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The Genomic Data Commons (GDC) provides the
cancer research community with a unified data
repository that enables data sharing across cancer
genomic studies in support of precision medicine.

Access Data & Tools

* Harmonized genomic data uniformly processed
and aligned to latest reference genome.

+ Mutation calls, expression levels, and other

high-level data generated via best-in-class pipelines.

+ Web-based tools to search, download and analyze
data from over 33,000 cancer cases.

+ Visualize biological & clinical relationships in
real-time, then download publication-ready figures.

+ Consume data efficiently with GDC's API or Data
Transfer Tool

Data Analysis, Visualization & Exploration (DAVE) tools are web-based
and open-access, helping make genomic data accessible for anyone.
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Projects Available

Clinical Proteomic Tumor Analysis Consortium
(CPTAC), Foundation Medicine (FMI), The Cancer
Genome Atlas (TCGA), Therapeutically Applicable
Research to Generate Effective Treatments
(TARGET), and other cancer studies

Examples of Supported Data Types

Data type File Format

Clinical & Biospecimen TSV, XML, JSON

Sequencing BAM, FASTQ
(e.g., WGS, WXS, RNA)
Array TXT, IDAT

(e.g., SNP, Methylation)

High-level Data TSV (expression, splice junctions),
TXT (CNV, methylation),

MAF & VCF (mutations)
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Overall Survival Plot
Log-Rank Test P-Value = 2.72e-3
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Analyze with DAVE
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