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Whole genome sequence analysis of platelet traits in the NHLBI Trans-Omics for Precision Medicine 9.9 °
(TOPMed) initiative. Human Molecular Genetics, 2022, 31, 347-361. :

Rare coding variants in 35 genes associate with circulating lipid levelsa€”A multi-ancestry analysis of
170,000 exomes. American Journal of Human Genetics, 2022, 109, 81-96.

American Heart Associationa€™s Life&€™s Simple 7: Lifestyle Recommendations, Polygenic Risk, and Lifetime 16 63
Risk of Coronary Heart Disease. Circulation, 2022, 145, 808-818. )

Rare coding variants in RCN3 are associated with blood pressure. BMC Genomics, 2022, 23, 148.

Elucidating mechanisms of genetic cross-disease associations at the PROCR vascular disease locus.

Nature Communications, 2022, 13, 1222. 12.8 5

Multid€phenotype analyses of hemostatic traits with cardiovascular events reveal novel genetic
associations. Journal of Thrombosis and Haemostasis, 2022, 20, 1331-1349.

Gene-lifestyle interactions in the genomics of human complex traits. European Journal of Human 0.8 1
Genetics, 2022, 30, 730-739. :

Insights From a Large-Scale Whole-Genome Sequencing Study of Systolic Blood Pressure, Diastolic
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Multi-ancestry ﬁenome-wide gened€ “sleep interactions identify novel loci for blood pressure. 79 13
Molecular Psychiatry, 2021, 26, 6293-6304. )

A System for Phenotype Harmonization in the National Heart, Lung, and Blood Institute Trans-Omics
for Precision Medicine (TOPMed) Program. American Journal of Epidemiology, 2021, 190, 1977-1992.

Whole-genome sequencing association analysis of quantitative red blood cell phenotypes: The NHLBI

TOPMed program. American Journal of Human Genetics, 2021, 108, 874-893. 6.2 28

FGL1 as a modulator of plasma Da€dimer levels: Exomea€wide marRker analysis of plasma tPA, PAIa€4, and
Da€dimer. Journal of Thrombosis and Haemostasis, 2021, 19, 2019-2028.

Genetic susceptibility, obesity and lifetime risk of type 2 diabetes: The ARIC study and Rotterdam Study. 9.3 9
Diabetic Medicine, 2021, 38, e14639. :

Whole-genome sequencing in diverse subjects identifies genetic correlates of leukocyte traits: The
NHLBI TOPMed program. American Journal of Human Genetics, 2021, 108, 1836-1851.

Lifestyle Risk Score: handling missingness of individual lifestyle components in meta-analysis of

gene-by-lifestyle interactions. European Journal of Human Genetics, 2021, 29, 839-850. 2.8 0

The power of genetic diversity in genome-wide association studies of lipids. Nature, 2021, 600, 675-679.

A Mendelian randomization of 13a€2 and total fibrinogen levels in relation to venous thromboembolism 14 25
and ischemic stroke. Blood, 2020, 136, 3062-3069. )
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Mendelian Randomization Analysis of Hemostatic Factors and Their Contribution to Peripheral Artery

Disease. Arteriosclerosis, Thrombosis, and Vascular Biology, 2020, 41, 380-386.

Role of Rare and Low-Frequency Variants in Gene-Alcohol Interactions on Plasma Lipid Levels.

Circulation Genomic and Precision Medicine, 2020, 13, e002772. 3.6 1

Deriving stratified effects from joint models investigating gene-environment interactions. BMC
Bioinformatics, 2020, 21, 251.

Identifying blood pressure loci whose effects are modulated by multiple lifestyle exposures. Genetic
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Genetic loci associated with prevalent and incident myocardial infarction and coronary heart disease
in the Cohorts for Heart and Aging Research in Genomic Epidemiology (CHARGE) Consortium. PLoS
ONE, 2020, 15, e0230035.
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Genomic and transcriptomic association studies identify 16 novel susceptibility loci for venous
thromboembolism. Blood, 2019, 134, 1645-1657.

Multi-ancestry sleep-by-SNP interaction analysis in 126,926 individuals reveals lipid loci stratified by
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Impact of Rare and Common Genetic Variants on Diabetes Diagnosis by Hemoglobin Alc in
Multi-Ancestry Cohorts: The Trans-Omics for Precision Medicine Program. American Journal of Human
Genetics, 2019, 105, 706-718.

Multiancestry Genome-Wide Association Study of Lipid Levels Incorporating Gene-Alcohol
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Multi-ancestry study of blood lipid levels identifies four loci interacting with physical activity.
Nature Communications, 2019, 10, 376.

Exome sequencing of 20,79 1Acases of type 2 diabetes and 24,440Acontrols. Nature, 2019, 570, 71-76. 27.8 248

Mendelian randomization evaluation of causal effects of fibrinogen on incident coronary heart
disease. PLoS ONE, 2019, 14, e0216222.

Serum metabolic signatures of coronary and carotid atherosclerosis and subsequent cardiovascular

disease. European Heart Journal, 2019, 40, 2883-2896. 2.2 107

Multi-ancestry genome-wide genea€“smoking interaction study of 387,272 individuals identifies new loci
associated with serum lipids. Nature Genetics, 2019, 51, 636-648.

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 3.5 203
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Pathways that Link Inflammation and Complex Disorders. American Journal of Human Genetics, 2018, 6.2 326
103, 691-706.
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Whole genome sequence analysis of serum amino acid levels. Genome Biology, 2016, 17, 237. 8.8 17
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A meta-analysis of 120 246 individuals identifies 18 new loci for fibrinogen concentration. Human

Molecular Genetics, 2016, 25, 358-370.
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