Resource Summary Report

Generated by T1D on Jul 31, 2026

F-SNP: a collection of functional SNPs, specifically
prioritized for disease association studies

RRID:SCR_007653
Type: Tool

Proper Citation

F-SNP: a collection of functional SNPs, specifically prioritized for disease association
studies (RRID:SCR_007653)

Resource Information

URL: http://compbio.cs.queensu.ca/F-SNP/

Proper Citation: F-SNP: a collection of functional SNPs, specifically prioritized for
disease association studies (RRID:SCR_007653)

Description: F-SNP database provides integrated information about the functional effects
of SNPs obtained from 16 bioinformatics tools and databases. The functional effects are
predicted and indicated at the splicing, transcriptional, translational, and post-translational
level. As such, the F-SNP database helps identify and focus on SNPs with potential
pathological effect to human health. Users can find SNP's based on ID, associated
disease, gene, or chromosomal region.

Synonyms: F-SNP
Resource Type: data or information resource, database

Keywords: functional snp, disease-associated snp, snp, snp functional effect, snp
pathogenicity, FASEB list

Resource Name: F-SNP: a collection of functional SNPs, specifically prioritized for
disease association studies

Resource ID: SCR_007653
Alternate IDs: nif-0000-02832
Record Creation Time: 20220129T080243+0000

Record Last Update: 20260729T044150+0000

Ratings and Alerts


https://scicrunch.org/T1D
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https://scicrunch.org/T1D/data/record/nlx_144509-1/RRID:SCR_007653/resolver
http://compbio.cs.queensu.ca/F-SNP/

No rating or validation information has been found for F-SNP: a collection of functional
SNPs, specifically prioritized for disease association studies.

No alerts have been found for F-SNP: a collection of functional SNPs, specifically
prioritized for disease association studies.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 131 mentions in open access literature.
Listed below are recent publications. The full list is available at T1D .
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