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Proper Citation

Human Genome Variation Society: Databases and Other Tools (RRID:SCR_006876)

Resource Information

URL: http://www.hgvs.org/dblist/dblist.html

Proper Citation: Human Genome Variation Society: Databases and Other Tools
(RRID:SCR_006876)

Description: A list of various databases freely available to the public, including several
mutation and variation resources, such as education resources for teachers students
provided by the Human Genome Variation Society. Databases listed include: * Locus
Specific Mutation Databases * Disease Centered Central Mutation Databases * Central
Mutation and SNP Databases * National and Ethnic Mutation Databases * Mitochondrial
Mutation Databases * Chromosomal Variation Databases * Other Mutation Databases (
i.e. your round holes don''''t fit our square pegs) * Clinical and Patient Aspects Databases *
Non Human Mutation Databases * Artificial Mutations Only * Other Related Databases *
Education Resources for Teachers and Students

Abbreviations: HGVS Databases & Other Tools

Synonyms: HGVS: Databases and Other Tools

Resource Type: data or information resource, data set

Keywords: genome, artificial, chromosome, clinical, disease, human, mitochondrial, non
human, snp, mutation, genetic variation, education, ethnic

Availability: Public

Resource Name: Human Genome Variation Society: Databases and Other Tools

Resource ID: SCR_006876

Alternate IDs: nif-0000-02959

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_006876/resolver
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Record Creation Time: 20220129T080238+0000

Record Last Update: 20260728T043240+0000

Ratings and Alerts

No rating or validation information has been found for Human Genome Variation Society:
Databases and Other Tools.

No alerts have been found for Human Genome Variation Society: Databases and Other
Tools.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 13 mentions in open access literature.

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