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Abstract

In this talk, I will focus on essential issues for designing and conducting a
case-control genome-wide association study. An analytical work flow starting with
data preparation, sample size and power consideration from both statistical and
clinical perspectives will be discussed. The choice of genotyping chips, statistical
testing and use of imputation will be evaluated. | will also review the strength,
challenges and future opportunities of performing second-generation genome-wide
association studies. Our previous work in identifying genetic factors associated with

chronic HBV susceptibility in male Taiwanese will be used as an example.



