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Proper Citation

Variant Effect Predictor (RRID:SCR_007931)

Resource Information

URL: http://www.ensembl.org/info/docs/tools/vep/index.html

Proper Citation: Variant Effect Predictor (RRID:SCR_007931)

Description: Data analysis service to predict the functional consequences of known and
unknown variants.

Abbreviations: VEP

Synonyms: Ve!P

Resource Type: analysis service resource, data analysis service, production service
resource, service resource, software resource

Keywords: perl, bio.tools

Resource Name: Variant Effect Predictor

Resource ID: SCR_007931

Alternate IDs: biotools:ensembl_variant_effect_predictor

Alternate URLs: https://bio.tools/ensembl_variant_effect_predictor

Record Creation Time: 20220129T080244+0000

Record Last Update: 20260903T234917+0000

Ratings and Alerts

No rating or validation information has been found for Variant Effect Predictor.

No alerts have been found for Variant Effect Predictor.

https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/SCR_007931/resolver
http://www.ensembl.org/info/docs/tools/vep/index.html


Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 2073 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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Research, 32(12), 2413.
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101186.
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strongly in the control of pubertal development than energy balance. Molecular
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collected for fertility preservation in patients in remission from acute myeloid leukaemia: A
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