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4 Mapping genomic loci implicates genes and synaptic biology in schizophrenia. Nature, 2022, 604,
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19 Multi-ancestry genetic study of type 2 diabetes highlights the power of diverse populations for
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Nature Genetics, 2012, 44, 302-306. 21.4 240
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22 A genome-wide association study identifies genetic variants in the CDKN2BAS locus associated with
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23 Large-scale genetic study in East Asians identifies six new loci associated with colorectal cancer risk.
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28 Genome-wide association analysis in East Asians identifies breast cancer susceptibility loci at 1q32.1,
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29 Association of VKORC1 and CYP2C9 polymorphisms with warfarin dose requirements in Japanese
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35 Common variants at 11q12, 10q26 and 3p11.2 are associated with prostate cancer susceptibility in
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Behaviour, 2020, 4, 308-316. 12.0 80
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41 Genetic variants of calcium and vitamin D metabolism in kidney stone disease. Nature Communications,
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42 A Genome-Wide Association Study of Nephrolithiasis in the Japanese Population Identifies Novel
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Low-frequency coding variants in<i>CETP</i>and<i>CFB</i>are associated with susceptibility of
exudative age-related macular degeneration in the Japanese population. Human Molecular Genetics,
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56 Genome-wide association study in East Asians identifies two novel breast cancer susceptibility loci.
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61 Genetic analysis of endometriosis and depression identifies shared loci and implicates causal links
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the Japanese population. Journal of Human Genetics, 2007, 52, 856-864.

2.3 21

68 Disease susceptibility genes shared by primary biliary cirrhosis and Crohnâ€™s disease in the Japanese
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69 The schizophrenia genetics knowledgebase: a comprehensive update of findings from candidate gene
studies. Translational Psychiatry, 2019, 9, 205. 4.8 19
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Genetic analyses of gynecological disease identify genetic relationships between uterine fibroids and
endometrial cancer, and a novel endometrial cancer genetic risk region at the WNT4 1p36.12 locus.
Human Genetics, 2021, 140, 1353-1365.

3.8 18

74 Genetic risk score based on the prevalence of vertebral fracture in Japanese women with
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