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1 Genetic studies of body mass index yield new insights for obesity biology. Nature, 2015, 518, 197-206. 27.8 3,823
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25 Meta-Analysis of Genome-Wide Association Studies in Celiac Disease and Rheumatoid Arthritis
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39 52 Genetic Loci Influencing MyocardialÂ Mass. Journal of the American College of Cardiology, 2016, 68,
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