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HLA-C*07:477 has one nonsynonymous nucleotide
change from HLA-C*07:02:01:01 in codon 176, exon
3 (AAG>GAG).

The importance of donor–recipient human leukocyte anti-
gen (HLA)-C matching for the clinical outcome of unrelated
hematopoietic stem cell transplantation is well established.
HLA-C allele mismatches were significantly associated with
an increased incidence of acute graft-vs-host disease and worse
overall survival (1). Most recently, high-expressed HLA-C
alleles have been identified as nonpermissive mismatches for
the donor choice (2). Transplant outcome can be improved
by avoiding high-risk HLA-C mismatched donors when full
matched donor is not available. High-resolution typing of
HLA-A, -B, -DRB1 for unrelated donors is routinely performed
in China. HLA-C typing is currently not routinely performed on
all donors recruited. The allelic polymorphism of the HLA-C
gene within the ethnic minorities of China is not well defined.
Here, we describe a novel HLA-C allele, C*07:477, which was
discovered during an investigation for HLA-C allele in Drung
ethnic group. The Drung Chinese is the smallest minority in
Yunnan province and one of the smallest in China.

The donor was a 20-year-old Drung male who originally
came from Drung river village, the rural area of Gongshan
city, Yunnan Province. Genomic DNA was purified from
whole blood with MagCore® genomic DNA kit (RBC Bio-
science, Xiamen, China) on an automated nucleic acid extrac-
tor MagCore HF16(RBC Bioscience, Xiamen, China). HLA
typing using sequence-base typing was performed. The sam-
ple was initially amplified for HLA-C by combined using

two primers DMUT1 (5′ ATCAGCGTCTMCGCAGTCCCG
3′) and P3-Intron-4C (5′ CCTGACCYCCAAGCCTCAG 3′),
reported by Delfino et al. (3) and Dormoy et al. (4), respec-
tively. Exons 2–4 in HLA-A,-B,-C loci were sequenced in both
forward and reverse directions. Exon 2 in HLA-DRB1 was
sequenced bidirectionally, in addition to sequencing by GTG
primer at codon 86. After performing capillary electrophore-
sis through ABI3730 genetic analyzer (Applied Biosystems,
Hitachi, Japan), sequences were then analyzed with uTYPE6.0
software (Life Technologies, Foster City, CA). When analyz-
ing the HLA-C sequence data, a heterozygous peak R (A and
G) was seen instead of the expected homozygous A peak at
position 598 in exon 3. The most likely combination was an
HLA-C*07:02:01:01 and C*08:01:01G with a single mutation
at position 598 in one of these two alleles.

To confirm the alleles of HLA-C in this sample, we sub-
sequently amplified and sequenced the sample using two
group-specific amplified primer sets according to the pro-
tocol reported by Dormoy et al. (4). After the two alleles
were separated, sequence analysis confirmed the presence of
HLA-C*08:01:01G and the mutation was within C*07 allele.
Compared with the closely related HLA-C*07:2:01:01, a single
nucleotide substitution was found at position 598 where A>G,
which resulted in a codon change. The amino acid at position
176 changed from lysine to glutamic acid (Figure 1). The com-
plete HLA typing results were: HLA-A*02:01, 11:03; B*15:02,
56:01; C*07:477, 08:01:01G; DRB1*12:02, 14:01G. Because
of the lack of family members, haplotypes could not be deduced
by pedigree analysis.

The sequence of the new HLA-C allele was submitted to
EMBL nucleotide Database and assigned the accession no.
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Figure 1 Alignment of the exon 3
nucleotide sequences of the HLA-C*07:
477 compared with HLA-C*07:02:01:01.
Dashes (−) indicate nucleotide identity.
Numbers above the sequence correspond
with codon positions.

LN864924. The name C*07:477 has been officially assigned
by the World Health Organization (WHO) Nomenclature Com-
mittee in November 2015. This follows the agreed policy that,
subject to the conditions stated in the most recent Nomencla-
ture Report (5), names will be assigned to new sequences as
they are identified. Lists of such new names will be published
in the following WHO Nomenclature Report.
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