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logically but a system was recently devised to assess the MHC using haplotypes based on 5 linked microsatellite markers. This study examined the MHC microsatellite genotypes among serotyped and non-serotyped horses, including Arabian horses. A large number of new haplo--There was good correspondence of ELA serotype with the COR110 microsatellite.
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Chicken has 2 copies of BF genes in MHC-B region, namely the weakly expressed BF1 and the predominantly expressed BF2. Previous studies and genomic DNA sequences of chicken MHC-B region show that inbred of long deletions in the BF1 gene: normal functional BF1 in complete length (A), handicapped BF1 misspseudo-BF1 missing its nearly complete genomic DNA acterize duplicated BF genes due to their highly homologous genomic DNA sequences. In this study, we deminimal 3511 bp long fragment. The results showed that all 3 forms of BF1 gene were present in this breed with an allelic frequency of B up to 0.618 followed by A as 0.220 and Ad as 0.0162, and genotype frequencies of BB as 0.352, AB and AdB as 0.265 each, AA and AAd as 0.059 each. It is expected that these PCR arrays can be applied to screen indigenous chickens with unknown and highly heterogonous MHC-B genotypes and generate quality DNA sequences for a better understanding of the function and interaction of duplicated BF genes. Genetic progress depends on accurate knowledge of the genetic composition of a population or herd including level of inbreeding and parentage. However, in most herds, especially in the developing world, the genetic relationships between animals may be uncertain. We genotyped 938 animals from a herd in Queensland using an Illumina Bovine SNP50 array. Animals in the study were of the Senepol, Belmont and Bonsmara breeds. We used principal components to separate animals into breed groups and found that precise principal component values were only achieved when a few thousand SNPs are used. We calculated the genome relationship matrix (GRM) between individuals and found that at least 3000 SNPs were required for accuracy. Approximately 19% of comparisons between individuals showed a relationship equivalent to sharing a great-grandparent. Approximately 8% of the individuals showed more than 10% inbreeding. We counted the tick burden on each animal several times and then used the GRM to calculate a heritability of tick burden of h 2 = 0.46 (±0.08). Our results suggest that a low density SNP array of several thousand elements will be extremely useful for herds where it is currently impossible to estimate basic statistics of heritability and the (co)-variance of traits.
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Key Words: SNP, population, structure genotyping in the MHC region in Korean native chicken. M. D. Rashedul Hoque* 1 , Seung-Hwan Lee 2 , Bertrand Bed'hom 3 , Olympe Chazara 3 , Kang-Nyeong Heo 4 , Bo-Seok Kang 4 , and Jun-Heon Lee The major histocompatibility complex (MHC) is a genomic region containing immune related genes and has relatively high genetic variations compared with other regions. A total of 480 chicken samples from 12 chicken populations in Korea were investigated for the 77 SNPs in the chicken MHC region using Illumina GoldenGate genotyping assay. Based on the Fst distance value, unrooted neighbor-joining (NJ) and the unweighted pair-group method with arithmetic mean (UPGMA) phylogenetic trees were constructed among the breeds. Also, the population structure has been derived to characterize the Korean native chicken populations. The results indicated that 8 SNPs showed strong LD among the 77 SNPs. The haplotype information suggests that 16 haplotypes were observed and these haplotypes are sharing among the breeds. Our study indicated that the SNPs in the chicken MHC region can provide valuable information for the genetic variability among the chicken populations in Korea.
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