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High-Resolution Profiling of Lung Adenocarcinoma Identifies Expression Subtypes with Specific 2.8 a5
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PANOPLY: a cloud-based platform for automated and reproducible proteogenomic data analysis.
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A proteogenomic portrait of lung squamous cell carcinoma. Cell, 2021, 184, 4348-4371.e40. 33.6 359

Proteogenomic Landscape of Breast Cancer Tumorigenesis and Targeted Therapy. Cell, 2020, 183,
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Proteogenomic Characterization Reveals Therapeutic Vulnerabilities in Lung Adenocarcinoma. Cell,
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Analytics. Cell, 2018, 173, 400-416.e11. : >

Comprehensive Characterization of Cancer Driver Genes and Mutations. Cell, 2018, 173, 371-385.e18.
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Perspective on Oncogenic Processes at the End of the Beginning of Cancer Genomics. Cell, 2018, 173, 3.6 375
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Machine Learning Identifies Stemness Features Associated with Oncogenic Dedifferentiation. Cell,
2018, 173, 338-354.e15.

Oncogenic Signaling Pathways in The Cancer Genome Atlas. Cell, 2018, 173, 321-337.e10. 33.6 2,971

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

Somatic Mutational Landscape of Splicing Factor Genes and Their Functional Consequences across 33

Cancer Types. Cell Reports, 2018, 23, 282-296.e4. 6.3 432
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Driver Fusions and Their Implications in the Development and Treatment of Human Cancers. Cell

Reports, 2018, 23, 227-238.e3.

Genomic, Pathway Network, and Immunologic Features Distinguishing Squamous Carcinomas. Cell 6.3 319
Reports, 2018, 23, 194-212.e6. )

Pan-Cancer Analysis of IncRNA Regulation Supports Their Targeting of Cancer Genes in Each Tumor
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Spatial Organization and Molecular Correlation of Tumor-Infiltrating Lymphocytes Using Deep
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Machine Learning Detects Pan-cancer Ras Pathway Activation in The Cancer Genome Atlas. Cell
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Genomic and Molecular Landscape of DNA Damage Repair Deficiency across The Cancer Genome Atlas.
Cell Reports, 2018, 23, 239-254.e6.

Molecular Characterization and Clinical Relevance of Metabolic Expression Subtypes in Human 6.3 288
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Systematic Analysis of Splice-Site-Creating Mutations in Cancer. Cell Reports, 2018, 23, 270-281.e3.

The Integrated Genomic Landscape of Thymic Epithelial Tumors. Cancer Cell, 2018, 33, 244-258.e10. 33.0 361

Scalable Open Science Approach for Mutation Calling of Tumor Exomes Using Multiple Genomic
Pipelines. Cell Systems, 2018, 6, 271-281.e7.

Pan-cancer Alterations of the MYC Oncogene and Its Proximal Network across the Cancer Genome 5.8 413
Atlas. Cell Systems, 2018, 6, 282-300.e2. :

IncRNA Epigenetic Landscape Analysis Identifies EPIC1 as an Oncogenic IncRNA that Interacts with MYC
and Promotes Cell-Cycle Progression in Cancer. Cancer Cell, 2018, 33, 706-720.€9.

Genomic and Functional Approaches to Understanding Cancer Aneuploidy. Cancer Cell, 2018, 33, 33.0 1065
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Comparative Molecular Analysis of Gastrointestinal Adenocarcinomas. Cancer Cell, 2018, 33, 721-735.e8.

A Comprehensive Pan-Cancer Molecular Study of Gynecologic and Breast Cancers. Cancer Cell, 2018, 33.0 619
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A Pan-Cancer Analysis Reveals High-Frequency Genetic Alterations in Mediators of Signaling by the

TGF-2 Superfamily. Cell Systems, 2018, 7, 422-437.e7.

Integrative Molecular Characterization of Malignant Pleural Mesothelioma. Cancer Discovery, 2018, 951 579
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Comprehensive Molecular Characterization of the Hippo Signaling Pathway in Cancer. Cell Reports,
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Comprehensive Analysis of Alternative Splicing Across Tumors from 8,705 Patients. Cancer Cell, 2018, 33.0 890
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Integrated Molecular Characterization of Testicular Germ Cell Tumors. Cell Reports, 2018, 23,
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Comprehensive Molecular Characterization of Pheochromocytoma and Paraganglioma. Cancer Cell, 33.0 731
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1327-1341.e23.
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950-965.e28. :

Comprehensive Pan-Genomic Characterization of Adrenocortical Carcinoma. Cancer Cell, 2016, 29,
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Comparative Genome Analysis of

Trichophyton rubrum
and Related Dermatophytes Reveals Candidate Genes Involved in Infection. MBio, 2012, 3, .

Lifestyle transitions in plant pathogenic Colletotrichum fungi deciphered by genome and

transcriptome analyses. Nature Genetics, 2012, 44, 1060-1065. 25.2 1,005

Microsporidian genome analysis reveals evolutionary strategies for obligate intracellular growth.
Genome Research, 2012, 22, 2478-2488.
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