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Proper Citation

PredictSNP (RRID:SCR_006327)

Resource Information

URL: http://loschmidt.chemi.muni.cz/predictsnp/

Proper Citation: PredictSNP (RRID:SCR_006327)

Description: Consensus classifier tool that combines six of the top performing tools for
the prediction of the effects of mutation on protein function. The obtained results are
provided together with annotations extracted from the Protein Mutant Database and the
UniProt database. A stand-alone version is also available.

Abbreviations: PredictSNP

Synonyms: PredictSNP - Consensus classifier for prediction of disease-related mutations

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

Defining Citation: PMID:24453961

Keywords: single nucleotide polymorphism, classifier, prediction, mutation, protein
function, FASEB list

Availability: Free for academic use

Resource Name: PredictSNP

Resource ID: SCR_006327

Alternate IDs: OMICS_02218

Record Creation Time: 20220129T080235+0000

Record Last Update: 20260808T185843+0000

Ratings and Alerts

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_006327/resolver
http://loschmidt.chemi.muni.cz/predictsnp/
https://pubmed.ncbi.nlm.nih.gov/24453961


No rating or validation information has been found for PredictSNP.

No alerts have been found for PredictSNP.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 148 mentions in open access literature.

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