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Genome Reference Consortium

RRID:SCR_006553
Type: Tool

Proper Citation

Genome Reference Consortium (RRID:SCR_006553)

Resource Information

URL: http://www.ncbi.nlm.nih.gov/projects/genome/assembly/grc/

Proper Citation: Genome Reference Consortium (RRID:SCR_006553)

Description: Consortium that puts sequences into a chromosome context and provides
the best possible reference assembly for human, mouse, and zebrafish via FTP. Tools to
facilitate the curation of genome assemblies based on the sequence overlaps of long, high
guality sequences.

Abbreviations: GRC
Synonyms: Genome Reference Consortium

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

Keywords: sequnence, chromosome, reference, assembly, human, mouse, zebrafish,
genome, sequence, overlap

Funding: NIH

Resource Name: Genome Reference Consortium

Resource ID: SCR_006553

Alternate IDs: nif-0000-20983

Alternate URLSs: http://genomereference.org

Old URLSs: http://www.ncbi.nlm.nih.gov/genome/assembly/grc/index.shtml
Record Creation Time: 20220129T080236+0000

Record Last Update: 20260729T044135+0000
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Ratings and Alerts
No rating or validation information has been found for Genome Reference Consortium.

No alerts have been found for Genome Reference Consortium.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 42 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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