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Genetic variation influencing DNA methylation provides insights into molecular mechanisms
regulating genomic function. Nature Genetics, 2022, 54, 18-29.

Associations of autozygosity with a broad range of human phenotypes. Nature Communications, 2019,
10, 4957. 128 84

Multiancestry Genome-Wide Association Study of Lipid Levels Incorporating Gene-Alcohol
Interactions. American Journal of Epidemiology, 2019, 188, 1033-1054.

A multi-ancestry genome-wide study incorporating genea€“smoking interactions identifies multiple new
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A Large-Scale Multi-ancestry Genome-wide Study Accounting for Smoking Behavior Identifies Multiple
Significant Loci for Blood Pressure. American Journal of Human Genetics, 2018, 102, 375-400.

Genome Analyses of &gt;200,000 Individuals Identify 58 Loci for Chronic Inflammation and Highlight
Pathways that Link Inflammation and Complex Disorders. American Journal of Human Genetics, 2018, 6.2 326
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Novel genetic associations for blood pressure identified via gene-alcohol interaction in up to 570K
individuals across multiple ancestries. PLoS ONE, 2018, 13, e0198166.

Whole-Genome Sequencing Coupled to Imputation Discovers Genetic Signals for Anthropometric
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A Low-Frequency Inactivating <i>AKT2</[i> Variant Enriched in the Finnish Population Is Associated
With Fasting Insulin Levels and Type 2 Diabetes Risk. Diabetes, 2017, 66, 2019-2032.
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Sequence data and association statistics from 12,940 type 2 diabetes cases and controls. Scientific
Data, 2017, 4, 170179.

Impact of common genetic determinants of Hemoglobin Alc on type 2 diabetes risk and diagnosis in
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Genome-wide physical activity interactions in adiposity 4€- A meta-analysis of 200,452 adults. PLoS
Genetics, 2017, 13, e1006528.
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The genetic architecture of type 2 diabetes. Nature, 2016, 536, 41-47.
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New loci for body fat percentage reveal link between adiposity and cardiometabolic disease risk.
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The Influence of Age and Sex on Genetic Associations with Adult Body Size and Shape: A Large-Scale 35 331
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