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Proper Citation

Germplasm Resources Information Network (RRID:SCR_006675)

Resource Information

URL: http://www.ars-grin.gov/

Proper Citation: Germplasm Resources Information Network (RRID:SCR_006675)

Description: Web server to provide germplasm information about plants, animals,
microbes, invertebrates and access to databases that maintain passport, characterization,
evaluation, inventory, and distribution data for the management and utilization of national
germplasm collections. Under control of the U.S. Department of Agriculture's Agricultural
Research Service to support the National Genetic Resources Program (NGRP). Operated
by the Database Management Unit of the National Germplasm Resource Laboratory in
Beltsville, Maryland.

Abbreviations: GRIN

Synonyms: GRIN, Germplasm Resources Information Network

Resource Type: data or information resource, organization portal, database, department
portal, portal

Keywords: agriculture, food, germplasm, information, plant, animal, microbe, invertebrate,
access, database, distribution, data, management, , FASEB list

Funding: the U.S. Department of Agriculture

Resource Name: Germplasm Resources Information Network

Resource ID: SCR_006675

Alternate IDs: SCR_016462, nlx_21883

Record Creation Time: 20220129T080237+0000

Record Last Update: 20260729T044136+0000

Ratings and Alerts

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_006675/resolver
http://www.ars-grin.gov/


No rating or validation information has been found for Germplasm Resources Information
Network.

No alerts have been found for Germplasm Resources Information Network.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 326 mentions in open access literature.

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