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Proper Citation

National Human Genome Research Institute (RRID:SCR_011416)

Resource Information

URL: http://www.genome.gov/

Proper Citation: National Human Genome Research Institute (RRID:SCR_011416)

Description: One of 27 institutes and centers that make up the NIH, National Human
Genome Research Institute (NHGRI) is devoted to advancing health through genome
research. The Institute led NIH''s contribution to the Human Genome Project, which was
successfully completed in 2003 ahead of schedule and under budget. Building on the
foundation laid by the sequencing of the human genome, NHGRI''s work now
encompasses a broad range of research aimed at expanding understanding of human
biology and improving human health. The NHGRI''s mission has expanded to encompass
a broad range of studies aimed at understanding the structure and function of the human
genome and its role in health and disease. To that end NHGRI supports the development
of resources and technology that will accelerate genome research and its application to
human health. A critical part of the NHGRI mission continues to be the study of the ethical,
legal and social implications (ELSI) of genome research. NHGRI also supports the training
of investigators and the dissemination of genome information to the public and to health
professionals.

Abbreviations: NHGRI

Synonyms: NCHGR, National Center for Human Genome Research

Resource Type: institution

Resource Name: National Human Genome Research Institute

Resource ID: SCR_011416

Alternate IDs: nlx_inv_1005098, Crossref funder ID: 100000051, Wikidata: Q1634459,
nlx_143900, OMICS_01554, ISNI: 0000 0001 2233 9230, grid.280128.1

Alternate URLs: https://ror.org/00baak391

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_011416/resolver
http://www.genome.gov/


Record Creation Time: 20220129T080304+0000

Record Last Update: 20260801T190424+0000

Ratings and Alerts

No rating or validation information has been found for National Human Genome Research
Institute.

No alerts have been found for National Human Genome Research Institute.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 131 mentions in open access literature.

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