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34 Genome-Wide Association Study for Coronary Artery Calcification With Follow-Up in Myocardial
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44 Genome-wide association meta-analysis for total serum bilirubin levels. Human Molecular Genetics,
2009, 18, 2700-2710. 2.9 214

45 Systematic Evaluation of Pleiotropy Identifies 6 Further Loci Associated WithÂ Coronary ArteryÂ Disease.
Journal of the American College of Cardiology, 2017, 69, 823-836. 2.8 214

46 Genome-wide meta-analysis of observational studies shows common genetic variants associated with
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