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The genetic architecture of type 2 diabetes. Nature, 2016, 536, 41-47.
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Rare and low-frequency coding variants alter human adult height. Nature, 2017, 542, 186-190.

Refining the accuracy of validated target identification through coding variant fine-mapping in type 2 914 356
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The power of genetic diversity in genome-wide association studies of lipids. Nature, 2021, 600, 675-679.

Protein-altering variants associated with body mass index implicate pathways that control energy

intake and expenditure in obesity. Nature Genetics, 2018, 50, 26-41. 214 286

Trans-ancestry meta-analyses identify rare and common variants associated with blood pressure and
hypertension. Nature Genetics, 2016, 48, 1151-1161.

Identification and Functional Characterization of G6PC2 Coding Variants Influencing Glycemic Traits a5 o5
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Protein-coding variants implicate novel genes related to lipid homeostasis contributing to body-fat
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of Human Genetics, 2016, 99, 40-55. :

A trans-ancestral meta-analysis of genome-wide association studies reveals loci associated with
childhood obesity. Human Molecular Genetics, 2019, 28, 3327-3338.

Exome Genotyping Identifies Pleiotropic Variants Associated with Red Blood Cell Traits. American 6.2 60
Journal of Human Genetics, 2016, 99, 8-21. :

Large-Scale Exome-wide Association Analysis Identifies Loci for White Blood Cell Traits and Pleiotropy
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A Low-Frequency Inactivating <i>AKT2</i> Variant Enriched in the Finnish Population Is Associated 0.6 a7
With Fasting Insulin Levels and Type 2 Diabetes Risk. Diabetes, 2017, 66, 2019-2032. :

Impact of Rare and Common Genetic Variants on Diabetes Diagnosis by Hemoglobin Alc in
Multi-Ancestry Cohorts: The Trans-Omics for Precision Medicine Program. American Journal of Human
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Trans-ethnic fine-mapping of genetic loci for body mass index in the diverse ancestral populations of
the Population Architecture using Genomics and Epidemiology (PAGE) Study reveals evidence for 3.8 31
multiple signals at established loci. Human Genetics, 2017, 136, 771-800.

Sequence data and association statistics from 12,940 type 2 diabetes cases and controls. Scientific

Data, 2017, 4, 170179.

Genetics of Chronic Kidney Disease Stages Across Ancestries: The PAGE Study. Frontiers in Genetics, 9.3 29
2019, 10, 494. ’
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Continued lessons from the<i>INS</i>gene: an intronic mutation causing diabetes through a novel
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GWAS of the electrocardiographic QT interval in Hispanics/Latinos generalizes previously identified

loci and identifies population-specific signals. Scientific Reports, 2017, 7, 17075. 3.3 23

Genetic discovery and risk characterization in type 2 diabetes across diverse populations. Human
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Exome-Derived Adiponectin-Associated Variants Implicate Obesity and Lipid Biology. American Journal 6.2 21
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Importance of Genetic Studies of Cardiometabolic Disease in Diverse Populations. Circulation
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Multi-ethnic GWAS and fine-mapping of glycaemic traits identify novel loci in the PAGE Study.
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Functionally oriented analysis of cardiometabolic traits in a trans-ethnic sample. Human Molecular
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Complex patterns of direct and indirect association between the transcription Factor-7 like 2 gene,
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Multi-ethnic genome-wide association analyses of white blood cell and platelet traits in the
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Predicted gene expression in ancestrally diverse populations leads to discovery of susceptibility loci
for lifestyle and cardiometabolic traits. American Journal of Human Genetics, 2022, 109, 669-679.

Strengthening Causal Inference in Exposomics Research: Application of Genetic Data and Methods. 6.0 5
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Genome-wide association study and meta-analysis identify loci associated with ventricular and
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Multi-Ethnic Genome-Wide Association Study of Decomposed Cardioelectric Phenotypes lllustrates
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