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Type: Tool

Proper Citation

Genomic Standards Consortium (RRID:SCR_006273)

Resource Information

URL.: http://gensc.org/

Proper Citation: Genomic Standards Consortium (RRID:SCR_006273)

Description: An open-membership International community to promote mechanisms that
standardize the description of genomes and the exchange and integration of genomic data.
Community-driven standards have the best chance of success if developed within the
auspices of international working groups. Participants in the GSC include biologists,
computer scientists, those building genomic databases and conducting large-scale
comparative genomic analyses, and those with experience of building community-based
standards. The mission of the GSC is to work with the wider community towards: * the
implementation of new genomic standards * methods of capturing and exchanging metadata
* harmonization of metadata collection and analysis efforts across the wider genomics
community

Abbreviations: GSC

Resource Type: data or information resource, standard specification, knowledge
environment, narrative resource, international standard specification

Keywords: genome, genomics, standards

Funding: National Institute for Environmental eScience ;
NERC NE/3521773/1

Resource Name: Genomic Standards Consortium

Resource ID: SCR_006273



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_006273/resolver
http://gensc.org/

Alternate IDs: nlx_151884, OMICS_01780
Old URLs: http://gensc.org/gc_wiki/index.php/Main_Page
Record Creation Time: 20220129T080235+0000

Record Last Update: 20250521T061102+0000

Ratings and Alerts
No rating or validation information has been found for Genomic Standards Consortium.

No alerts have been found for Genomic Standards Consortium.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 26 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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