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4 Comprehensive molecular profiling of lung adenocarcinoma. Nature, 2014, 511, 543-550. 13.7 4,572
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540-556.e25. 13.5 1,742
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24 Pan-cancer patterns of somatic copy number alteration. Nature Genetics, 2013, 45, 1134-1140. 9.4 1,616
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185-203.e13. 7.7 1,428

27 Machine Learning Identifies Stemness Features Associated with Oncogenic Dedifferentiation. Cell,
2018, 173, 338-354.e15. 13.5 1,417
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of Origin. Cell, 2014, 158, 929-944. 13.5 1,242

29 Integrated genomic and molecular characterization of cervical cancer. Nature, 2017, 543, 378-384. 13.7 1,158

30 Activation of the PD-1 Pathway Contributes to Immune Escape in EGFR-Driven Lung Tumors. Cancer
Discovery, 2013, 3, 1355-1363. 7.7 1,073

31 Comprehensive Molecular Characterization of Papillary Renal-Cell Carcinoma. New England Journal
of Medicine, 2016, 374, 135-145. 13.9 1,040

32 Distinct patterns of somatic genome alterations in lung adenocarcinomas and squamous cell
carcinomas. Nature Genetics, 2016, 48, 607-616. 9.4 933

33 A Tumor Suppressor Complex with GAP Activity for the Rag GTPases That Signal Amino Acid Sufficiency
to mTORC1. Science, 2013, 340, 1100-1106. 6.0 863

34 Genomic and Molecular Landscape of DNA Damage Repair Deficiency across The Cancer Genome Atlas.
Cell Reports, 2018, 23, 239-254.e6. 2.9 801

35 The chromatin accessibility landscape of primary human cancers. Science, 2018, 362, . 6.0 781

36 Genomic and Functional Approaches to Understanding Cancer Aneuploidy. Cancer Cell, 2018, 33,
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37 Comprehensive and Integrated Genomic Characterization of Adult Soft Tissue Sarcomas. Cell, 2017, 171,
950-965.e28. 13.5 738

38 Landscape of genomic alterations in cervical carcinomas. Nature, 2014, 506, 371-375. 13.7 708

39 Spatial Organization and Molecular Correlation of Tumor-Infiltrating Lymphocytes Using Deep
Learning on Pathology Images. Cell Reports, 2018, 23, 181-193.e7. 2.9 683

40 The Somatic Genomic Landscape of Chromophobe Renal Cell Carcinoma. Cancer Cell, 2014, 26, 319-330. 7.7 665

41 Integrative Analysis Identifies Four Molecular and Clinical Subsets in Uveal Melanoma. Cancer Cell,
2017, 32, 204-220.e15. 7.7 642
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34, 211-224.e6. 7.7 623

43 Pathogenic Germline Variants in 10,389 Adult Cancers. Cell, 2018, 173, 355-370.e14. 13.5 620

44 Scalable Open Science Approach for Mutation Calling of Tumor Exomes Using Multiple Genomic
Pipelines. Cell Systems, 2018, 6, 271-281.e7. 2.9 605
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2017, 31, 181-193. 7.7 532

46 The Cancer Genome Atlas Comprehensive Molecular Characterization of Renal Cell Carcinoma. Cell
Reports, 2018, 23, 313-326.e5. 2.9 523

47 Interplay of somatic alterations and immune infiltration modulates response to PD-1 blockade in
advanced clear cell renal cell carcinoma. Nature Medicine, 2020, 26, 909-918. 15.2 488

48 Genomic Copy Number Dictates a Gene-Independent Cell Response to CRISPR/Cas9 Targeting. Cancer
Discovery, 2016, 6, 914-929. 7.7 485

49 Comprehensive Pan-Genomic Characterization of Adrenocortical Carcinoma. Cancer Cell, 2016, 29,
723-736. 7.7 482

50 A Comprehensive Pan-Cancer Molecular Study of Gynecologic and Breast Cancers. Cancer Cell, 2018,
33, 690-705.e9. 7.7 478

51 Integrative Molecular Characterization of Malignant Pleural Mesothelioma. Cancer Discovery, 2018,
8, 1548-1565. 7.7 422

52 Integrative Genomic Analysis of Cholangiocarcinoma Identifies Distinct IDH-Mutant Molecular
Profiles. Cell Reports, 2017, 18, 2780-2794. 2.9 416

53 Driver Fusions and Their Implications in the Development and Treatment of Human Cancers. Cell
Reports, 2018, 23, 227-238.e3. 2.9 407

54 lncRNA Epigenetic Landscape Analysis Identifies EPIC1 as an Oncogenic lncRNA that Interacts with MYC
and Promotes Cell-Cycle Progression in Cancer. Cancer Cell, 2018, 33, 706-720.e9. 7.7 400
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55 Comparative Molecular Analysis of Gastrointestinal Adenocarcinomas. Cancer Cell, 2018, 33, 721-735.e8. 7.7 396

56 Mechanisms and therapeutic implications of hypermutation in gliomas. Nature, 2020, 580, 517-523. 13.7 374
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Cancer Types. Cell Reports, 2018, 23, 282-296.e4. 2.9 333

58 Integrated Molecular Characterization of Testicular Germ Cell Tumors. Cell Reports, 2018, 23,
3392-3406. 2.9 324

59 Integrated Molecular Characterization of Uterine Carcinosarcoma. Cancer Cell, 2017, 31, 411-423. 7.7 309

60 Binding of the Ras activator son of sevenless to insulin receptor substrate-1 signaling complexes.
Science, 1993, 260, 1950-1952. 6.0 303

61 Pan-cancer Alterations of the MYC Oncogene and Its Proximal Network across the Cancer Genome
Atlas. Cell Systems, 2018, 6, 282-300.e2. 2.9 284

62 Identification of focally amplified lineage-specific super-enhancers in human epithelial cancers.
Nature Genetics, 2016, 48, 176-182. 9.4 283

63 Perspective on Oncogenic Processes at the End of the Beginning of Cancer Genomics. Cell, 2018, 173,
305-320.e10. 13.5 272

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

65 Genomic, Pathway Network, and Immunologic Features Distinguishing Squamous Carcinomas. Cell
Reports, 2018, 23, 194-212.e6. 2.9 245

66 A Pan-Cancer Analysis of Enhancer Expression in Nearly 9000 Patient Samples. Cell, 2018, 173,
386-399.e12. 13.5 228

67 Comparison of Breast Cancer Molecular Features and Survival by African and European Ancestry in
The Cancer Genome Atlas. JAMA Oncology, 2017, 3, 1654. 3.4 208

68 Pan-Cancer Analysis of lncRNA Regulation Supports Their Targeting of Cancer Genes in Each Tumor
Context. Cell Reports, 2018, 23, 297-312.e12. 2.9 205

69 Molecular Characterization and Clinical Relevance of Metabolic Expression Subtypes in Human
Cancers. Cell Reports, 2018, 23, 255-269.e4. 2.9 204

70 Microenvironment drives cell state, plasticity, and drug response in pancreatic cancer. Cell, 2021, 184,
6119-6137.e26. 13.5 201

71 Suppression of oxidative metabolism and mitochondrial biogenesis by the transcriptional corepressor
RIP140 in mouse adipocytes. Journal of Clinical Investigation, 2005, 116, 125-136. 3.9 198

72 Systematic Analysis of Splice-Site-Creating Mutations in Cancer. Cell Reports, 2018, 23, 270-281.e3. 2.9 177
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73 The genomic landscape and evolution of endometrial carcinoma progression and abdominopelvic
metastasis. Nature Genetics, 2016, 48, 848-855. 9.4 174

74 Identification of ADAR1 adenosine deaminase dependency in a subset of cancer cells. Nature
Communications, 2018, 9, 5450. 5.8 157

75 The genomic landscape of tuberous sclerosis complex. Nature Communications, 2017, 8, 15816. 5.8 154

76 Comprehensive Analysis of Genetic Ancestry and Its Molecular Correlates in Cancer. Cancer Cell,
2020, 37, 639-654.e6. 7.7 151

77 Diminished Efficacy of Programmed Death-(Ligand)1 Inhibition in STK11- and KEAP1-Mutant Lung
Adenocarcinoma Is Affected by KRAS Mutation Status. Journal of Thoracic Oncology, 2022, 17, 399-410. 0.5 151

78
Loss of the retinoblastoma binding protein 2 (RBP2) histone demethylase suppresses tumorigenesis in
mice lacking <i>Rb1</i> or <i>Men1</i>. Proceedings of the National Academy of Sciences of the United
States of America, 2011, 108, 13379-13386.

3.3 143

79 A Pan-Cancer Analysis Reveals High-Frequency Genetic Alterations in Mediators of Signaling by the
TGF-Î² Superfamily. Cell Systems, 2018, 7, 422-437.e7. 2.9 134

80 Molecular Mechanisms of Acquired Resistance to MET Tyrosine Kinase Inhibitors in Patients with MET
Exon 14â€“Mutant NSCLC. Clinical Cancer Research, 2020, 26, 2615-2625. 3.2 129

81 Genomic and immune profiling of pre-invasive lung adenocarcinoma. Nature Communications, 2019, 10,
5472. 5.8 127

82 Machine Learning Detects Pan-cancer Ras Pathway Activation in The Cancer Genome Atlas. Cell
Reports, 2018, 23, 172-180.e3. 2.9 119

83 Before and After: Comparison of Legacy and Harmonized TCGA Genomic Data Commonsâ€™ Data. Cell
Systems, 2019, 9, 24-34.e10. 2.9 103

84 Somatic Superenhancer Duplications and Hotspot Mutations Lead to Oncogenic Activation of the KLF5
Transcription Factor. Cancer Discovery, 2018, 8, 108-125. 7.7 99

85 Impact of DNA Damage Response and Repair (DDR) Gene Mutations on Efficacy of PD-(L)1 Immune
Checkpoint Inhibition in Nonâ€“Small Cell Lung Cancer. Clinical Cancer Research, 2020, 26, 4135-4142. 3.2 95

86 Disassembly of Son-of-sevenless Proteins from Grb2 during p21 Desensitization by Insulin. Journal of
Biological Chemistry, 1995, 270, 1485-1488. 1.6 90
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Sporadic Early-Onset Diffuse Gastric Cancers Have High Frequency of Somatic CDH1 Alterations, but
Low Frequency of Somatic RHOA Mutations Compared With Late-Onset Cancers. Gastroenterology,
2017, 153, 536-549.e26.

0.6 90

88 Integrated Genomic Analysis of the Ubiquitin Pathway across Cancer Types. Cell Reports, 2018, 23,
213-226.e3. 2.9 83

89 Targetable vulnerabilities in T- and NK-cell lymphomas identified through preclinical models. Nature
Communications, 2018, 9, 2024. 5.8 80

90 Function of neurospora mitochondrial tyrosyl-tRNA synthetase in RNA splicing requires an
idiosyncratic domain not found in other synthetases. Cell, 1990, 62, 745-755. 13.5 75
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93 Rapid Intraoperative Molecular Characterization of Glioma. JAMA Oncology, 2015, 1, 662. 3.4 68
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Integrated Genomic and Functional microRNA Analysis Identifies miR-30-5p as a Tumor Suppressor and
Potential Therapeutic Nanomedicine in Head and Neck Cancer. Clinical Cancer Research, 2019, 25,
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3.2 68

95 Genomic Activation of <i>PPARG</i> Reveals a Candidate Therapeutic Axis in Bladder Cancer. Cancer
Research, 2017, 77, 6987-6998. 0.4 65

96 Clinicopathological and genomic correlates of programmed cell death ligandÂ 1 (PD-L1) expression in
nonsquamous non-small-cell lung cancer. Annals of Oncology, 2020, 31, 807-814. 0.6 65

97 Loss of heterozygosity of essential genes represents a widespread class of potential cancer
vulnerabilities. Nature Communications, 2020, 11, 2517. 5.8 60

98 G Î± 11 Signaling through ARF6 Regulates F-Actin Mobilization and GLUT4 Glucose Transporter
Translocation to the Plasma Membrane. Molecular and Cellular Biology, 2001, 21, 5262-5275. 1.1 59

99 Genome-scale analysis identifies paralog lethality as a vulnerability of chromosome 1p loss in cancer.
Nature Genetics, 2018, 50, 937-943. 9.4 55

100 Molecular profiling of endometrial carcinoma precursor, primary and metastatic lesions suggests
different targets for treatment in obese compared to non-obese patients. Oncotarget, 2015, 6, 1327-1339. 0.8 50

101
SMARCA4 and Other SWItch/Sucrose NonFermentable Family Genomic Alterations in NSCLC:
Clinicopathologic Characteristics and Outcomes to Immune Checkpoint Inhibition. Journal of
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102 Abstract 3287: An integrated TCGA pan-cancer clinical data resource to drive high quality survival
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103 Mammalian SWI/SNF Complex Genomic Alterations and Immune Checkpoint Blockade in Solid Tumors.
Cancer Immunology Research, 2020, 8, 1075-1084. 1.6 47
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105
<i>FGFR2</i>Extracellular Domain In-Frame Deletions Are Therapeutically Targetable Genomic
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7.7 46

106 Discovery and Features of an Alkylating Signature in Colorectal Cancer. Cancer Discovery, 2021, 11,
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Journal of Molecular Biology, 2001, 307, 75-92.

2.0 39

108 Structure of PDE3A-SLFN12 complex reveals requirements for activation of SLFN12 RNase. Nature
Communications, 2021, 12, 4375. 5.8 39
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116 Genomic Characterization of <i>de novo</i> Metastatic Breast Cancer. Clinical Cancer Research, 2021,
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119 Molecular Characterization and Therapeutic Targeting of Colorectal Cancers Harboring Receptor
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126 Mechanistic insights into cancer cell killing through interaction of phosphodiesterase 3A and
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130 Abstract 3302: The molecular landscape of oncogenic signaling pathways in The Cancer Genome Atlas. ,
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Oncology, 2014, 134, 599-606.

0.6 8

132 Effect of STK11 mutations on efficacy of PD-1 inhibition in non-small cell lung cancer (NSCLC) and
dependence on KRAS mutation status.. Journal of Clinical Oncology, 2020, 38, e15113-e15113. 0.8 7

133 Near haploidization is a genomic hallmark which defines a molecular subgroup of giant cell
glioblastoma. Neuro-Oncology Advances, 2020, 2, vdaa155. 0.4 4

134 Comprehensive molecular characterization and analysis of muscle-invasive urothelial carcinomas..
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135 Genomic landscape of de novo stage IV breast cancer.. Journal of Clinical Oncology, 2019, 37, 1022-1022. 0.8 3
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140 Abstract 2969: Progress in The Cancer Genome Atlas bladder cancer project. , 2015, , . 2
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cancer genome atlas (TCGA) datasets for clinically relevant target identification.. Journal of Clinical
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Clinical Oncology, 2019, 37, e14286-e14286. 0.8 1



10

Andrew D Cherniack

# Article IF Citations

145
Distinct MET alterations to induce a common phenotype and to define a MET-driven subset of papillary
RCC: Results from the Cancer Genome Atlas (TCGA) Kidney Renal Papillary (KIRP) Working Group..
Journal of Clinical Oncology, 2015, 33, 4521-4521.

0.8 1

146 Abstract 3413: A pan-cancer atlas of genomic, epigenomic and transcriptomic alterations in the TGF-Î²
pathway. , 2018, , . 1

147 Abstract 3003: Loss of heterozygosity of essential genes represents a novel class of cancer
vulnerabilities. , 2018, , . 1

148 Genomic correlates of acquired resistance to PD-(L)1 blockade in patients with advanced non-small
cell lung cancer (NSCLC).. Journal of Clinical Oncology, 2022, 40, 9021-9021. 0.8 1
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Clinical Oncology, 2020, 38, 11530-11530. 0.8 0
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