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Proper Citation

dbNSFP (RRID:SCR_005178)

Resource Information

URL.: https://sites.google.com/site/jpopgen/dbNSFP

Proper Citation: doNSFP (RRID:SCR_005178)

Description: A database for functional prediction and annotation of all potential non-
synonymous single-nucleotide variants (nsSNVs) in the human genome. Version 2.0 is
based on the Gencode release 9 / Ensembl version 64 and includes a total of 87,347,043
nsSNVs and 2,270,742 essential splice site SNVs. It compiles prediction scores from six
prediction algorithms (SIFT, Polyphen2, LRT, MutationTaster, MutationAssessor and
FATHMM), three conservation scores (PhyloP, GERP++ and SiPhy) and other related
information including allele frequencies observed in the 1000 Genomes Project phase 1
data and the NHLBI Exome Sequencing Project, various gene IDs from different
databases, functional descriptions of genes, gene expression and gene interaction
information, etc. Some dbNSFP contents (may not be up-to-date though) can also be
accessed through variant tools, ANNOVAR, KGGSeq, UCSC Genome Browser"s Variant
Annotation Integrator, Ensembl Variant Effect Predictor and HGMD.

Abbreviations: dobNSFP
Resource Type: data or information resource, database

Defining Citation: PMID:23843252, PMID:21520341

Keywords: non-synonymous single-nucleotide variant, function, annotation, functional
prediction, non-synonymous mutation, splice site mutation, FASEB list

Availability: Acknowledgement requested, Free, Public
Resource Name: dbNSFP
Resource ID: SCR_005178

Alternate IDs: OMICS 00172



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_005178/resolver
https://sites.google.com/site/jpopgen/dbNSFP
https://pubmed.ncbi.nlm.nih.gov/23843252
https://pubmed.ncbi.nlm.nih.gov/21520341

Record Creation Time: 20220129T080228+0000

Record Last Update: 20260821T193742+0000

Ratings and Alerts
No rating or validation information has been found for dbNSFP.

No alerts have been found for dbNSFP.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 708 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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a large family with MSH2-related LS in Southern Thailand. PloS one, 21(5), e0348867.
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