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A validation epidemiological study of a comprehensive risk algorithm for
lifestyle-related diseases in a community-based population

Yokota, Mitsuhiro
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In today"s aging society, the establishment of preventive methods against
lifestyle-related diseases, including cardiovascular diseases, is an important issue in medicine and
medical care in Japan. In this study, using the cross-sectional research platform we have
accumulated in the past, we participated in domestic and international consortiums to conduct
genome-wide association analysis and succeeded in further identification of risk markers for four
major lifestyle-related diseases: type 2 diabetes, hypertension, dyslipidemia, and obesity.
Furthermore, as an independent study, we focused on microRNAs in blood and succeeded in identifying
microRNAs associated with coronary artery disease by using samples from our prospective cohort

study.
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