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Proper Citation

National Plant Germplasm System (NPGS) (RRID:SCR_016785)

Resource Information

URL.: https://www.ars-grin.gov/npgs/

Proper Citation: National Plant Germplasm System (NPGS) (RRID:SCR_016785)

Description: Cooperative effort by U.S. state and federal government and private
organizations to preserve the genetic diversity of plants. The NPGS aids scientists and the
need for genetic diversity by acquiring, preserving, evaluating, documenting and
distributing crop germplasm. The NPGS is managed by the Agricultural Research Service
(ARS), the in-house research agency of the United States Department of Agriculture
(USDA). Funding for the NPGS comes primarily through appropriations from the U.S.
Congress.

Abbreviations: NPGS

Synonyms: National Plant Germplasm System, NPGS

Resource Type: data or information resource, organization portal, portal
Keywords: preserve, genetic, diversity, plant, germplasm, agriculture
Funding: U.S. Congress

Resource Name: National Plant Germplasm System (NPGS)

Resource ID: SCR_016785

Record Creation Time: 20220129T080332+0000

Record Last Update: 20260729T044427+0000

Ratings and Alerts


https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_016785/resolver
https://www.ars-grin.gov/npgs/

No rating or validation information has been found for National Plant Germplasm System
(NPGS).

No alerts have been found for National Plant Germplasm System (NPGS).

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 19 mentions in open access literature.
Listed below are recent publications. The full list is available at kravitz2 .
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