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Proper Citation

Database of Genomic Variants (RRID:SCR_007000)

Resource Information

URL: http://dgv.tcag.ca/

Proper Citation: Database of Genomic Variants (RRID:SCR_007000)

Description: Collection of curated structural variation in the human genome. Catalogue of
human genomic structural variation identified in healthy control samples for studies aiming
to correlate genomic variation with phenotypic data. It is continuously updated with new
data from peer reviewed research studies. The Database is no longer accepting direct
submission of data as they are currently part of a collaboration with two new archival CNV
databases at EBI and NCBI, called DGVa and dbVAR, respectively. One of the changes to
DGV as part of this collaborative effort is that they will no longer be accepting direct
submissions, but rather obtain the datasets from DGVa (short for DGV archive). This will
ensure that the three databases are synchronized, and will allow for an official
accessioning of variants.

Abbreviations: DGV

Synonyms: DGV, Database of Genomic Variants

Resource Type: database, data or information resource

Defining Citation: PMID:24174537

Keywords: genome, chromosome, control, deletion, structure, insertion, inversion,
segmental duplication, structural variation, genomic variation, phenotype, copy number
variation, indel, genetics, gene expression, chromosome abnormality, human genome,
variation, dna, statistics, chromosome, FASEB list

Related Condition: Healthy, Control

Funding: Genome Canada ;
Ontario Genomics Institute ;
McLaughlin Centre ;
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Resource Name: Database of Genomic Variants

Resource ID: SCR_007000

Alternate IDs: nif-0000-02721, OMICS_00266, r3d100010346

Alternate URLs: http://projects.tcag.ca/variation/, https://doi.org/10.17616/R3NC8H

Record Creation Time: 20220129T080239+0000
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Ratings and Alerts

No rating or validation information has been found for Database of Genomic Variants.

No alerts have been found for Database of Genomic Variants.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 380 mentions in open access literature.

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