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Study of Mechanism of Mood Disorder by Large-scale Genotyping and Informatics
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Mood disorder such as bipolar disorder/depression,
is one of the social problem. It is considered that
mood disorder has environmental and genetic
factors. Therefore for early diagnosis, treatment and
prevention, one of the important things is to identify
the genes associated with disease. Genome wide
association study (GWAS) which uses single
nucleotide polymorphism (SNP) as marker has been
rapidly developed for last decade, and established as
one of the powerful method to identify genes
associated with disease. We have identified many
genes associated with common diseases such as type
II diabetes by genome wide association study, until
now. In the theme F of the SRPBS, we are doing the
following research in collaboration with Fujita
Health University.

1) Large-scale genotyping

2) Case-control association study

3) Integrative informatics analysis which consider
genetic and environmental factors

Our aim is to identify the genes associated with
mood disorder. We genotype hundreds of thousands
SNPs and perform genome wide association study.
We perform suitable statistical analysis by using
genetic and environmental factors, and aim at the
understanding of the mechanism of mood disorder.
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Fig. Manhattan Plot in GWAS.
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