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33 Common variants in 22 loci are associated with QRS duration and cardiac ventricular conduction.
Nature Genetics, 2010, 42, 1068-1076. 21.4 308

34 Identification of heart rateâ€“associated loci and their effects on cardiac conduction and rhythm
disorders. Nature Genetics, 2013, 45, 621-631. 21.4 282
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repolarization. Nature Genetics, 2014, 46, 826-836. 21.4 281

36 Positron emission tomographic analysis of the nigrostriatal dopaminergic system in familial
Parkinsonism associated with mutations in theParkin gene. Annals of Neurology, 2001, 49, 367-376. 5.3 257
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67 Large-scale genome-wide analysis identifies genetic variants associated with cardiac structure and
function. Journal of Clinical Investigation, 2017, 127, 1798-1812. 8.2 106
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93 Impaired sense of smell and color discrimination in monogenic and idiopathic Parkinson's disease.
Movement Disorders, 2010, 25, 2665-2669. 3.9 53

94 Modeling of Environmental Effects in Genome-Wide Association Studies Identifies SLC2A2 and HP as
Novel Loci Influencing Serum Cholesterol Levels. PLoS Genetics, 2010, 6, e1000798. 3.5 51
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