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11 Structural and functional analysis of cellular networks with CellNetAnalyzer. BMC Systems Biology,
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12 Fumarate is an epigenetic modifier that elicits epithelial-to-mesenchymal transition. Nature, 2016, 537,
544-547. 13.7 443
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20 A Logical Model Provides Insights into T Cell Receptor Signaling. PLoS Computational Biology, 2007, 3,
e163. 1.5 311
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22 Logic-Based Models for the Analysis of Cell Signaling Networks. Biochemistry, 2010, 49, 3216-3224. 1.2 306
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Biotechnology, 2014, 32, 1213-1222. 9.4 264
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pharmacogenomic screen. Nature Communications, 2019, 10, 2674. 5.8 240

26 Logical Modeling and Dynamical Analysis of Cellular Networks. Frontiers in Genetics, 2016, 7, 94. 1.1 216

27 Robustness and applicability of transcription factor and pathway analysis tools on single-cell
RNA-seq data. Genome Biology, 2020, 21, 36. 3.8 216
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30 Deep spatial profiling of human COVID-19 brains reveals neuroinflammation with distinct
microanatomical microglia-T-cell interactions. Immunity, 2021, 54, 1594-1610.e11. 6.6 210

31 Transcriptional data: a new gateway to drug repositioning?. Drug Discovery Today, 2013, 18, 350-357. 3.2 209

32 Inferring causal molecular networks: empirical assessment through a community-based effort. Nature
Methods, 2016, 13, 310-318. 9.0 209

33 CellNOptR: a flexible toolkit to train protein signaling networks to data using multiple logic
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34 Gli1 + Mesenchymal Stromal Cells Are a Key Driver of Bone Marrow Fibrosis and an Important Cellular
Therapeutic Target. Cell Stem Cell, 2017, 20, 785-800.e8. 5.2 195

35 <scp>SBML</scp> Level 3: an extensible format for the exchange and reuse of biological models.
Molecular Systems Biology, 2020, 16, e9110. 3.2 178

36 A microfluidics platform for combinatorial drug screening on cancer biopsies. Nature
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38 The Logic of EGFR/ErbB Signaling: Theoretical Properties and Analysis of High-Throughput Data. PLoS
Computational Biology, 2009, 5, e1000438. 1.5 164

39 Transcription Factor Activities Enhance Markers of Drug Sensitivity in Cancer. Cancer Research, 2018,
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Computational Biology, 2009, 5, e1000340. 1.5 145
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46 Modeling Cell-Cell Interactions from Spatial Molecular Data with Spatial Variance Component
Analysis. Cell Reports, 2019, 29, 202-211.e6. 2.9 133
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biology and bioinformatics. BMC Bioinformatics, 2014, 15, 136. 1.2 131

49 decoupleR: ensemble of computational methods to infer biological activities from omics data.
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1.5 113
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Crowdsourcing Network Inference: The DREAM Predictive Signaling Network Challenge <b>Meeting
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61 From expression footprints to causal pathways: contextualizing large signaling networks with
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Networks Inferred from Biochemical Data Reveal Profound Differences in Toll-like Receptor and
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Proteomics, 2010, 9, 1849-1865.

2.5 95

63 Genomic Determinants of Protein Abundance Variation in Colorectal Cancer Cells. Cell Reports, 2017,
20, 2201-2214. 2.9 95
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CRISPR-Cas9 screening. Nature Communications, 2019, 10, 2198. 5.8 92

65 Prediction of human population responses to toxic compounds by a collaborative competition. Nature
Biotechnology, 2015, 33, 933-940. 9.4 88

66 Toward Explainable Anticancer Compound Sensitivity Prediction via Multimodal Attention-Based
Convolutional Encoders. Molecular Pharmaceutics, 2019, 16, 4797-4806. 2.3 86

67 The orchestra of lipid-transfer proteins at the crossroads between metabolism and signaling.
Progress in Lipid Research, 2016, 61, 30-39. 5.3 85

68 Hepatocyte-specific NRF2 activation controls fibrogenesis and carcinogenesis in steatohepatitis.
Journal of Hepatology, 2021, 74, 638-648. 1.8 84

69 Bridging the layers: towards integration of signal transduction, regulation and metabolism into
mathematical models. Molecular BioSystems, 2013, 9, 1576. 2.9 83

70 Dynamic 3D proteomes reveal protein functional alterations at high resolution in situ. Cell, 2021, 184,
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71 Large-scale models of signal propagation in human cells derived from discovery phosphoproteomic
data. Nature Communications, 2015, 6, 8033. 5.8 79

72 Dissecting the puzzle of life: modularization of signal transduction networks. Computers and
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2018, 19, 604. 1.2 75
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Chronic Kidney Disease. Journal of the American Society of Nephrology: JASN, 2020, 31, 2773-2792. 3.0 66

81 Flexible informatics for linking experimental data to mathematical models via <i>DataRail</i>.
Bioinformatics, 2008, 24, 840-847. 1.8 64

82 DvD: An R/Cytoscape pipeline for drug repurposing using public repositories of gene expression data.
Bioinformatics, 2013, 29, 132-134. 1.8 64

83 Benchmarking substrate-based kinase activity inference using phosphoproteomic data. Bioinformatics,
2017, 33, 1845-1851. 1.8 64

84 Exhaustively characterizing feasible logic models of a signaling network using Answer Set
Programming. Bioinformatics, 2013, 29, 2320-2326. 1.8 62

85 Network topology and parameter estimation: from experimental design methods to gene regulatory
network kinetics using a community based approach. BMC Systems Biology, 2014, 8, 13. 3.0 62

86 Systems biologyâ€”An engineering perspective. Journal of Biotechnology, 2007, 129, 329-351. 1.9 61

87 BioPreDyn-bench: a suite of benchmark problems for dynamic modelling in systems biology. BMC
Systems Biology, 2015, 9, 8. 3.0 61

88 Modular analysis of signal transduction networks. IEEE Control Systems, 2004, 24, 35-52. 1.0 60

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

90 Patientâ€•specific logic models of signaling pathways from screenings on cancer biopsies to prioritize
personalized combination therapies. Molecular Systems Biology, 2020, 16, e8664. 3.2 60
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92 BIAS: Transparent reporting of biomedical image analysis challenges. Medical Image Analysis, 2020, 66,
101796. 7.0 59
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95 Big science and big data in nephrology. Kidney International, 2019, 95, 1326-1337. 2.6 56
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marrow fibrosis in MPN. Blood, 2020, 136, 2051-2064. 0.6 56

98 The proteome microenvironment determines the protective effect of preconditioning in
cisplatin-induced acute kidney injury. Kidney International, 2019, 95, 333-349. 2.6 55
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Molecular Systems Biology, 2021, 17, e10387. 3.2 53

100 Quantitative Proteome Landscape of the NCI-60 Cancer Cell Lines. IScience, 2019, 21, 664-680. 1.9 52

101 Systematic Analysis of Transcriptional and Post-transcriptional Regulation of Metabolism in Yeast.
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102 Influence of Liver Fibrosis on Lobular Zonation. Cells, 2019, 8, 1556. 1.8 51

103 Statistical and Machine Learning Techniques in Human Microbiome Studies: Contemporary Challenges
and Solutions. Frontiers in Microbiology, 2021, 12, 635781. 1.5 51
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factor to effective prediction. Nucleic Acids Research, 2019, 47, 10010-10026. 6.5 50

105 Whither systems medicine?. Experimental and Molecular Medicine, 2018, 50, e453-e453. 3.2 49
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112 Explainable multiview framework for dissecting spatial relationships from highly multiplexed data.
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3.3 42

116 Data-driven reverse engineering of signaling pathways using ensembles of dynamic models. PLoS
Computational Biology, 2017, 13, e1005379. 1.5 41

117 Dysregulated mesenchymal PDGFRâ€•Î² drives kidney fibrosis. EMBO Molecular Medicine, 2020, 12, e11021. 3.3 41

118 Metabolic rewiring of the hypertensive kidney. Science Signaling, 2019, 12, . 1.6 40

119 PIP <sub>3</sub> Induces the Recycling of Receptor Tyrosine Kinases. Science Signaling, 2014, 7, ra5. 1.6 39

120 A Semi-Supervised Approach for Refining Transcriptional Signatures of Drug Response and
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121 Footprint-based functional analysis of multiomic data. Current Opinion in Systems Biology, 2019, 15,
82-90. 1.3 39

122 MEK1/2 inhibitor withdrawal reverses acquired resistance driven by BRAFV600E amplification whereas
KRASG13D amplification promotes EMT-chemoresistance. Nature Communications, 2019, 10, 2030. 5.8 39

123 Efficient randomization of biological networks while preserving functional characterization of
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124 The germline genetic component of drug sensitivity in cancer cell lines. Nature Communications, 2018,
9, 3385. 5.8 38

125 Patient-specific Boolean models of signalling networks guide personalised treatments. ELife, 2022, 11, . 2.8 38

126 Stratification and prediction of drug synergy based on target functional similarity. Npj Systems
Biology and Applications, 2020, 6, 16. 1.4 37
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127 Fast randomization of large genomic datasets while preserving alteration counts. Bioinformatics,
2014, 30, i617-i623. 1.8 36

128 Consensus Transcriptional Landscape of Human Endâ€•Stage Heart Failure. Journal of the American Heart
Association, 2021, 10, e019667. 1.6 36

129 Personalized signaling models for personalized treatments. Molecular Systems Biology, 2020, 16,
e9042. 3.2 36
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131 CELLector: Genomics-Guided Selection of Cancer InÂ Vitro Models. Cell Systems, 2020, 10, 424-432.e6. 2.9 35
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133 Modeling Signaling Networks Using High-throughput Phospho-proteomics. Advances in Experimental
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137 Stem cell-like transcriptional reprogramming mediates metastatic resistance to mTOR inhibition.
Oncogene, 2017, 36, 2737-2749. 2.6 34
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Reports, 2018, 8, 8322. 1.6 34
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146 Transcriptional response networks for elucidating mechanisms of action of multitargeted agents.
Drug Discovery Today, 2016, 21, 1063-1075. 3.2 28

147 Post-translational regulation of metabolism in fumarate hydratase deficient cancer cells. Metabolic
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151 Computational discovery of dynamic cell line specific Boolean networks from multiplex time-course
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22, 1848-1859.

3.2 25

153 Mapping the human phosphatome on growth pathways. Molecular Systems Biology, 2012, 8, 603. 3.2 24

154 Signaling networks in MS: A systems-based approach to developing new pharmacological therapies.
Multiple Sclerosis Journal, 2015, 21, 138-146. 1.4 24

155 Phosphoproteomics-Based Profiling of Kinase Activities in Cancer Cells. Methods in Molecular
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156 Pathway-based dissection of the genomic heterogeneity of cancer hallmarksâ€™ acquisition with
SLAPenrich. Scientific Reports, 2018, 8, 6713. 1.6 24

157 Transcriptomic Crossâ€•Species Analysis of Chronic Liver Disease Reveals Consistent Regulation Between
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158 In silico Prioritization of Transporterâ€“Drug Relationships From Drug Sensitivity Screens. Frontiers in
Pharmacology, 2018, 9, 1011. 1.6 23

159 Mechanism-based biomarker discovery. Drug Discovery Today, 2017, 22, 1209-1215. 3.2 22

160 Deciphering the signaling network of breast cancer improves drug sensitivity prediction. Cell
Systems, 2021, 12, 401-418.e12. 2.9 22
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optimization approach. Bioinformatics, 2015, 31, 2999-3007. 1.8 21
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1.9 20
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Genome Biology, 2019, 20, 195. 3.8 19

170 Community Assessment of the Predictability of Cancer Protein and Phosphoprotein Levels from
Genomics and Transcriptomics. Cell Systems, 2020, 11, 186-195.e9. 2.9 19
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175 Converting networks to predictive logic models from perturbation signalling data with CellNOpt.
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179 Kinetic modelling of quantitative proteome data predicts metabolic reprogramming of liver cancer.
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184 PHONEMeS: Efficient Modeling of Signaling Networks Derived from Large-Scale Mass Spectrometry
Data. Journal of Proteome Research, 2021, 20, 2138-2144. 1.8 15

185 Non Linear Programming (NLP) Formulation for Quantitative Modeling of Protein Signal Transduction
Pathways. PLoS ONE, 2012, 7, e50085. 1.1 14

186 DREAMTools: a Python package for scoring collaborative challenges. F1000Research, 2015, 4, 1030. 0.8 14

187 Quantitative Systems Toxicology Modeling To Address Key Safety Questions in Drug Development: A
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