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Resource Information

URL: http://www.chargeconsortium.com/

Proper Citation: Cohorts for Heart and Aging Research in Genomic Epidemiology
(RRID:SCR_004034)

Description: Consortium formed to facilitate genome-wide association study meta-
analyses and replication opportunities among multiple large and well-phenotyped
longitudinal cohort studies. A bibliography of CHARGE publications is available. Its
founding member cohorts include: * Age, Gene, Environment, Susceptibility Study --
Reykjavik * Atherosclerosis Risk in Communities Study * Cardiovascular Health Study *
Framingham Heart Study * Rotterdam Study Additional core cohorts include: * Coronary
Artery Risk Development in Young Adults * Family Heart Study * Health, Aging, and Body
Composition Study * Jackson Heart Study * Multi-Ethnic Study of Atherosclerosis

Abbreviations: CHARGE Consortium, CHARGE

Resource Type: bibliography, data or information resource, organization portal,
consortium, portal

Defining Citation: PMID:20031568

Keywords: genome-wide association study, genomic, epidemiology, phenotype,
longitudinal

Related Condition: Aging, Heart disease
Resource Name: Cohorts for Heart and Aging Research in Genomic Epidemiology
Resource ID: SCR_004034

Alternate IDs: nIx_158460
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Ratings and Alerts

No rating or validation information has been found for Cohorts for Heart and Aging
Research in Genomic Epidemiology.

No alerts have been found for Cohorts for Heart and Aging Research in Genomic
Epidemiology.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 17 mentions in open access literature.
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