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

Keywords: perl, bio.tools

Funding:

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: 20250514T061435+0000
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Ratings and Alerts

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

No alerts have been found for Variant Effect Predictor.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 1629 mentions in open access literature.

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

Kentistou KA, et al. (2025) Rare variant associations with birth weight identify genes involved 
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Nature communications, 16(1), 648.
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ADHD Risk Genes. medRxiv : the preprint server for health sciences.
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Switzerland), 15(1).

Skystad Kvernebo M, et al. (2025) Genetic Variants in the SCN9A Gene are Detected in a 
Minority of Erythromelalgia Patients. Acta dermato-venereologica, 105, adv42022.

Turan B, et al. (2025) Investigating Sequence Variations in CNTNAP2 and SETBP1 Genes 
in Language Disorders. Clinical psychopharmacology and neuroscience : the official 
scientific journal of the Korean College of Neuropsychopharmacology, 23(1), 100.

Xu H, et al. (2025) Landscape of human protein-coding somatic mutations across tissues 
and individuals. bioRxiv : the preprint server for biology.

Avila MN, et al. (2025) Deleterious coding variation associated with autism is consistent 
across populations, as exemplified by admixed Latin American populations. medRxiv : the 
preprint server for health sciences.

Paris JR, et al. (2025) The Genomic Signature and Transcriptional Response of Metal 
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