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The Influence of Age and Sex on Genetic Associations with Adult Body Size and Shape: A
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73 American Journal of Human Genetics, 2015, 97, 775-89 5

HLA-DRB1*11 and variants of the MHC class Il locus are strong risk factors for systemic juvenile

idiopathic arthritis. Proceedings of the National Academy of Sciences of the United States of America,
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Genome-wide association study identifies multiple susceptibility loci for diffuse large B cell
lymphoma. Nature Genetics, 2014, 46, 1233-8
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Risk For ACPA-positive rheumatoid arthritis is driven by shared HLA amino acid polymorphisms in
Asian and European populations. Human Molecular Genetics, 2014, 23, 6916-26

L No evidence for shared genetic basis of common variants in multiple sclerosis and amyotrophic 6 1
57 lateral sclerosis. Human Molecular Genetics, 2014, 23, 1916-22 5 4
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L Whole-genome sequence variation, population structure and demographic history of the Dutch 6 L
47 population. Nature Genetics, 2014, 46, 818-25 363 514
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