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7 Association analyses identify 38 susceptibility loci for inflammatory bowel disease and highlight
shared genetic risk across populations. Nature Genetics, 2015, 47, 979-986. 21.4 1,965
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21 Genome-wide meta-analysis identifies 11 new loci for anthropometric traits and provides insights into
genetic architecture. Nature Genetics, 2013, 45, 501-512. 21.4 578

22 Multi-ethnic genome-wide association study for atrial fibrillation. Nature Genetics, 2018, 50, 1225-1233. 21.4 552
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27 Exome-wide association study of plasma lipids in &gt;300,000 individuals. Nature Genetics, 2017, 49,
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32 Loss-of-function mutations in SLC30A8 protect against type 2 diabetes. Nature Genetics, 2014, 46,
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33 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

35 Maternal and fetal genetic effects on birth weight and their relevance to cardio-metabolic risk
factors. Nature Genetics, 2019, 51, 804-814. 21.4 402

36 Genetic fine mapping and genomic annotation defines causal mechanisms at type 2 diabetes
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37 The genetics of blood pressure regulation and its target organs from association studies in 342,415
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39 The power of genetic diversity in genome-wide association studies of lipids. Nature, 2021, 600, 675-679. 27.8 353

40 New genetic signals for lung function highlight pathways and chronic obstructive pulmonary disease
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Novel insights into the genetics of smoking behaviour, lung function, and chronic obstructive
pulmonary disease (UK BiLEVE): a genetic association study in UK Biobank. Lancet Respiratory
Medicine,the, 2015, 3, 769-781.

10.7 346
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Impact of common genetic determinants of Hemoglobin A1c on type 2 diabetes risk and diagnosis in
ancestrally diverse populations: A transethnic genome-wide meta-analysis. PLoS Medicine, 2017, 14,
e1002383.

8.4 341

43 The trans-ancestral genomic architecture of glycemic traits. Nature Genetics, 2021, 53, 840-860. 21.4 341

44 Genome-wide association analyses identifies a susceptibility locus for tuberculosis on chromosome
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45 The Influence of Age and Sex on Genetic Associations with Adult Body Size and Shape: A Large-Scale
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47 The impact of low-frequency and rare variants on lipid levels. Nature Genetics, 2015, 47, 589-597. 21.4 310
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49 Transethnic metaâ€•analysis of genomewide association studies. Genetic Epidemiology, 2011, 35, 809-822. 1.3 282

50 Identification of type 2 diabetes loci in 433,540 East Asian individuals. Nature, 2020, 582, 240-245. 27.8 282

51 Large-scale analyses of common and rare variants identify 12 new loci associated with atrial
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57 Genome-wide meta-analysis identifies six novel loci associated with habitual coffee consumption.
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58 Genetic Evidence for Causal Relationships Between Maternal Obesity-Related Traits and Birth Weight.
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of Respiratory and Critical Care Medicine, 2020, 201, 564-574. 5.6 208
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62 Deciphering osteoarthritis genetics across 826,690 individuals from 9 populations. Cell, 2021, 184,
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Improved imputation accuracy of rare and low-frequency variants using population-specific
high-coverage WGS-based imputation reference panel. European Journal of Human Genetics, 2017, 25,
869-876.
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64 Gene-Lifestyle Interaction and Type 2 Diabetes: The EPIC InterAct Case-Cohort Study. PLoS Medicine,
2014, 11, e1001647. 8.4 180

65 Genetic variants underlying risk of endometriosis: insights from meta-analysis of eight genome-wide
association and replication datasets. Human Reproduction Update, 2014, 20, 702-716. 10.8 171

66
Trans-ethnic meta-regression of genome-wide association studies accounting for ancestry increases
power for discovery and improves fine-mapping resolution. Human Molecular Genetics, 2017, 26,
3639-3650.

2.9 170

67 Genome-wide meta-analysis of 241,258 adults accounting for smoking behaviour identifies novel loci
for obesity traits. Nature Communications, 2017, 8, 14977. 12.8 169

68 Genome-Wide Association Study Identifies a Novel Locus Contributing to Type 2 Diabetes Susceptibility
in Sikhs of Punjabi Origin From India. Diabetes, 2013, 62, 1746-1755. 0.6 167

69 Smoking is associated with mosaic loss of chromosome Y. Science, 2015, 347, 81-83. 12.6 163

70 Genome-wide meta-analysis uncovers novel loci influencing circulating leptin levels. Nature
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71 Uganda Genome Resource Enables Insights into Population History and Genomic Discovery in Africa.
Cell, 2019, 179, 984-1002.e36. 28.9 152
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Investigating the Causal Relationship of C-Reactive Protein with 32 Complex Somatic and Psychiatric
Outcomes: A Large-Scale Cross-Consortium Mendelian Randomization Study. PLoS Medicine, 2016, 13,
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75 Genome-wide association meta-analyses and fine-mapping elucidate pathways influencing albuminuria.
Nature Communications, 2019, 10, 4130. 12.8 133
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77 Whole-Genome Sequencing Coupled to Imputation Discovers Genetic Signals for Anthropometric
Traits. American Journal of Human Genetics, 2017, 100, 865-884. 6.2 131

78 Personalized risk prediction for type 2 diabetes: the potential of genetic risk scores. Genetics in
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80 A Large-Scale Multi-ancestry Genome-wide Study Accounting for Smoking Behavior Identifies Multiple
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81 Multiethnic genome-wide meta-analysis of ectopic fat depots identifies loci associated with adipocyte
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kidney-specific disease aetiologies. Nature Communications, 2019, 10, 29. 12.8 113

83 Multi-ancestry genome-wide geneâ€“smoking interaction study of 387,272 individuals identifies new loci
associated with serum lipids. Nature Genetics, 2019, 51, 636-648. 21.4 112
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Communications, 2014, 5, 5719. 12.8 100
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