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The Cancer Genome Atlas: Creating Lasting Value
beyond Its Data

Carolyn Hutter” and Jean Claude Zenklusen®
National Human Genome Fesearch irstitite (CH) and Mational Cancer Institute (JC.Z), Mational Instittes of Health, Bethesda, MD, USA
“Comsspondencec carchn.hutter@nin.goy [CHL), teréksi@mailnibugoy (LCZ)

hEipaufidol cep0L10 Ciadl, 701 8068, 042

The Cancer Genome Atlas (TCGA) team now presents the Pan-Cancer Atlas, investigating different
aspects of cancer biclogy by analyzing the data generated during the 10+ years of the TCGA
project.

[0 3.Cell-of-Origin Patterns Dominate the Molecular Classification of 10,000 Tumors from 33 Types of
Cancer
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10,000 Tumors
* 33 Cancer Types

Clinical Data
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[J 4.Perspective on Oncogenic Processes at the End ofthe Beginning of Cancer Genomics

O000bobo2700b0o0b00bobo0o0ob0o0booOoDbingLiddbOOnO David A.
WheelerD OO OBroadD OO O GadGetzD D DD DD ODDOODDOODDODOODOODODODOOOOO
gopbobooTccAU O DDoODoooooooboooooa

6/14



PanCancer Atlas

Oncogenic process
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[J 5.0ncogenic Signaling Pathways in The Cancer Genome Atlas
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10 Cancer Pathways 9,125 Tumor Samples
» . 33 Cancer Types
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[J 6.Machine Learning Identifies Stemness Features Associated with Oncogenic Dedifferentiation
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ONCOGENIC PROGRESSION
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[ 7.Pathogenic Germline Variants in 10,389 Adult Cancers
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4

8% carriers

» 10,389 cases in 33 cancer types
* 1.46bn germline variant calls

« 871 predisposition variants ()
(truncation, missense, CNV)
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[0 8.Comprehensive Characterization of Cancer Driver Genes and Mutations
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[J 9.A Pan-Cancer Analysis of Enhancer Expression in Nearly 9000 Patient Samples
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Enhancer expression
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[0 10.An Integrated TCGA Pan-Cancer Clinical Data Resource to Drive High-Quality Survival Outcome
Analytics

gopobobossoboodoooobobbmmecbbbbooooooboobobboog

12/14



TCGA
Clinical Data

Analysis
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33 cancer types
11,160 patients
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