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Genetic Association Information Network (GAIN)

RRID:SCR_013703
Type: Tool

Proper Citation

Genetic Association Information Network (GAIN) (RRID:SCR_013703)

Resource Information

URL.: http://fnih.org/work/past-programs/genetic-association-information-network-gain

Proper Citation: Genetic Association Information Network (GAIN) (RRID:SCR_013703)

Description: The Genetic Association Information Network (GAIN) supports a series of
Genome-Wide Association Studies (GWAS) designed to identify specific points of DNA
variation associated with the occurrence of a particular common disease. Initially focusing
on six major common diseases, GAIN focused on combining the results with clinical data
to create a significant new resource for genetic researchers.

Abbreviations: GAIN
Resource Type: portal, consortium, data or information resource, organization portal

Keywords: tool development, biomarker research, data-sharing enabler, genome,
genome wide association studies, FNIH,

Funding: Pfizer Inc ;
Affymetrix Inc

Resource Name: Genetic Association Information Network (GAIN)
Resource ID: SCR_013703
Record Creation Time: 20220129T080317+0000

Record Last Update: 20260728T043429+0000

Ratings and Alerts

No rating or validation information has been found for Genetic Association Information
Network (GAIN).

No alerts have been found for Genetic Association Information Network (GAIN).
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Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 9 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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