

41 Data-driven characterization of molecular phenotypes across heterogeneous sample collections.
Nucleic Acids Research, 2019, 47, e76-e76. 14.5 23

42 Polypyrrole coated membranes with tunable surface wettability for effective oil-water separation by
chemical oxidation. Materials Research Express, 2019, 6, 035501. 1.6 6

43 Detection of Vasodilators From Herbal Components by a Transcriptome-Based Functional Gene
Module Reference Approach. Frontiers in Pharmacology, 2019, 10, 1144. 3.5 6

44 GREM1 is associated with metastasis and predicts poor prognosis in ER-negative breast cancer patients.
Cell Communication and Signaling, 2019, 17, 140. 6.5 32

45 Activated MEK/ERK Pathway Drives Widespread and Coordinated Overexpression of UHRF1 and DNMT1
in Cancer cells. Scientific Reports, 2019, 9, 907. 3.3 26

46 Matching tRNA modifications in humans to their known and predicted enzymes. Nucleic Acids
Research, 2019, 47, 2143-2159. 14.5 116

47 Human COQ10A and COQ10B are distinct lipid-binding START domain proteins required for coenzyme Q
function. Journal of Lipid Research, 2019, 60, 1293-1310. 4.2 38

48 Hypoxia-induced tumor exosomes promote M2-like macrophage polarization of infiltrating myeloid
cells and microRNA-mediated metabolic shift. Oncogene, 2019, 38, 5158-5173. 5.9 212

49 An epistasis between dopaminergic and oxytocinergic systems confers risk of post-traumatic stress
disorder in a traumatized Chinese cohort. Scientific Reports, 2019, 9, 19252. 3.3 8

50 Identifying gene function and module connections by the integration of multispecies expression
compendia. Genome Research, 2019, 29, 2034-2045. 5.5 36

51 Mining data and metadata from the gene expression omnibus. Biophysical Reviews, 2019, 11, 103-110. 3.2 67

52 Arginylation regulates adipogenesis by regulating expression of PPARÎ³ at transcript and protein level.
Biochimica Et Biophysica Acta - Molecular and Cell Biology of Lipids, 2019, 1864, 596-607. 2.4 9

53 Subtype-specific transcriptional regulators in breast tumors subjected to genetic and epigenetic
alterations. Bioinformatics, 2020, 36, 994-999. 4.1 6

54 Gene regulatory network inference resources: A practical overview. Biochimica Et Biophysica Acta -
Gene Regulatory Mechanisms, 2020, 1863, 194430. 1.9 93



5

Citation Report

# Article IF Citations

55 A flexible, interpretable, and accurate approach for imputing the expression of unmeasured genes.
Nucleic Acids Research, 2020, 48, e125-e125. 14.5 9

56 Discovery of Natural Compounds for Cardiac Fibrosis by a Transcriptome-Based Functional Gene
Module Reference Approach. Journal of Natural Products, 2020, 83, 2923-2930. 3.0 3

57 Fibroblast-Derived STC-1 Modulates Tumor-Associated Macrophages and Lung Adenocarcinoma
Development. Cell Reports, 2020, 31, 107802. 6.4 18

58 Functional Gene Moduleâ€“Based Identification of Phillyrin as an Anticardiac Fibrosis Agent. Frontiers
in Pharmacology, 2020, 11, 1077. 3.5 11

59 N-Terminal Acetyltransferases Are Cancer-Essential Genes Prevalently Upregulated in Tumours.
Cancers, 2020, 12, 2631. 3.7 20

60
Conditional antagonism in co-cultures of Pseudomonas aeruginosa and Candida albicans: An
intersection of ethanol and phosphate signaling distilled from dual-seq transcriptomics. PLoS
Genetics, 2020, 16, e1008783.

3.5 27

61
Differential Co-Expression Analyses Allow the Identification of Critical Signalling Pathways Altered
during Tumour Transformation and Progression. International Journal of Molecular Sciences, 2020,
21, 9461.

4.1 27

62 Determinants of transcription factor regulatory range. Nature Communications, 2020, 11, 2472. 12.8 28

63 MyoMiner: explore gene co-expression in normal and pathological muscle. BMC Medical Genomics,
2020, 13, 67. 1.5 7

64 Nature-inspired multiobjective patient stratification from cancer gene expression data. Information
Sciences, 2020, 526, 245-262. 6.9 8

65 Genetic Interactions Affect Lung Function in Patients with Systemic Sclerosis. G3: Genes, Genomes,
Genetics, 2020, 10, 151-163. 1.8 8

66
Functionathon: a manual data mining workflow to generate functional hypotheses for
uncharacterized human proteins and its application by undergraduate students. Database: the Journal
of Biological Databases and Curation, 2021, 2021, .

3.0 8

67 Deepgmd: A Graph-Neural-Network-Based Method to Detect Gene Regulator Module. IEEE/ACM
Transactions on Computational Biology and Bioinformatics, 2022, 19, 3366-3373. 3.0 1

68 MET transcriptional regulator/serine peptidase inhibitor kunitz type 1 panel operating through
HGF/câ€•MET axis as a prognostic signature in panâ€•cancer. Cancer Medicine, 2021, 10, 2442-2460. 2.8 4

69 Immune cells lacking Y chromosome show dysregulation of autosomal gene expression. Cellular and
Molecular Life Sciences, 2021, 78, 4019-4033. 5.4 54

71 Single-Cell Transcriptomics-Based Study of Transcriptional Regulatory Features in the Mouse Brain
Vasculature. BioMed Research International, 2021, 2021, 1-15. 1.9 20

72 Time to infer miRNA sponge modules. Wiley Interdisciplinary Reviews RNA, 2022, 13, e1686. 6.4 13

73 Activin-mediated alterations of the fibroblast transcriptome and matrisome control the
biomechanical properties of skin wounds. Nature Communications, 2020, 11, 2604. 12.8 48



6

Citation Report

# Article IF Citations

78 CLIC, a tool for expanding biological pathways based on co-expression across thousands of datasets.
PLoS Computational Biology, 2017, 13, e1005653. 3.2 30

79 Hsp90-downregulation influences the heat-shock response, innate immune response and onset of
oocyte development in nematodes. PLoS ONE, 2017, 12, e0186386. 2.5 15

80 Systematic analysis of bypass suppression of essential genes. Molecular Systems Biology, 2020, 16,
e9828. 7.2 45

81 Genome-wide analysis of yeast expression data based on a priori generated co-regulation cliques.
Microbial Cell, 2019, 6, 160-176. 3.2 2

82 Data-driven analysis of immune infiltrate in a large cohort of breast cancer and its association with
disease progression, ER activity, and genomic complexity. Oncotarget, 2017, 8, 57121-57133. 1.8 31

83 Integrated profiling identifies SLC5A6 and MFAP2 as novel diagnostic and prognostic biomarkers in
gastric cancer patients. International Journal of Oncology, 2020, 56, 460-469. 3.3 13

88 Inner nuclear protein Matrin-3 coordinates cell differentiation by stabilizing chromatin architecture.
Nature Communications, 2021, 12, 6241. 12.8 25

89
Prediction of the Effects of Variants and Differential Expression of Key Host Genes ACE2, TMPRSS2,
and FURIN in SARS-CoV-2 Pathogenesis: An In Silico Approach. Bioinformatics and Biology Insights, 2021,
15, 117793222110546.

2.0 6

92 The NUCKS1-SKP2-p21/p27 axis controls S phase entry. Nature Communications, 2021, 12, 6959. 12.8 24

93 Robust normalization and transformation techniques for constructing gene coexpression networks
from RNA-seq data. Genome Biology, 2022, 23, 1. 8.8 69

94 Systematic identification of ACE2 expression modulators reveals cardiomyopathy as a risk factor for
mortality in COVID-19 patients. Genome Biology, 2022, 23, 15. 8.8 7

95 SIDT1 plays a key role in type I IFN responses to nucleic acids in plasmacytoid dendritic cells and
mediates the pathogenesis of an imiquimod-induced psoriasis model. EBioMedicine, 2022, 76, 103808. 6.1 10

96 Integrated Analysis Highlights the Immunosuppressive Role of TREM2+ Macrophages in Hepatocellular
Carcinoma. Frontiers in Immunology, 2022, 13, 848367. 4.8 28

97 Molecular Characteristics and Prognostic Role of MFAP2 in Stomach Adenocarcinoma. Journal of
Healthcare Engineering, 2022, 2022, 1-6. 1.9 3

98 Current progress and open challenges for applying deep learning across the biosciences. Nature
Communications, 2022, 13, 1728. 12.8 105

99 SigCom LINCS: data and metadata search engine for a million gene expression signatures. Nucleic Acids
Research, 2022, 50, W697-W709. 14.5 26

111 Single-Cell Transcriptomics-Based Study of Transcriptional Regulatory Features in the
Non-Obstructive Azoospermia Testis. Frontiers in Genetics, 0, 13, . 2.3 5

112 Identifying tumor cells at the single-cell level using machine learning. Genome Biology, 2022, 23, . 8.8 19



7

Citation Report

# Article IF Citations

113 Approaches in Gene Coexpression Analysis in Eukaryotes. Biology, 2022, 11, 1019. 2.8 4

114 Shared Nearest Neighbors Approach and Interactive Browser for Network Analysis of a
Comprehensive Nonâ€“Small-Cell Lung Cancer Data Set. JCO Clinical Cancer Informatics, 2022, , . 2.1 3

116 Angiogenesis goes computational â€“ The future way forward to discover new angiogenic targets?.
Computational and Structural Biotechnology Journal, 2022, 20, 5235-5255. 4.1 6

117 Using genome-wide expression compendia to study microorganisms. Computational and Structural
Biotechnology Journal, 2022, 20, 4315-4324. 4.1 0

118 Defining Specific Cell States of MPTP-Induced Parkinsonâ€™s Disease by Single-Nucleus RNA Sequencing.
International Journal of Molecular Sciences, 2022, 23, 10774. 4.1 6

119 Systems pharmacology approaches in herbal medicine research: a brief review. BMB Reports, 2022, 55,
417-428. 2.4 11

120 Transcriptional Regulation of Human Arylamine <i>N</i>-Acetyltransferase 2 Gene by Glucose and
Insulin in Liver Cancer Cell Lines. Toxicological Sciences, 2022, 190, 158-172. 3.1 6

121 Text-based experiment retrieval in genomic databases. Journal of Information Science, 0, ,
016555152211186. 3.3 0

122 SymMap database and TMNP algorithm reveal Huanggui Tongqiao granules for Allergic rhinitis
through IFN-mediated neuroimmuno-modulation. Pharmacological Research, 2022, 185, 106483. 7.1 5

124 COXPRESdb v8: an animal gene coexpression database navigating from a global view to detailed
investigations. Nucleic Acids Research, 2023, 51, D80-D87. 14.5 10

126 Development and validation of a prognostic model and gene co- expression networks for breast
carcinoma based on scRNA-seq and bulk-seq data. Annals of Translational Medicine, 2022, . 1.7 1

127 Phase-specific signatures of wound fibroblasts and matrix patterns define cancer-associated
fibroblast subtypes. Matrix Biology, 2023, 119, 19-56. 3.6 4

128 HGCA2.0: An RNA-Seq Based Webtool for Gene Coexpression Analysis in Homo sapiens. Cells, 2023, 12,
388. 4.1 1

130 Lipocalin-2 regulates the expression of interferon-stimulated genes and the susceptibility of prostate
cancer cells to oncolytic virus infection. European Journal of Cell Biology, 2023, 102, 151328. 3.6 0

131 Hypoxia induced responses are reflected in the stromal proteome of breast cancer. Nature
Communications, 2023, 14, . 12.8 1

132 RNA-RNA competitive interactions: a molecular civil war ruling cell physiology and diseases.
Exploration of Medicine, 0, , 504-540. 1.5 0

133 Global analysis of suppressor mutations that rescue human genetic defects. Genome Medicine, 2023, 15,
. 8.2 0

134
Anticancer Effect of E26 Transformation-Specific Homologous Factor through the Induction of
Senescence and the Inhibition of Epithelialâ€“Mesenchymal Transition in Triple-Negative Breast Cancer
Cells. Cancers, 2023, 15, 5270.

3.7 0



8

Citation Report

# Article IF Citations

135 Analysis of cancer-associated fibroblasts in cervical cancer by single-cell RNA sequencing. Aging, 0, , . 3.1 0

136 Matrin3 mediates differentiation through stabilizing chromatin loop-domain interactions and YY1
mediated enhancer-promoter interactions. Nature Communications, 2024, 15, . 12.8 0

137 Dissecting Combinational Mechanisms of Herbal Formula from a Transcriptome-based Multi-scale
Network Pharmacology Model. World Journal of Traditional Chinese Medicine, 0, , . 1.9 0


