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Proper Citation

NIMH Repository and Genomics Resources (NRGR) (RRID:SCR_016318)

Resource Information

URL: https://www.nimhgenetics.org/

Proper Citation: NIMH Repository and Genomics Resources (NRGR)
(RRID:SCR_016318)

Description: Stores biosamples, genetic, pedigree and clinical data collected in
designated NIMH-funded human subject studies. RGR database likewise links to other
repositories holding data from same subjects, including dbGAP, GEO and NDAR. Allows
to access these data and biospecimens (e.g., lymphoblastoid cell lines, induced
pluripotent cell lines, fibroblasts) and further expand genetic and molecular
characterization of patient populations with severe mental illness.

Abbreviations: NRGR, RGR

Synonyms: NRGR, Repository and Genomics Resources, NIMH, RGR

Resource Type: institution

Keywords: biosamples, genetic, pedigree, clinical, data

Funding: NIMH

Availability: Restricted

Resource Name: NIMH Repository and Genomics Resources (NRGR)

Resource ID: SCR_016318

Alternate IDs: grid.482687.7

Alternate URLs: https://ror.org/026dax180

Record Creation Time: 20220129T080330+0000

Record Last Update: 20260903T235334+0000

https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/SCR_016318/resolver
https://www.nimhgenetics.org/


Ratings and Alerts

No rating or validation information has been found for NIMH Repository and Genomics
Resources (NRGR).

No alerts have been found for NIMH Repository and Genomics Resources (NRGR).

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 29 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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