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Proper Citation

NIMH Repository and Genomics Resources (RRID:SCR_006698)

Resource Information

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

Proper Citation: NIMH Repository and Genomics Resources (RRID:SCR_006698)

Description: Collaborative venture between the National Institute of Mental Health (NIMH)
and several academic institutions. Repository facilitates psychiatric genetic research by
providing patient and control samples and phenotypic data for wide-range of mental
disorders and Stem Cells.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 doGAP, 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: NIMH: Center for Collaborative Genetic Studies, NIMH Human Genetics
Initiative, NIMH Center for Genetic Studies, NIMH Genetics, Center for Collaborative
Genomic Studies on Mental Disorders, NIMH Repository and Genomics Resources (NRGR)

Resource Type: institution
Keywords: biosamples, genetic, pedigree, clinical, data

Related Condition: Bipolar Disorder, Schizophrenia, Alzheimer's disease, Autism, Attention
deficit-hyperactivity disorder, Depression, Control, Obsessive-Compulsive Disorder, Anorexia
Nervosa, Relative, Mental disorder, Brain disorder, Relative
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Funding: NIH Blueprint for Neuroscience Research ;
National Institute for Mental Health

Availability: Restricted

Resource Name: NIMH Repository and Genomics Resources
Resource ID: SCR_006698

Alternate IDs: grid.482687.7, nif-0000-00186, SCR_016318
Alternate URLSs: https://ror.org/026dax180

Record Creation Time: 20220129T080237+0000
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Ratings and Alerts

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

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

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 60 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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