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Proper Citation

Public Health Genomics (RRID:SCR_006462)

Resource Information

URL: http://www.cdc.gov/genomics/default.htm

Proper Citation: Public Health Genomics (RRID:SCR_006462)

Description: The Office of Public Health Genomics (OPHG) aims to integrate genomics
into public health research, policy, and programs. Doing so could improve interventions
designed to prevent and control the country''s leading chronic, infectious, environmental,
and occupational diseases. OPHG''s efforts focus on conducting population-based
genomic research, assessing the role of family health history in disease risk and
prevention, supporting a systematic process for evaluating genetic tests, translating
genomics into public health research and programs, and strengthening capacity for public
health genomics in disease prevention programs. Goals: To improve public health
interventions of diseases of major public health importance, including chronic, infectious,
environmental, and occupational diseases, through six major initiatives: * Evaluation of
Genomic Applications in Practice and Prevention (EGAPP), * Human Genome
Epidemiology Network (HuGENet), * NHANES Collaborative Genomics Project, * Family
History Public Health Initiative, * Genomics Translation Research and Programs, and, *
Genomic Applications in Practice and Prevention Network (GAPPNet).

Synonyms: Genomics

Resource Type: data or information resource, podcast, narrative resource, radio, training
resource, portal, organization portal

Keywords: environmental, genetics, chronic, disease, genomic, health, infectious,
occupational, prevention, research

Resource Name: Public Health Genomics

Resource ID: SCR_006462

Alternate IDs: nif-0000-10186

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_006462/resolver
http://www.cdc.gov/genomics/default.htm


Record Creation Time: 20220129T080236+0000

Record Last Update: 20260808T185844+0000

Ratings and Alerts

No rating or validation information has been found for Public Health Genomics.

No alerts have been found for Public Health Genomics.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 885 mentions in open access literature.

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