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Proper Citation

CPTAC (RRID:SCR_017135)

Resource Information

URL.: https://proteomics.cancer.gov/programs/cptac

Proper Citation: CPTAC (RRID:SCR_017135)

Description: Clinical proteomic tumor analysis consortium to systematically identify
proteins that derive from alterations in cancer genomes and related biological processes,
in order to understand molecular basis of cancer that is not possible through genomics
and to accelerate translation of molecular findings into clinic. Operates through Proteome
Characterization Centers, Proteogenomic Translational Research Centers, and
Proteogenomic Data Analysis Centers. CPTAC investigators collaborate, share data and
expertise across consortium, and participate in consortium activities like developing
standardized workflows for reproducible studies.

Synonyms: Clinical Proteomic Tumor Analysis Consortium

Resource Type: consortium, data or information resource, portal, topical portal, disease-
related portal, organization portal

Keywords: identify, protein, alteration, cancer, genome, clinical, study, proteome,
proteogenomic, tumor, data, analysis, consortium, reproducibility

Related Condition: cancer

Resource Name: CPTAC

Resource ID: SCR_017135

Record Creation Time: 20220129T080333+0000

Record Last Update: 20260801T190546+0000

Ratings and Alerts


https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_017135/resolver
https://proteomics.cancer.gov/programs/cptac

No rating or validation information has been found for CPTAC.

No alerts have been found for CPTAC.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 131 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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