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32 Inherited causes of clonal haematopoiesis in 97,691 whole genomes. Nature, 2020, 586, 763-768. 27.8 376

33 Genome-wide association and large-scale follow up identifies 16 new loci influencing lung function.
Nature Genetics, 2011, 43, 1082-1090. 21.4 367

34 Long-Range LD Can Confound Genome Scans in Admixed Populations. American Journal of Human
Genetics, 2008, 83, 132-135. 6.2 366

35 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

36 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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37 The power of genetic diversity in genome-wide association studies of lipids. Nature, 2021, 600, 675-679. 27.8 353
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Impact of common genetic determinants of Hemoglobin A1c on type 2 diabetes risk and diagnosis in
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e1002383.

8.4 341
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40 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
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Genome Analyses of &gt;200,000 Individuals Identify 58 Loci for Chronic Inflammation and Highlight
Pathways that Link Inflammation and Complex Disorders. American Journal of Human Genetics, 2018,
103, 691-706.

6.2 326
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1191-1198. 21.4 324

43 Genome-wide association study in 79,366 European-ancestry individuals informs the genetic
architecture of 25-hydroxyvitamin D levels. Nature Communications, 2018, 9, 260. 12.8 295

44 Genome-Wide Association Study of Coronary Heart Disease and Its Risk Factors in 8,090 African
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46 Protein-altering variants associated with body mass index implicate pathways that control energy
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47 Identification of heart rateâ€“associated loci and their effects on cardiac conduction and rhythm
disorders. Nature Genetics, 2013, 45, 621-631. 21.4 282

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

49 Genetic association study of QT interval highlights role for calcium signaling pathways in myocardial
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50 Genome-Wide Association Study Identifies Variants Associated With Histologic Features of
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56 Multi-ancestry genetic study of type 2 diabetes highlights the power of diverse populations for
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macronutrient intake. American Journal of Clinical Nutrition, 2013, 97, 1395-1402. 4.7 210
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555-570. 6.1 208
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<i>KLB</i> is associated with alcohol drinking, and its gene product Î²-Klotho is necessary for FGF21
regulation of alcohol preference. Proceedings of the National Academy of Sciences of the United
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Use of &gt;100,000 NHLBI Trans-Omics for Precision Medicine (TOPMed) Consortium whole genome
sequences improves imputation quality and detection of rare variant associations in admixed African
and Hispanic/Latino populations. PLoS Genetics, 2019, 15, e1008500.
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69, 928-939. 5.3 201

69 Association of Mitochondrial DNA Copy Number With Cardiovascular Disease. JAMA Cardiology, 2017,
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70 Whole-Exome Sequencing Identifies Rare and Low-Frequency Coding Variants Associated with LDL
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71 Meta-analysis of genome-wide association studies in East Asian-ancestry populations identifies four
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72 Genetic architecture of subcortical brain structures in 38,851 individuals. Nature Genetics, 2019, 51,
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Dynamic incorporation of multiple in silico functional annotations empowers rare variant
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104 Genetic architecture of gene expression traits across diverse populations. PLoS Genetics, 2018, 14,
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105 Genome Scan for Blood Pressure in Dutch Dyslipidemic Families Reveals Linkage to a Locus on
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Discovery and fine-mapping of adiposity loci using high density imputation of genome-wide association
studies in individuals of African ancestry: African Ancestry Anthropometry Genetics Consortium.
PLoS Genetics, 2017, 13, e1006719.

3.5 98

124 Evaluation of mitochondrial DNA copy number estimation techniques. PLoS ONE, 2020, 15, e0228166. 2.5 97
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153 Effects of Long-Term Averaging of Quantitative Blood Pressure Traits on the Detection of Genetic
Associations. American Journal of Human Genetics, 2014, 95, 49-65. 6.2 73

154 Genome-wide Association Study of Platelet Count Identifies Ancestry-Specific Loci in Hispanic/Latino
Americans. American Journal of Human Genetics, 2016, 98, 229-242. 6.2 71

155 PR interval genome-wide association meta-analysis identifies 50 loci associated with atrial and
atrioventricular electrical activity. Nature Communications, 2018, 9, 2904. 12.8 71

156
The triglyceride to high-density lipoprotein cholesterol (TG/HDL-C) ratio as a predictor of insulin
resistance, Î²-cell function, and diabetes in Hispanics and African Americans. Journal of Diabetes and Its
Complications, 2019, 33, 118-122.

2.3 71
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nonalcoholic fatty liver disease with histological and radiological validation. Nature Genetics, 2022,
54, 761-771.

21.4 68
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174 Multiethnic Genome-Wide Association Study of Diabetic Retinopathy Using Liability Threshold
Modeling of Duration of Diabetes and Glycemic Control. Diabetes, 2019, 68, 441-456. 0.6 54
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