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Meta-analysis of exome array data identifies six novel genetic loci for lung function. Wellcome Open

Research, 2018, 3, 4




(2017-2018)

Protein-altering variants associated with body mass index implicate pathways that control energy

209 intake and expenditure in obesity. Nature Genetics, 2018, 50, 26-41

363 186

Investigation of common, low-frequency and rare genome-wide variation in anorexia nervosa.
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205 islet-specific epigenome maps. Nature Genetics, 2018, 50, 1505-1513 363 675

ProxECAT: Proxy External Controls Association Test. A new case-control gene region association
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multiple isolated European populations. Nature Communications, 2017, 8, 15927

Rare Variant Analysis of Human and Rodent Obesity Genes in Individuals with Severe Childhood

) Obesity. Scientific Reports, 2017, 7, 4394 49 31

Sequence data and association statistics from 12,940 type 2 diabetes cases and controls. Scientific
Data, 2017, 4,170179
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L A principal component meta-analysis on multiple anthropometric traits identifies novel loci for L 6
77 body shape. Nature Communications, 2016, 7, 13357 74 4

Chad Genetic Diversity Reveals an African History Marked by Multiple Holocene Eurasian
Migrations. American Journal of Human Genetics, 2016, 99, 1316-1324
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