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1 Genetic overlap analysis of endometriosis and asthma identifies shared loci implicating sex hormones
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Genetic analyses of gynecological disease identify genetic relationships between uterine fibroids and
endometrial cancer, and a novel endometrial cancer genetic risk region at the WNT4 1p36.12 locus.
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3.8 18
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13 A PRPH splice-donor variant associates with reduced sural nerve amplitude and risk of peripheral
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15 Lipoprotein(a) Concentration and Risks of Cardiovascular Disease and Diabetes. Journal of the
American College of Cardiology, 2019, 74, 2982-2994. 2.8 127
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17 Genome-wide analysis yields new loci associating with aortic valve stenosis. Nature Communications,
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18 Refining the accuracy of validated target identification through coding variant fine-mapping in type 2
diabetes. Nature Genetics, 2018, 50, 559-571. 21.4 356
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19 Fine-mapping type 2 diabetes loci to single-variant resolution using high-density imputation and
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20 Variants associating with uterine leiomyoma highlight genetic background shared by various cancers
and hormone-related traits. Nature Communications, 2018, 9, 3636. 12.8 74

21 Genetic inactivation of ANGPTL4 improves glucose homeostasis and is associated with reduced risk of
diabetes. Nature Communications, 2018, 9, 2252. 12.8 99
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intake and expenditure in obesity. Nature Genetics, 2018, 50, 26-41. 21.4 286

23 Rare and low-frequency coding variants alter human adult height. Nature, 2017, 542, 186-190. 27.8 544
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28 Effect of sequence variants on variance in glucose levels predicts type 2 diabetes risk and accounts
for heritability. Nature Genetics, 2017, 49, 1398-1402. 21.4 20
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30 Variants with large effects on blood lipids and the role of cholesterol and triglycerides in coronary
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32 Common variants upstream of KDR encoding VEGFR2 and in TTC39B associate with endometriosis.
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33 The Influence of Age and Sex on Genetic Associations with Adult Body Size and Shape: A Large-Scale
Genome-Wide Interaction Study. PLoS Genetics, 2015, 11, e1005378. 3.5 331

34 Discovery and Fine-Mapping of Glycaemic and Obesity-Related Trait Loci Using High-Density Imputation.
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35 A Splice Region Variant in LDLR Lowers Non-high Density Lipoprotein Cholesterol and Protects against
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37 Genetic studies of body mass index yield new insights for obesity biology. Nature, 2015, 518, 197-206. 27.8 3,823
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41 Genetic fine mapping and genomic annotation defines causal mechanisms at type 2 diabetes
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42 Identification of low-frequency and rare sequence variants associated with elevated or reduced risk
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45 Genome-wide trans-ancestry meta-analysis provides insight into the genetic architecture of type 2
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46 Loss-of-function mutations in SLC30A8 protect against type 2 diabetes. Nature Genetics, 2014, 46,
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62 Genome-wide association study identifies a sequence variant within the DAB2IP gene conferring
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65 Genetic evidence that raised sex hormone binding globulin (SHBG) levels reduce the risk of type 2
diabetes. Human Molecular Genetics, 2010, 19, 535-544. 2.9 176

66 Common Variants at 10 Genomic Loci Influence Hemoglobin A1C Levels via Glycemic and Nonglycemic
Pathways. Diabetes, 2010, 59, 3229-3239. 0.6 387

67 New genetic loci implicated in fasting glucose homeostasis and their impact on type 2 diabetes risk.
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68 Genome-Wide Association Scan Meta-Analysis Identifies Three Loci Influencing Adiposity and Fat
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69 The T-381C SNP in BNP gene may be modestly associated with type 2 diabetes: an updated meta-analysis in
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obesity. Nature Genetics, 2009, 41, 18-24. 21.4 1,247
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73 Sequence variants affecting eosinophil numbers associate with asthma and myocardial infarction.
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75 New common variants affecting susceptibility to basal cell carcinoma. Nature Genetics, 2009, 41,
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89 Neuregulin 1 and Susceptibility to Schizophrenia. American Journal of Human Genetics, 2002, 71,
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