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Proper Citation

Online Encyclopedia for Genetic Epidemiology studies (RRID:SCR_001825)

Resource Information

URL.: http://www.oege.org/

Proper Citation: Online Encyclopedia for Genetic Epidemiology studies
(RRID:SCR_001825)

Description: Portal for researchers to locate information relevant to interpretation and
follow-up of human genetic epidemiological discoveries, including: a range of population
and case and family genetic epidemiological studies, relevant gene and sequence
databases, genetic variation databases, trait measurement, resource labs, journals,
software, general information, disease genes and genetic diversity.

Abbreviations: OEGE
Synonyms: OEGE - Online Encyclopedia for Genetic Epidemiology studies
Resource Type: data or information resource, topical portal, portal

Keywords: encyclopedia, epidemiology, gene, genealogist, genetic, genetic variation,
diversity, health, journal, molecular genealogy, population genetics, sequence, software,
trait, genome wide association study, genotyping, phenotyping, next generation
sequencing, gene association study

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: Online Encyclopedia for Genetic Epidemiology studies
Resource ID: SCR_001825

Alternate IDs: nif-0000-10388

Record Creation Time: 20220129T080209+0000

Record Last Update: 20260729T044016+0000
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Ratings and Alerts

No rating or validation information has been found for Online Encyclopedia for Genetic
Epidemiology studies.

No alerts have been found for Online Encyclopedia for Genetic Epidemiology studies.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 12 mentions in open access literature.

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