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19 Common variants associated with plasma triglycerides and risk for coronary artery disease. Nature
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Anthropometric Traits. PLoS Genetics, 2012, 8, e1002793. 1.5 448

26 Novel Loci for Adiponectin Levels and Their Influence on Type 2 Diabetes and Metabolic Traits: A
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31 The power of genetic diversity in genome-wide association studies of lipids. Nature, 2021, 600, 675-679. 13.7 353
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Impact of common genetic determinants of Hemoglobin A1c on type 2 diabetes risk and diagnosis in
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33 The Influence of Age and Sex on Genetic Associations with Adult Body Size and Shape: A Large-Scale
Genome-Wide Interaction Study. PLoS Genetics, 2015, 11, e1005378. 1.5 331

34 Impact of Type 2 Diabetes Susceptibility Variants on Quantitative Glycemic Traits Reveals Mechanistic
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35 Protein-altering variants associated with body mass index implicate pathways that control energy
intake and expenditure in obesity. Nature Genetics, 2018, 50, 26-41. 9.4 286

36 Identification of heart rateâ€“associated loci and their effects on cardiac conduction and rhythm
disorders. Nature Genetics, 2013, 45, 621-631. 9.4 282
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37 Trans-ancestry meta-analyses identify rare and common variants associated with blood pressure and
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44 Genome-wide physical activity interactions in adiposity â€• A meta-analysis of 200,452 adults. PLoS
Genetics, 2017, 13, e1006528. 1.5 158
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55 Novel genetic associations for blood pressure identified via gene-alcohol interaction in up to 570K
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Nature Communications, 2019, 10, 376. 5.8 64

63 Genome-wide association studies of metabolites in Finnish men identify disease-relevant loci. Nature
Communications, 2022, 13, 1644. 5.8 63
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