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Proper Citation

ArkDB - Genomes For The Rest of Us (RRID:SCR_001838)

Resource Information

URL: http://www.thearkdb.org/

Proper Citation: ArkDB - Genomes For The Rest of Us (RRID:SCR_001838)

Description: The ArkDB database system aims to provide a comprehensive public
repository for genome mapping data from farmed and other animal Species. The system
also aims to provide a route in to genomic and other sequence from the initial viewpoint of
linkage mapping, RH mapping, physical mapping or - possibly more importantly - QTL
mapping data. Sponsors: ArkDB is funded by Biotechnology and Biological Sciences
Research Council (BBSRC), UK. Cat, Chicken, Cow, Deer, Duck, Horse, Pig, Quail,
Salmon, Sea Bass, Sheep, Turkey, QLT map, Linkage map, RH map, Farm animal,
Genome map, Sequence, Mapping

Synonyms: ArkDB

Resource Type: data or information resource, database

Defining Citation: PMID:11125062

Keywords: duck, farm animal, cat, chicken, cow, deer, genome map, horse, linkage map,
mapping, model organism comparative genomic, pig, qlt map, quail, rh map, salmon, sea
bass, sequence, sheep, turkey

Availability: Free, Freely available

Resource Name: ArkDB - Genomes For The Rest of Us

Resource ID: SCR_001838

Alternate IDs: nif-0000-02568, r3d100012788

Record Creation Time: 20220129T080209+0000

Record Last Update: 20260729T044017+0000

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_001838/resolver
http://www.thearkdb.org/
https://pubmed.ncbi.nlm.nih.gov/11125062


Ratings and Alerts

No rating or validation information has been found for ArkDB - Genomes For The Rest of
Us.

No alerts have been found for ArkDB - Genomes For The Rest of Us.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 20 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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