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Meta-analysis of 74,046 individuals identifies 11 new susceptibility loci for Alzheimer’s disease.
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221 Americans: the Candidate Gene Association Resource study. Human Molecular Genetics, 2011, 20, 2273-85;6 146

The role of adiposity in cardiometabolic traits: a Mendelian randomization analysis. PLoS Medicine,
2013,10,e1001474
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Sciences of the United States of America, 2016, 113, 13366-13371

Gene-wide analysis detects two new susceptibility genes for Alzheimer’s disease. PLoS ONE, 2014,

19T 9 094661 37 9
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CYP1A2 and coffee intake and the modifying effect of sex, age, and smoking. American Journal of
Clinical Nutrition, 2012, 96, 182-7
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