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Database of Genomic Variants Archive (DGVa)

RRID:SCR_004896
Type: Tool

Proper Citation

Database of Genomic Variants Archive (DGVa) (RRID:SCR_004896)

Resource Information

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

Proper Citation: Database of Genomic Variants Archive (DGVa) (RRID:SCR_004896)

Description: Public repository that accepts direct submissions and provides archiving,
accessioning and distribution of publicly available genomic structural variants, in all
species. Variants are accessioned at the study and sample level, granting stable
identifiers that can be used in publications. DGVa data is integrated with other EBI
resources, including comprehensive EBI search and Ensembl genome browser.
Exchanges data with companion database, dbVar, at National Center for Biotechnology
Information.NOTE: since 2019 DGVa doesn't accept submissions. Please send the data
for submission to European Variation Archive (EVA).

Abbreviations: DGVa
Synonyms: , DGVarchive, DGVa, Database of Genomic Variants Archive

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

Defining Citation: PMID:23193291, PMID:24174537

Keywords: genome, dna, gene, expression, genetics, mapping, structural, variant, gold
standard

Availability: Free, Freely available

Resource Name: Database of Genomic Variants Archive (DGVa)
Resource ID: SCR_004896

Alternate IDs: nlx_86626, r3d100010814

Alternate URLSs: https://doi.org/10.17616/R3HK7Z
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Old URLs: http://www.ebi.ac.uk/dgva/page.php, http://www.ebi.ac.uk/dgva/
Record Creation Time: 20220129T080227+0000

Record Last Update: 20260801T042551+0000

Ratings and Alerts

No rating or validation information has been found for Database of Genomic Variants
Archive (DGVa).

No alerts have been found for Database of Genomic Variants Archive (DGVa).

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 145 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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Zeng Z, et al. (2025) Clinical utility of trio whole exome sequencing in fetuses with
ultrasound anomalies. Human genomics, 19(1), 37.
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