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Proper Citation

GWAS: Catalog of Published Genome-Wide Association Studies (RRID:SCR_012745)

Resource Information

URL.: http://www.ebi.ac.uk/gwas/

Proper Citation: GWAS: Catalog of Published Genome-Wide Association Studies
(RRID:SCR_012745)

Description: Catalog of published genome-wide association studies. Genome-wide set of
genetic variants in different individuals to see if any variant is associated with trait and
disease. Database of genome-wide association study (GWAS) publications including only
those attempting to assay single nucleotide polymorphisms (SNPs). Publications are
organized from most to least recent date of publication. Studies are identified through weekly
PubMed literature searches, daily NIH-distributed compilations of news and media reports,
and occasional comparisons with an existing database of GWAS literature (HUGE
Navigator). Works with HANCESTRO ancestry representation.

Abbreviations: GWASC

Synonyms: A Catalog of Published Genome-Wide Association Studies, Catalog of
Published GWAS, Catalog of published GWAS studies, NHGRI GWAS Catalog, Catalog of
Published Genome-Wide Association Studies, GWAS and PGS Catalogs

Resource Type: data or information resource, catalog, database

Defining Citation: PMID:19474294

Keywords: gene-wide association study, adult, genome, genome-wide association study,
single nucleotide polymorphism, publication, literature, phenotype, trait, disease, loci, genetic
variant, disorder, snp trait association
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Funding: NHGRI U41 HG007823;
BBSRC;
NHGRI U24 HG012542

Availability: Free, Freely available

Resource Name: GWAS: Catalog of Published Genome-Wide Association Studies
Resource ID: SCR_012745

Alternate IDs: nif-0000-06666

Old URLs: http://www.genome.gov/gwastudies

Record Creation Time: 20220129T080312+0000

Record Last Update: 20250407T220030+0000

Ratings and Alerts

No rating or validation information has been found for GWAS: Catalog of Published Genome-
Wide Association Studies.

No alerts have been found for GWAS: Catalog of Published Genome-Wide Association
Studies.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 833 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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