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39 FTO genotype is associated with phenotypic variability of body mass index. Nature, 2012, 490, 267-272. 27.8 383

40 Meta-analysis of genome-wide association studies of anxiety disorders. Molecular Psychiatry, 2016, 21,
1391-1399. 7.9 373

41 Sex-stratified Genome-wide Association Studies Including 270,000 Individuals Show Sexual Dimorphism
in Genetic Loci for Anthropometric Traits. PLoS Genetics, 2013, 9, e1003500. 3.5 371

42 ENIGMA and global neuroscience: A decade of large-scale studies of the brain in health and disease
across more than 40 countries. Translational Psychiatry, 2020, 10, 100. 4.8 365

43 The genetics of blood pressure regulation and its target organs from association studies in 342,415
individuals. Nature Genetics, 2016, 48, 1171-1184. 21.4 362

44 Large-scale genomic analyses link reproductive aging to hypothalamic signaling, breast cancer
susceptibility and BRCA1-mediated DNA repair. Nature Genetics, 2015, 47, 1294-1303. 21.4 357

45 The Influence of Age and Sex on Genetic Associations with Adult Body Size and Shape: A Large-Scale
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