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30 Common variants in WFS1 confer risk of type 2 diabetes. Nature Genetics, 2007, 39, 951-953. 9.4 333
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Frequency and phenotype of type 1 diabetes in the first six decades of life: a cross-sectional,
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34 Assessing the Combined Impact of 18 Common Genetic Variants of Modest Effect Sizes on Type 2
Diabetes Risk. Diabetes, 2008, 57, 3129-3135. 0.3 279
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