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Proper Citation

GSA-SNP (RRID:SCR_013109)

Resource Information

URL: http://sourceforge.net/projects/gsa-snp/

Proper Citation: GSA-SNP (RRID:SCR_013109)

Description: A tool for the gene-set (or pathway) analysis of a genome-wide association
study result. It accepts a genome-wide list of SNPs and their association P-values. It
summarizes the SNP P-values into nearby genes. The gene-by-gene summary results are
then further summarized by gene-sets such as Gene Ontology, KEGG pathways, or user-
created gene-sets. Various standardization and statistical tests can be performed and the
resulting gene-sets that pass a significance level after multiple-testing correction are
reported. The tool is written in Java and is available as a standalone version.

Abbreviations: GSA-SNP

Resource Type: software resource, software application, data processing software

Defining Citation: PMID:20501604

Keywords: clinical neuroinformatics, computational neuroscience, imaging genomics,
bio.tools

Availability: GNU General Public License v2

Resource Name: GSA-SNP

Resource ID: SCR_013109

Alternate IDs: nlx_155765, biotools:gsa-snp

Alternate URLs: https://bio.tools/gsa-snp

Record Creation Time: 20220129T080314+0000

Record Last Update: 20260731T042852+0000

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_013109/resolver
http://sourceforge.net/projects/gsa-snp/
https://pubmed.ncbi.nlm.nih.gov/20501604


Ratings and Alerts

No rating or validation information has been found for GSA-SNP.

No alerts have been found for GSA-SNP.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 18 mentions in open access literature.

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