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The aim of the study is to establish the basis for a high-performance
disease risk prediction system, based on summary statistics of genome-wide association analysis
GWAS) .
éWAS %s a statistical genetic approach in which genetic variants are tested for association with a
health-related trait to detect disease-causing variants. In the study, we conducted GWAS on a range
of traits/diseases using the data from the Tohoku Medical Megabank Project Community-Based Cohort
Study and in collaboration with other (both domestic and international) research institutions, and
assessed the predictive ability of polygenic risk scores, which were calculated from the GWAS
summary statistics, for various diseases.
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