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The genome-metabolome association study for hyperuricemia was conducted in
the large scale metabolomics cohort study in Tsuruoka City, Japan. It was clarified that most of
plasma metabolites were associated with the level of serum uric acid in this first study among
Japanese. It was also shown that ABCG2 polymorphism was associated with the level of serum uric
acid, as well as concentrations of plasma metabolites. The relation between hyperuricemia and plasma

metabolomic profile was partly affected by ABCG2 polymorphism. In particular, the relation between

hyperuricemia and N,N-dimethylglﬁcine was different by ABCG2 polymorphism in both of male and
female. These findings suggest that further researches may proceed the tailor-made preventive
medicine using genome and metabolome for hyperuricemia.
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