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Proper Citation

The Cancer Genome Atlas (RRID:SCR_003193)

Resource Information

URL: http://cancergenome.nih.gov/

Proper Citation: The Cancer Genome Atlas (RRID:SCR_003193)

Description: Project exploring the spectrum of genomic changes involved in more than 20
types of human cancer that provides a platform for researchers to search, download, and
analyze data sets generated. As a pilot project it confirmed that an atlas of changes could
be created for specific cancer types. It also showed that a national network of research
and technology teams working on distinct but related projects could pool the results of
their efforts, create an economy of scale and develop an infrastructure for making the data
publicly accessible. Its success committed resources to collect and characterize more than
20 additional tumor types. Components of the TCGA Research Network: * Biospecimen
Core Resource (BCR); Tissue samples are carefully cataloged, processed, checked for
quality and stored, complete with important medical information about the patient. *
Genome Characterization Centers (GCCs); Several technologies will be used to analyze
genomic changes involved in cancer. The genomic changes that are identified will be
further studied by the Genome Sequencing Centers. * Genome Sequencing Centers
(GSCs); High-throughput Genome Sequencing Centers will identify the changes in DNA
sequences that are associated with specific types of cancer. * Proteome Characterization
Centers (PCCs); The centers, a component of NCI's Clinical Proteomic Tumor Analysis
Consortium, will ascertain and analyze the total proteomic content of a subset of TCGA
samples. * Data Coordinating Center (DCC); The information that is generated by TCGA
will be centrally managed at the DCC and entered into the TCGA Data Portal and Cancer
Genomics Hub as it becomes available. Centralization of data facilitates data transfer
between the network and the research community, and makes data analysis more
efficient. The DCC manages the TCGA Data Portal. * Cancer Genomics Hub (CGHub);
Lower level sequence data will be deposited into a secure repository. This database
stores cancer genome sequences and alignments. * Genome Data Analysis Centers
(GDACs) - Immense amounts of data from array and second-generation sequencing
technologies must be integrated across thousands of samples. These centers will provide
novel informatics tools to the entire research community to facilitate broader use of TCGA
data. TCGA is actively developing a network of collaborators who are able to provide
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samples that are collected retrospectively (tissues that had already been collected and
stored) or prospectively (tissues that will be collected in the future).

Abbreviations: TCGA

Synonyms: Cancer Genome Atlas

Resource Type: biomaterial supply resource, material resource

Keywords: genome, genome sequencing, breast, central nervous system, endocrine,
gastrointestinal, gynecologic, head, neck, hematologic, skin, soft tissue, thoracic, urologic,
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Ratings and Alerts

No rating or validation information has been found for The Cancer Genome Atlas.

No alerts have been found for The Cancer Genome Atlas.
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