62

papers

62

all docs

331670

2,988 21
citations h-index
62 62
docs citations times ranked

189892
50

g-index

8286

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

New genetic loci link adipose and insulin biology to body fat distribution. Nature, 2015, 518, 187-196.
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Circulating Sphingolipids, Insulin, HOMA-IR, and HOMA:B: The Strong Heart Family Study. Diabetes, 2018,
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Global Electric Heterogeneity Risk Score for Prediction of Sudden Cardiac Death in the General 16 118
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Plasma phospholipid very-long-chain saturated fatty acids and incident diabetes in older adults: the
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Novel genetic associations for blood pressure identified via gene-alcohol interaction in up to 570K 05 04
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Analysis commons, a team approach to discovery in a big-data environment for genetic epidemiology.
Nature Genetics, 2017, 49, 1560-1563.

Multiethnic meta-analysis identifies ancestry-specific and cross-ancestry loci for pulmonary function.
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Plasma Phospholipid Saturated Fatty Acids and Incident Atrial Fibrillation: The Cardiovascular Health
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Circulating Very Longa€€hain Saturated Fatty Acids and Heart Failure: The Cardiovascular Health Study.
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Parental smoRing during pregnancy and offspring cardio-metabolic risk factors at ages 17 and 32.
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Epigenetic Age and the Risk of Incident Atrial Fibrillation. Circulation, 2021, 144, 1899-1911. 1.6 35

Genomea€&Wide Associations of Global Electrical Heterogeneity ECG Phenotype: The ARIC
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Plasma Ceramides and Sphingomyelins in Relation to Atrial Fibrillation Risk: The Cardiovascular
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Innate and adaptive immune cell subsets as risk factors for coronary heart disease in two
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Genetic Studies of Leptin Concentrations Implicate Leptin in the Regulation of Early Adiposity. 0.6 2
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Pharmacogenomics of statin-related myopathy: Meta-analysis of rare variants from whole-exome
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Longitudinal structural mixed models for the analysis of surgical trials with noncompliance. 16 17
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Drug-Gene Interactions of Antihypertensive Medications and Risk of Incident Cardiovascular Disease: A 05 15
Pharmacogenomics Study from the CHARGE Consortium. PLoS ONE, 2015, 10, e0140496. :

Identifying genetic loci associated with antidepressant drug response with druga€“gene interaction
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Multid€phenotype analyses of hemostatic traits with cardiovascular events reveal novel genetic
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Role of Rare and Low-Frequency Variants in Gene-Alcohol Interactions on Plasma Lipid Levels.
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A systematic analysis of protein-altering exonic variants in chronic obstructive pulmonary disease.
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