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MERERL (EX) Identification of the genetic factor against influenza virus
infection in the chicken MHC region.
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SPRY KA A NZBNWT 3 »FTDT 2/ FEEBRIFED i,

e R OBEE (330) : The chicken MHC (MHC-B) is one of the research interests because of the
strong associations with avian influenza virus infection identified in particular MHC-B haplotypes.
Because sequence data of MHC-B haplotypes have been lacking, efforts to systematically resolve
which genes within the MHC-B region contribute to well-defined MHC-B-associated disease
responses was hampering. To indetify the genetic factor against influenza virus infection in the
MHC-B region, we determined the complete genomic sequence of 2 MHC-B haplotypes across a
region of 220 kb encompassing 34 gene loci ranging from KIFC1 to C4.
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