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Development of molecular diagnostics is essential for establishing personalized
medicine based on genetic characteristics of individual patients. In this research, we
studied design and analysis of clinical studies for developing molecular diagnostics. In
particular, we developed statistical methods for identifying molecular markers
associated with clinical variables such as disease type, response to treatment, and
survival outcomes, from a large pool of candidate molecular markers, making
prediction systems using the identified molecular markers, and testing their clinical
utility.
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