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Proper Citation

SPOT - Biological prioritization after a SNP association study (RRID:SCR_005193)

Resource Information

URL: http://spot.cgsmd.isi.edu

Proper Citation: SPOT - Biological prioritization after a SNP association study
(RRID:SCR_005193)

Description: A web-based tool for using biological databases to prioritize single
nucleotide polymorphisms (SNPs) after a genome-wide association study (GWAS). The
site allows users to upload a list of SNPs and GWAS P-values and returns a prioritized list
of SNPs using the GIN method. Users can specify candidate genes or genomic regions
with custom levels of prioritization. The results can be downloaded or viewed in the
browser where users can interactively explore the details of each SNP, including graphical
representations of the genomic information network (GIN) method. For investigators
interested in incorporating biological databases into a post-GWAS SNP selection strategy,
the SPOT web tool is an easily implemented and flexible solution.

Abbreviations: SPOT

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

Defining Citation: PMID:20529875

Keywords: single nucleotide polymorphism, genome-wide association study, linkage
disequilibrium, gene, genomic region, p-value, bio.tools, FASEB list

Resource Name: SPOT - Biological prioritization after a SNP association study

Resource ID: SCR_005193

Alternate IDs: biotools:spot, OMICS_00189

Alternate URLs: https://bio.tools/spot
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Ratings and Alerts

No rating or validation information has been found for SPOT - Biological prioritization after
a SNP association study.

No alerts have been found for SPOT - Biological prioritization after a SNP association
study.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 512 mentions in open access literature.
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