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Proper Citation

Genetic Association Database (RRID:SCR_013264)

Resource Information

URL: http://geneticassociationdb.nih.gov/

Proper Citation: Genetic Association Database (RRID:SCR_013264)

Description: The Genetic Association Database is an archive of human genetic
association studies of complex diseases and disorders. The goal of this database is to
allow the user to rapidly identify medically relevant polymorphism from the large volume of
polymorphism and mutational data, in the context of standardized nomenclature. The data
is from published scientific papers. Study data is recorded in the context of official human
gene nomenclature with additional molecular reference numbers and links. It is gene
centered. That is, each record is a record of a gene or marker. If a study investigated 6
genes for a particular disorder, there will be 6 records. Anyone may view this database
and anyone may submit records. You do not have to be an author on the original study to
submit a record. All submitted records will be reviewed before inclusion in the archive.
Both genetic and environmental factors contribute to human diseases. Most common
diseases are influenced by a large number of genetic and environmental factors, most of
which individually have only a modest effect on the disease. Though genetic contributions
are relatively well characterized for some monogenetic diseases, there has been no effort
at curating the extensive list of environmental etiological factors. From a comprehensive
search of the MeSH annotation of MEDLINE articles, they identified 3,342 environmental
etiological factors associated with 3,159 diseases. They also identified 1,100 genes
associated with 1,034 complex diseases from the NIH Genetic Association Database
(GAD), a database of genetic association studies. 863 diseases have both genetic and
environmental etiological factors available. Integrating genetic and environmental factors
results in the etiome, which they define as the comprehensive compendium of disease
etiology.

Synonyms: GAD

Resource Type: data or information resource, database
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Keywords: environmental, etiological, etiology, factor, gene, general human genetics
databases, genetic, association, complex, disease, disorder, human, medically, molecular,
monogenetic, mutational, nomenclature, polymorphism, scientific, FASEB list

Related Condition: Aging

Resource Name: Genetic Association Database

Resource ID: SCR_013264

Alternate IDs: nif-0000-21163

Record Creation Time: 20220129T080315+0000

Record Last Update: 20260821T194006+0000

Ratings and Alerts

No rating or validation information has been found for Genetic Association Database.

No alerts have been found for Genetic Association Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 170 mentions in open access literature.

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