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Type: Tool

Proper Citation

dbVar (RRID:SCR_003219)

Resource Information

URL: http://www.ncbi.nim.nih.gov/dbvar/

Proper Citation: dbVar (RRID:SCR_003219)

Description: Structural variation database designed to store data on variant DNA >/ =1 bp
in size from all organisms. Associations of defined variants with phenotype information is
also provided. Users can browse data containing number of variant cells from each study,
and filter studies by organism, study type, method and genomic variant. Organisms include
human, mouse, cattle and several additional animals.

Abbreviations: dbVar
Synonyms: dbVar, Database of Genomic Structural Variation, NCBI dbVar

Resource Type: data or information resource, service resource, data repository, database,
storage service resource

Defining Citation: PMID:23193291

Keywords: structure, variation, structural variation, genetics, insertion, deletion, copy
number variant, inversion, translocation, genomic imbalance, genotype, gene expression,
dna, genomics, phenotype, genetic code

Funding:
Availability: Free, Freely available

Resource Name: dbVar



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_003219/resolver
http://www.ncbi.nlm.nih.gov/dbvar/
https://pubmed.ncbi.nlm.nih.gov/23193291

Resource ID: SCR_003219
Alternate IDs: nlx_157217
Record Creation Time: 20220129T080217+0000

Record Last Update: 20250412T054811+0000

Ratings and Alerts
No rating or validation information has been found for dbVar.

No alerts have been found for dbVar.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 180 mentions in open access literature.

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