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the underlying biological pathways. Nature Genetics, 2012, 44, 991-1005. 21.4 746

35 Genomic insights into the origin of farming in the ancient Near East. Nature, 2016, 536, 419-424. 27.8 733
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52 Genome-wide association analyses of risk tolerance and risky behaviors in over 1 million individuals
identify hundreds of loci and shared genetic influences. Nature Genetics, 2019, 51, 245-257. 21.4 536

53 Association between alcohol and cardiovascular disease: Mendelian randomisation analysis based on
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3.8 443
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66 Population genetic structure of variable drug response. Nature Genetics, 2001, 29, 265-269. 21.4 425

67 Novel Loci for Adiponectin Levels and Their Influence on Type 2 Diabetes and Metabolic Traits: A
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248-252. 27.8 406
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71 Genome-wide association study identifies six new loci influencing pulse pressure and mean arterial
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72 Maternal and fetal genetic effects on birth weight and their relevance to cardio-metabolic risk
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diabetes. Nature Genetics, 2018, 50, 559-571. 21.4 356
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Impact of common genetic determinants of Hemoglobin A1c on type 2 diabetes risk and diagnosis in
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8.4 341
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Genomic Association Studies. PLoS ONE, 2008, 3, e3583. 2.5 339
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90 Genomic and drug target evaluation of 90 cardiovascular proteins in 30,931 individuals. Nature
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Nature Genetics, 2011, 43, 753-760. 21.4 289
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2019, 51, 30-35. 21.4 276
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118 Large-Scale Gene-Centric Meta-Analysis across 39 Studies Identifies Type 2 Diabetes Loci. American
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119 Genome-wide association meta-analysis highlights light-induced signaling as a driver for refractive
error. Nature Genetics, 2018, 50, 834-848. 21.4 239
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and susceptibility to glaucoma. Nature Genetics, 2014, 46, 1126-1130. 21.4 212
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3.5 203
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140 Genome-Wide Association Study Identifies Novel Loci Associated with Circulating Phospho- and
Sphingolipid Concentrations. PLoS Genetics, 2012, 8, e1002490. 3.5 181

141 Meta-analysis of Genome-Wide Association Studies for Extraversion: Findings from the Genetics of
Personality Consortium. Behavior Genetics, 2016, 46, 170-182. 2.1 178
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156 Meta-Analysis of Genome-Wide Association Studies Identifies Six New Loci for Serum Calcium
Concentrations. PLoS Genetics, 2013, 9, e1003796. 3.5 142
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