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Proper Citation

HGVS Locus Specific Mutation Databases (RRID:SCR_006730)

Resource Information

URL: http://www.hgvs.org/dblist/glsdb.htm

Proper Citation: HGVS Locus Specific Mutation Databases (RRID:SCR_006730)

Description: Database of Locus Specific Mutation Databases. Fields include HGNC Gene
symbol / OMIM No., Database name / Internet address, and Curators. If you wish to add
an LSDB please go to the LSDB Submission Page.

Abbreviations: LSMD

Synonyms: Locus Specific Mutation Databases

Resource Type: database, data or information resource

Keywords: mutation, locus, registry, catalog, genome variation, gene
Availability: The community can contribute to this resource
Resource Name: HGVS Locus Specific Mutation Databases
Resource ID: SCR_006730

Alternate IDs: nix_153903

Record Creation Time: 20220129T080237+0000

Record Last Update: 20260725T191145+0000

Ratings and Alerts

No rating or validation information has been found for HGVS Locus Specific Mutation
Databases.

No alerts have been found for HGVS Locus Specific Mutation Databases.
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Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 138 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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