3025


GENETICS OF CORONARY ARTERY DISEASE: WHERE DO WE STAND? 
M.P. Reilly 

University of Pennsylvania School of Medicine, Philadelphia, PA, USA
Over the past several years, genome wide association studies (GWAS) have discovered and validated many loci for atherosclerotic coronary artery disease (CAD) and cardiovascular risk factors including plasma lipids and hypertension. Ongoing very large meta-analyses of GWAS datasets are discovering even more loci for CAD and its risk factors. For example over 90 loci for plasma lipids have been identified. For CAD and myocardial infarction (MI) around 16 novel loci have been discovered, replicated and published but over 30 are expected to be revealed by ongoing GWAS metaanalysis. The key challenges now are (1) further discovery through GWAS and exome sequencing projects, (2) identifying culprit genes/mechanisms at GWAS loci, (3) defining the directional effects on CAD of loss-of-function (LOF) and gain-of-function (GOF) alleles in humans and LOF and GOF on atherosclerosis in model systems (e.g., mouse atherosclerosis models), (4) application of genetic data for CAD risk prediction and personalized risk assessment, (5) translating discoveries into novel therapeutic applications for human CAD.  Novel genetic discoveries for CAD will be presented and translational challenges will be discussed.  

