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Determinants of Warfarin Dose. PLoS Genetics, 2009, 5, e1000433. :
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susceptibility loci. Nature Genetics, 2011, 43, 984-989.

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.

The trans-ancestral genomic architecture of glycemic traits. Nature Genetics, 2021, 53, 840-860. 21.4 341

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.

Identification of type 2 diabetes loci in 433,540 East Asian individuals. Nature, 2020, 582, 240-245. 27.8 282

Multi-ancestry genetic study of type 2 diabetes highlights the power of diverse populations for
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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. 0.6 216

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.

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 6.2 189
Genetics, 2013, 93, 545-554.

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

2010, 121, 2302-2309.

Genome-wide association study of coronary artery disease in the Japanese. European Journal of Human
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Confirmation of ALDH2 as a Major Locus of Drinking Behavior and of Its Variants Regulating Multiple
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A Large-Scale Multi-ancestry Genome-wide Study Accounting for Smoking Behavior |dentifies Multiple
Significant Loci for Blood Pressure. American Journal of Human Genetics, 2018, 102, 375-400.

Multi-ancestry genome-wide genea€“smoking interaction study of 387,272 individuals identifies new loci

associated with serum lipids. Nature Genetics, 2019, 51, 636-648. 214 12

Meta-analysis of genome-wide association studies of adult height in East Asians identifies 17 novel
loci. Human Molecular Genetics, 2015, 24, 1791-1800.
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Effects of bowel preparation on the human gut microbiome and metabolome. Scientific Reports, 2019,
9, 4042.
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Association of genetic variants for susceptibility to obesity with type 2 diabetes in Japanese
individuals. Diabetologia, 2011, 54, 1350-1359.

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

Nature Communications, 2019, 10, 376. 12.8 64

Multiple Nonglycemic Genomic Loci Are Newly Associated With Blood Level of Glycated Hemoglobin in
East Asians. Diabetes, 2014, 63, 2551-2562.

Genome-Wide Association Meta-analysis Identifies Novel Variants Associated With Fasting Plasma 0.6 59
Glucose in East Asians. Diabetes, 2015, 64, 291-298. :

Common polymorphism near the MC4R gene is associated with type 2 diabetes: data from a
meta-analysis of 123,373 individuals. Diabetologia, 2012, 55, 2660-2666.

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

circumference. Scientific Reports, 2016, 6, 17958. 3.3 58

A polygenic risk score improves risk stratification of coronary artery disease: a large-scale

prospective Chinese cohort study. European Heart Journal, 2022, 43, 1702-1711.

Human Papillomavirus Genotype Distribution in Cervical Intraepithelial Neoplasia Grade 2/3 and

Invasive Cervical Cancer in Japanese Women. Japanese Journal of Clinical Oncology, 2014, 44, 910-917. 1.3 55
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Reevaluation of the association of seven candidate genes with blood pressure and hypertension: a
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Association of Genetic Variants Influencing Lipid Levels with Coronary Artery Disease in Japanese
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Identification of genetic effects underlying type 2 diabetes in South Asian and European populations.
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Genetic Impact on Uric Acid Concentration and Hyperuricemia in the Japanese Population. Journal of
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