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Proper Citation

CGEMS (RRID:SCR_008445)

Resource Information

URL: http://cgems.cancer.gov

Proper Citation: CGEMS (RRID:SCR_008445)

Description: The project began as a pilot study to identify inherited genetic susceptibility
to prostate and breast cancer. CGEMS has developed into a robust research program
involving genome-wide association studies (GWASS) for a number of cancers to identify
common genetic variants that affect a person"s risk of developing cancer. In collaboration
with extramural scientists, NCI"s Division of Cancer Epidemiology and Genetics (DCEG)
has carried out genome-wide scans for breast, prostate, pancreatic, and lung cancers,
while a GWAS of bladder cancer is currently underway. By making the data available to
both intramural and extramural research scientists, as well as those in the private sector
through rapid posting, NIH can leverage its resources to ensure that the dramatic
advances in genomics are incorporated into rigorous population-based studies. Ultimately,
findings from these studies may yield new preventive, diagnostic, and therapeutic
interventions for cancer. Sponsors: This resource is supported by the U.S. National
Institues Of Health.

Abbreviations: CGEMS

Synonyms: The Cancer Genetic Markers of Susceptibility Project, Cancer Genetic
Markers of Susceptibility, The Cancer Genetic Markers of Susceptibility

Resource Type: data or information resource, topical portal, portal

Keywords: cancer, genetic, marker, prostate, breast, research, genome, association,
development, scientist, pancreatic, lung, bladder, science, genomics, population, study,
theraphy, diagnosis

Resource Name: CGEMS

Resource ID: SCR_008445
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Ratings and Alerts

No rating or validation information has been found for CGEMS.

No alerts have been found for CGEMS.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 27 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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