3132


IDENTIFICATION OF MI-SUSCEPTIBILITY GENES USING GENOME-WIDE LINKAGE ANALYSIS 
M. Yokota1, H. Asano2, S. Miyata2, M. Nakatochi2, M. Sukegawa2, H. Izawa3
1Aichi-Gakuin University, Nagoya, Japan, 2Theranostic Research Institute Inc., Nagoya, Japan, 3Nagoya University School of Medicine, Nagoya, Japan
The classic approach to determining linkage of a complex trait has involved the technique of genome-wide scanning with microsatellites. This involves selecting approximately 400 microsatellite markers across the genome that are evenly spaced every 10 centimorgan (approximately 1 million bps).      To date, there are less than 10 genome-wide linkage studies that have isolated candidate regions for coronary artery disease (CAD) or myocardial infarction (MI). However, very few causal genes have been identified from genetic linkage studies.   We have recently conducted a linkage analysis, using mapmaker/sibs (version 2.1), in 222 sibling pairs affected by MI or CAD. Initially, 405 microsatellite markers across the genome were selected to obtain chromosomal linkage regions. And then, fine mapping was done by adding 20 markers in the regions of suggestive linkage, which is followed by repeated linkage to determine whether the original evidence of linkage is a true positive finding. Now, we are typing to identify the susceptibility genes through dense SNP typing using more than 3,000 SNPs in each of the regions showed suggestive linkage and are conducting case-control association studies.

