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of Medicine, 2016, 374, 135-145. 13.9 1,040



4

Andrew Mungall

# Article IF Citations

37 Genomic and Molecular Landscape of DNA Damage Repair Deficiency across The Cancer Genome Atlas.
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46 Pathogenic Germline Variants in 10,389 Adult Cancers. Cell, 2018, 173, 355-370.e14. 13.5 620
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48 Somatic mutations at EZH2 Y641 act dominantly through a mechanism of selectively altered PRC2
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50 Comprehensive Molecular Characterization of Pheochromocytoma and Paraganglioma. Cancer Cell,
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53 Mutations in a gene encoding a novel protein tyrosine phosphatase cause progressive myoclonus
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55 A Comprehensive Pan-Cancer Molecular Study of Gynecologic and Breast Cancers. Cancer Cell, 2018,
33, 690-705.e9. 7.7 478

56 Integrative Genomic Analysis of Cholangiocarcinoma Identifies Distinct IDH-Mutant Molecular
Profiles. Cell Reports, 2017, 18, 2780-2794. 2.9 416
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67 Integrated Molecular Characterization of Uterine Carcinosarcoma. Cancer Cell, 2017, 31, 411-423. 7.7 309
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69 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
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83 A Pan-Cancer Analysis of Enhancer Expression in Nearly 9000 Patient Samples. Cell, 2018, 173,
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94 The Evolution of the DLK1-DIO3 Imprinted Domain in Mammals. PLoS Biology, 2008, 6, e135. 2.6 162
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124 Vanin genes are clustered (human 6q22-24 and mouse 10A2B1) and encode isoforms of pantetheinase
ectoenzymes. Immunogenetics, 2001, 53, 296-306. 1.2 68

125 Application of a Neural Network Whole Transcriptomeâ€“Based Pan-Cancer Method for Diagnosis of
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genomic DNA from formalin-fixed paraffin-embedded samples. Nucleic Acids Research, 2019, 47, e12-e12. 6.5 50

140 Genome and Transcriptome Biomarkers of Response to Immune Checkpoint Inhibitors in Advanced
Solid Tumors. Clinical Cancer Research, 2021, 27, 202-212. 3.2 50

141 miR-509-3p is clinically significant and strongly attenuates cellular migration and multi-cellular
spheroids in ovarian cancer. Oncotarget, 2016, 7, 25930-25948. 0.8 49
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sequencing. Blood, 2020, 136, 572-584. 0.6 44

151
Comprehensive genomic profiling of glioblastoma tumors, BTICs, and xenografts reveals stability and
adaptation to growth environments. Proceedings of the National Academy of Sciences of the United
States of America, 2019, 116, 19098-19108.

3.3 42
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0.5 30

167 A Clinically Validated Diagnostic Second-Generation Sequencing Assay for Detection of Hereditary
BRCA1 and BRCA2 Mutations. Journal of Molecular Diagnostics, 2013, 15, 796-809. 1.2 29

168 Intratumoral Genetic and Functional Heterogeneity in Pediatric Glioblastoma. Cancer Research, 2019,
79, 2111-2123. 0.4 28

169 Physical and transcript map of the region between D6S264 and D6S149 on chromosome 6q27, the
minimal region of allele loss in sporadic epithelial ovarian cancer. Oncogene, 2002, 21, 387-399. 2.6 26

170 Cloning and characterization of two overlapping genes in a subregion at 6q21 involved in replicative
senescence and schizophrenia. Gene, 2000, 252, 217-225. 1.0 24

171 The Genome of the Northern Sea Otter (Enhydra lutris kenyoni). Genes, 2017, 8, 379. 1.0 24

172 Subtype-Discordant Pancreatic Ductal Adenocarcinoma Tumors Show Intermediate Clinical and
Molecular Characteristics. Clinical Cancer Research, 2021, 27, 150-157. 3.2 24
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