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Imputation to whole genome sequence variants in 
pigs

Why sequence? 

SNPS

Causal variant



91 Duroc + 27 Landrace Sequenced
5,889,814 variants

Average imputation accuracy 60K -> WGS  0.83 per SNP

Imputation to whole genome sequence variants in 
pigs

Additional sequence data from 25 Landrace and 50 
Yorkshire pigs are being generated
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