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Bovine Genome Database

RRID:SCR_000148
Type: Tool

Proper Citation

Bovine Genome Database (RRID:SCR_000148)

Resource Information

URL.: http://bovinegenome.org/

Proper Citation: Bovine Genome Database (RRID:SCR_000148)

Description: Database and integrated tools to improve annotation of the bovine genome
and to integrate the genome sequence with other genomics data.

Abbreviations: BGD
Synonyms: The Bovine Genome Database, BovineGenome.org
Resource Type: database, data or information resource

Defining Citation: PMID:21123190, PMID:21092105

Keywords: genome browser, genome

Funding: USDA National Institute of Food and Agriculture 2007-35616-17882;
USDA National Institute of Food and Agriculture 2010-65205-20407

Availability: Acknowledgement requested
Resource Name: Bovine Genome Database
Resource ID: SCR_000148

Alternate IDs: OMICS 04529

Record Creation Time: 20220129T080159+0000

Record Last Update: 20250412T054527+0000



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_000148/resolver
http://bovinegenome.org/
https://pubmed.ncbi.nlm.nih.gov/21123190
https://pubmed.ncbi.nlm.nih.gov/21092105

Ratings and Alerts
No rating or validation information has been found for Bovine Genome Database.

No alerts have been found for Bovine Genome Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 15 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.

Bahbahani H, et al. (2018) Genomic signatures of adaptive introgression and environmental
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