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Seven new HLA alleles discovered during routine typing
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Summary: We reported herein seven new HLA alleles, A*0259, A*02017, B*5609, B*5131, B*5205,
DRB1%*1444 and DRB1%1445, discovered during routine typing and identified by the sequencing based typing
method using specific primers. The A*0259 allele showed a single nucleotide difference at position 125 (guanine
vs adenine). This was a novel difference in nucleotide position in the HLA-A, B and C alleles. This nonsynonymous
difference may lead to an amino acid change at residue 18 (glycine vs serine). The A*020107 allele was a synony-
mous substitution by a single nucleotide change at position 123 (cytosine vs thymine). These alleles may be
generated by the nucleotide changes from the A*020101 allele. A new B*5609 allele may be generated by a gene
conversion of two segments originating from exon 2 of the B¥*5502 or B*5601 allele and exon 3 of the B¥350101
allele. The B*5131 and B*5205 alleles showed a single nucleotide difference at position 527 (adenine vs thym-
ine) and at 134 (guanine vs cytosine). These nonsynonymous differences caused to amino acid mutations at
residue 152 (glutamic acid vs valine) in the B*5131 allele and at 21 (arginene vs proline) in the B*5205 allele.
The B*5131 allele was identical to the B*5116 allele, and the B*5205 allele was to the B*5201 allele except for
the nucleotide differences. The B*5131 allele was found in a non-Japanese blood donor. The DRB1*1444 allele
had two nucleotide differences at positions 344 (thymine vs guanine) and 345 (guanine vs thymine), and the
DRB1*1445 allele had that at 286 (cytosine vs adenine) compared with the DRB1*140501 allele. These
nonsynonymous differences caused amino acid mutations at residue 86 (valine vs glycine) in the DRB1*1444
allele and at 67 (leucine vs isoleucine) in the DRB1*1445 allele.
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