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Human genomics. The Genotype-Tissue Expression (GTEX) pilot analysis: multitissue gene
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Genetic studies of body mass index yield new insights for obesity biology. Nature, 2015, 518, 197-206 504 2687

The mutational constraint spectrum quantified from variation in 141,456 humans. Nature, 2020,
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Large-scale association analysis provides insights into the genetic architecture and pathophysiology
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The genetic architecture of type 2 diabetes. Nature, 2016, 536, 41-47
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Common variants associated with plasma triglycerides and risk for coronary artery disease. Nature
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Biological interpretation of genome-wide association studies using predicted gene functions.
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223 seven shared susceptibility loci. American Journal of Human Genetics, 2012, 90, 636-47
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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
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Meta-analysis of Genome-wide Association Studies for Neuroticism, and the Polygenic Association
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The Influence of Age and Sex on Genetic Associations with Adult Body Size and Shape: A 6
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Genetics, 2017, 13, e1006528
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Insights into the genetic architecture of osteoarthritis from stage 1 of the arcOGEN study. Annals

71 of the Rheumatic Diseases, 2011, 70, 864-7 24 8
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a1 Mediation analysis demonstrates that trans-eQTLs are often explained by cis-mediation: a 6
4 genome-wide analysis among 1,800 South Asians. PLoS Genetics, 2014, 10, e1004818

Variants near CHRNA3/5 and APOE have age- and sex-related effects on human lifespan. Nature
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