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Proper Citation

Trans-Omics for Precision Medicine (TOPMed) Program (RRID:SCR_015677)

Resource Information

URL.: https://www.nhlbi.nih.gov/research/resources/nhlbi-precision-medicine-initiative/topmed

Proper Citation: Trans-Omics for Precision Medicine (TOPMed) Program
(RRID:SCR_015677)

Description: Funding program for Precision Medicine genome sequencing from the National
Institutes of Health, NHBLI.

Abbreviations: TOPMED

Resource Type: tissue bank, material resource, biomaterial supply resource
Funding:

Resource Name: Trans-Omics for Precision Medicine (TOPMed) Program
Resource ID: SCR_015677

Record Creation Time: 20220129T080327+0000

Record Last Update: 20250418T055430+0000

Ratings and Alerts

No rating or validation information has been found for Trans-Omics for Precision Medicine
(TOPMed) Program.

No alerts have been found for Trans-Omics for Precision Medicine (TOPMed) Program.
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Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 12 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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150.
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Association Studies: Lessons Learned from the NHLBI Exome Sequencing Project.
American journal of human genetics, 99(4), 791.




