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Recent developments of computational environments have facilitated theoretical and
practical researches of Bayesian statistical methodologies. This study developed novel and useful Bayesia
n statistical methods for clinical and epidemiological researches. In particular, we developed efficient m
ethodologies for high-dimensional genome data analyses and molecular diagnosis. In addition, we studied co
mplex epidemiological study designs and their efficient estimating methods, and developed statistical meth
ods for network meta-analyses.
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