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Type: Tool

Proper Citation

PROVEAN (RRID:SCR_002182)

Resource Information

URL: http://provean.jcvi.org/

Proper Citation: PROVEAN (RRID:SCR_002182)

Description: A software tool which predicts whether an amino acid substitution or indel has 
an impact on the biological function of a protein.

Abbreviations: PROVEAN

Synonyms: Protein Variation Effect Analyzer

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

Defining Citation: PMID:23056405

Keywords: amino acid substitution, indel, function, protein, amino acid, substitution, protein 
variant, genome variant, next-generation sequencing, insertion, deletion

Funding: NIH ;
NHGRI 5R01HG004701-04

Availability: GNU General Public License, v3

Resource Name: PROVEAN

Resource ID: SCR_002182

Alternate IDs: OMICS_01849

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_002182/resolver
http://provean.jcvi.org/
https://pubmed.ncbi.nlm.nih.gov/23056405


Record Creation Time: 20220129T080212+0000

Record Last Update: 20250428T052926+0000

Ratings and Alerts

No rating or validation information has been found for PROVEAN.

No alerts have been found for PROVEAN.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 2083 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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pregnancy. Scientific reports, 15(1), 3300.
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communications, 16(1), 1237.
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Li R, et al. (2024) Less is more: CRISPR/Cas9-based mutations in DND1 gene enhance 
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