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Motivation: GWAS as a research tool
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Well characterized mouse strains go through a test, GWAS is used to 
highlight genomic regions correlated with the phenotypes



Mouse GWAS is different than human
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Population structure is biased

Contains repeated measures of the same strain

Long linkage-disequilibrium blocks



Easing the process of GWAS
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Options mousegwas allows
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Use GEMMA of pyLMM for GWAS

Optional: Leave One Chromosome Out (LOCO)

Use all individuals/ Sample some from each strain/ 

Average each strain

Combine phenotypes with METASOFT, multi-variate 

GWAS, selecting group minimal p-value

Use genetic markers as covariates



Input format:

6

Input table Metadata



Output figures:
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