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stroke and stroke subtypes. Nature Genetics, 2018, 50, 524-537.

Epigenome-wide association study of body mass index, and the adverse outcomes of adiposity. Nature, 97.8 743
2017, 541, 81-86. )

Meta-analysis of genome-wide association studies identifies eight new loci for type 2 diabetes in east
Asians. Nature Genetics, 2012, 44, 67-72.

Meta-analysis of genome-wide association studies identifies common variants associated with blood

pressure variation in east Asians. Nature Genetics, 2011, 43, 531-538. 214 516

Genome-wide association analysis identifies novel blood pressure loci and offers biological insights
into cardiovascular risk. Nature Genetics, 2017, 49, 403-415.

Genome-wide association study in individuals of South Asian ancestry identifies six new type 2 diabetes

susceptibility loci. Nature Genetics, 2011, 43, 984-989. 214 481

Meta-analysis identifies common variants associated with body mass index in east Asians. Nature
Genetics, 2012, 44, 307-311.

The power of genetic diversity in genome-wide association studies of lipids. Nature, 2021, 600, 675-679. 27.8 353

Impact of common genetic determinants of Hemoglobin Alc on type 2 diabetes risk and diagnosis in
ancestrally diverse populations: A transethnic genome-wide meta-analysis. PLoS Medicine, 2017, 14,
€1002383.

Trans-ancestry genome-wide association study identifies 12 genetic loci influencing blood pressure

and implicates a role for DNA methylation. Nature Genetics, 2015, 47, 1282-1293. 214 294

Identification of type 2 diabetes loci in 433,540 East Asian individuals. Nature, 2020, 582, 240-245.

Meta-analysis identifies multiple loci associated with kidney function&€“related traits in east Asian

populations. Nature Genetics, 2012, 44, 904-909. 214 254

Multi-ancestry genetic study of type 2 diabetes highlights the power of diverse populations for
discovery and translation. Nature Genetics, 2022, 54, 560-572.

Common variants at CDKAL1 and KLF9 are associated with body mass index in east Asian populations.

Nature Genetics, 2012, 44, 302-306. 214 240

Confirmation of Multiple Risk Loci and Genetic Impacts by a Genome-Wide Association Study of Type 2
Diabetes in the Japanese Population. Diabetes, 2009, 58, 1690-1699.

Meta-analysis of genome-wide association studies in East Asian-ancestry populations identifies four

new loci for body mass index. Human Molecular Genetics, 2014, 23, 5492-5504. 2.9 192

Genome-wide Association Analysis of Blood-Pressure Traits in African-Ancestry Individuals Reveals

Common Associated Genes in African and Non-African Populations. American Journal of Human
Genetics, 2013, 93, 545-554.

Blood Pressure and Hypertension Are Associated With 7 Loci in the Japanese Population. Circulation,

2010, 121, 2302-2309. 16 174
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Genome-wide association study of coronary artery disease in the Japanese. European Journal of Human
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reveal new loci associated with cholesterol and triglyceride levels. Human Molecular Genetics, 2017, 2.9 135
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Confirmation of ALDH2 as a Major Locus of Drinking Behavior and of Its Variants Regulating Multiple
Metabolic Phenotypes in a Japanese Population. Circulation Journal, 2011, 75,911-918.

A Large-Scale Multi-ancestry Genome-wide Study Accounting for Smoking Behavior |dentifies Multiple
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Multi-ancestry genome-wide gened€“smoking interaction study of 387,272 individuals identifies new loci
associated with serum lipids. Nature Genetics, 2019, 51, 636-648.
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loci. Human Molecular Genetics, 2015, 24, 1791-1800. 2.9 105

Novel genetic associations for blood pressure identified via gene-alcohol interaction in up to 570K
individuals across multiple ancestries. PLoS ONE, 2018, 13, e0198166.

Multiancestry Genome-Wide Association Study of Lipid Levels Incorporating Gene-Alcohol

Interactions. American Journal of Epidemiology, 2019, 188, 1033-1054. 3.4 85
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Association of %enetic variants for susceptibility to obesity with type 2 diabetes in Japanese 6.3 70
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A meta-analysis of genome-wide association studies for adiponectin levels in East Asians identifies a
novel locus near WDR11-FGFR2. Human Molecular Genetics, 2014, 23, 1108-1119.

Protein-Truncating Variants at the Cholesteryl Ester Transfer Protein Gene and Risk for Coronary

Heart Disease. Circulation Research, 2017, 121, 81-88. 4.5 68

Genome-wide meta-analysis identifies multiple novel loci associated with serum uric acid levels in
Japanese individuals. Communications Biology, 2019, 2, 115.

Multi-ancestry study of blood lipid levels identifies four loci interacting with physical activity.

Nature Communications, 2019, 10, 376. 12.8 64

Deletion of CDKAL1 Affects Mitochondrial ATP Generation and First-Phase Insulin Exocytosis. PLoS
ONE, 2010, 5, e15553.

Comparing methods for performing trans-ethnic meta-analysis of genome-wide association studies. 9.9 63
Human Molecular Genetics, 2013, 22, 2303-2311. ’

Genome-Wide Association Study Meta-Analysis Reveals Transethnic Replication of Mean Arterial and

Pulse Pressure Loci. Hypertension, 2013, 62, 853-859.

Absence of Cd36 mutation in the original spontaneously hypertensive rats with insulin resistance. 914 59
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Genome-Wide Association Meta-analysis Identifies Novel Variants Associated With Fasting Plasma

Glucose in East Asians. Diabetes, 2015, 64, 291-298.

Genome-wide association studies in East Asians identify new loci for waist-hip ratio and waist

circumference. Scientific Reports, 2016, 6, 17958. 33 58

A polygenic risk score improves risR stratification of coronary artery disease: a large-scale
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High-density association study and nomination of susceptibility genes for hypertension in the Japanese
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Ethnic differences in genetic predisposition to hypertension. Hypertension Research, 2012, 35, 574-581.

Insights into the genetic basis of type 2 diabetes. Journal of Diabetes Investigation, 2013, 4, 233-244. 2.4 51
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Association of Genetic Variants Influencing Lipid Levels with Coronary Artery Disease in Japanese 95 43
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The stroke-prone spontaneously hypertensive rat: still a useful model for post-GWAS genetic studies?.
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Lysosome biogenesis regulated by the amino-acid transporter SLC15A4 is critical for functional

integrity of mast cells. International Immunology, 2017, 29, 551-566. 4.0 26

Deletion of CDKAL1 Affects High-Fat Dieta€“Induced Fat Accumulation and Glucose-Stimulated Insulin
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Lp-PLA2-lowering alleles. European Journal of Preventive Cardiology, 2017, 24, 492-504. )
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Identification of genetic effects underlying type 2 diabetes in South Asian and European populations.
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Genome-wide linkage analysis of type 2 diabetes mellitus reconfirms the susceptibility locus on
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Identification of a genetic variant at 2q12.1 associated with blood pressure in East-Asians by
genome-wide scan including gene-environment interactions. BMC Medical Genetics, 2014, 15, 65.

Systemic evaluation of gene expression changes in major target organs induced by atorvastatin.
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