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Identification of inhibitory factors for the development of lifestyle-related
diseases in high-risk groups based on genetic risk scores

Tajima, Atsushi
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We estimated genome-wide polygenic risk scores (GPSs) for the development of
various lifestyle-related diseases in each of the community-based cohort participants, and
identified high-risk groups for developing the diseases based on GPSs. Further, we performed
population-based case-control studies using baseline data (e.g., blood testing, lifestyle), medical
information (e.g., complications, medication history) and genotypes, and found candidate factors
(genetic and environmental factors) that could inhibit the development of lifestyle-related

diseases.
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