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Proper Citation

SNPTEST (RRID:SCR_009406)

Resource Information

URL: https://mathgen.stats.ox.ac.uk/genetics_software/snptest/snptest.html

Proper Citation: SNPTEST (RRID:SCR_009406)

Description: Software program for the analysis of single SNP association in genome-wide
studies. The tests implemented can cater for binary (case-control) and quantitative
phenotypes, can condition upon an arbitrary set of covariates and properly account for the
uncertainty in genotypes. The program is designed to work seamlessly with the output of
both the genotype calling program CHIAMO, the genotype imputation program IMPUTE
and the program GTOOL. This program was used in the analysis of the 7 genome-wide
association studies carried out by the Wellcome Trust Case-Control Consortium
(WTCCC). (entry from Genetic Analysis Software)

Resource Type: software application, software resource

Keywords: gene, genetic, genomic, bio.tools

Resource Name: SNPTEST

Resource ID: SCR_009406

Alternate IDs: nlx_154651, biotools:snptest

Alternate URLs: https://bio.tools/snptest

Old URLs: http://www.stats.ox.ac.uk/~marchini/software/gwas/snptest.html

Record Creation Time: 20220129T080252+0000

Record Last Update: 20260805T044222+0000

Ratings and Alerts

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_009406/resolver
https://mathgen.stats.ox.ac.uk/genetics_software/snptest/snptest.html


No rating or validation information has been found for SNPTEST.

No alerts have been found for SNPTEST.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 401 mentions in open access literature.

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