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Analysis of genetic diversity of the extended MHC region of Japanese quail

Hanzawa, Megumu

4,200,000
MHC MhcCoja
TRIM CD1
(€)) DNA TRIM 4 MHC class 11B 3 MHC
class 1 4 CD1 2 13 (@)

€))
MHC class I1B

1. TRIM sub-region and CD1 sub-region were identified in major histocompatibility
complex from Japanese quail (Extended MhcCoja region).
2. The making of the polymorphism catalogue (1) The design of the high-density DNA polymorphism marker:
We built the following thirteen markers, four markers in TRIM subregion, three markers in MHC class 11B
subregion, four markers in MHC class | subregion, and two markers in CD1 subregion. (2) Haplotype
analysis: The genes in each subregion have linkage each other, but there was recombination region between
each subregion. (3) The gene structure of each haplotype: We suggested the differences among haplotypes
of the number of functional MHC class I1B loci.
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