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Genetic susceptibility, obesity and lifetime risk of type 2 diabetes: The ARIC study and Rotterdam Study. 9.3 9
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Whole-genome sequencing study of serum peptide levels: the Atherosclerosis Risk in Communities

study. Human Molecular Genetics, 2017, 26, 3442-3450. 2.9 25
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Data in Large-Scale Metabolic Epidemiology. Journal of Proteome Research, 2016, 15, 4188-4194.
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