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Genetic Predictors of Fibrin D-Dimer Levels in Healthy Adults. Circulation, 2011, 123, 1864-1872. 1.6 60



38

40

42

44

46

48

50

52

54

ARTICLE IF CITATIONS

Trans-ethnic meta-analysis of white blood cell phenotypes. Human Molecular Genetics, 2014, 23,

6944-6960.

Exome Genotyping Identifies Pleiotropic Variants Associated with Red Blood Cell Traits. American

Journal of Human Genetics, 2016, 99, 8-21. 6.2 60

The Relation of Genetic and Environmental Factors to Systemic Inflammatory Biomarker
Concentrations. Circulation: Cardiovascular Genetics, 2009, 2, 229-237.
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Using Family-Based Imputation in Genome-Wide Association Studies with Large Complex Pedigrees: The
Framingham Heart Study. PLoS ONE, 2012, 7, e515809.

SORCS] contributes to the development of renal disease in rats and humans. Physiological Genomics, 9.3 17
2013, 45, 720-728. ’

A comparison of strategies for analyzing dichotomous outcomes in genome-wide association studies
with general pedigrees. Genetic Epidemiology, 2011, 35, 650-657.
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