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Study Design and Statistical Analysis in a Genome-Wide Pharmacogenomics Study
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: The purpose of this research is to examine problems of study design

for genome-wide pharmacogenomics

studies from statistical

and then to present new proposals in order to contribute to the development

In this study,

three specific issues were addressed regarding the

i) Statistical analysis for the
ii) Statistical analysis for the

association between clinical outcome and SNP, iii) Statistical analysis for PK and SNP-PD
model ing. These Tindings of research were reported in academic journals and meetings.
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