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Background

Imputation Is a statistical process used to predict genotypes of loci not directly assayed in a
sample of individuals. Our goal is to measure the performance of imputation in predicting the
genotype of the best known gene polymorphisms involved in drug metabolism using a common
SNP array genotyping platform generally exploited in genome wide association studies.
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Conclusions

Most of genes involved In drug metabolism can be
Imputed with high efficacy using standard genome-
wide genotyping platforms and imputing procedure.

Future development
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