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Evaluating the contribution of rare variants to type 2 diabetes and related traits using pedigrees.
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Multiethnic Meta-Analysis Identifies <i>RAI1<[i> as a Possible Obstructive Sleep Apnead€“related
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A Low-Frequency Inactivating <i>AKT2</[i> Variant Enriched in the Finnish Population Is Associated
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GWAS of the electrocardiographic QT interval in Hispanics/Latinos generalizes previously identified
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Admixture mapping in two Mexican samples identifies significant associations of locus ancestry with
triglyceride levels in the BUD13/ZNF259/APOAS region and fine mapping points to rs964184 as the main 2.5 16
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Beyond type 2 diabetes, obesity and hypertension: an axis including sleep apnea, left ventricular
hypertrophy, endothelial dysfunction, and aortic stiffness among Mexican Americans in Starr County,
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