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We report here a novel HLA-A*24 allele, now named
HILA-A*24:585, that carries one nucleotide substitution in
exon 1 when compared with the HLA-A*24:02:01:01
allele, identified in a volunteer bone marrow donor.
The HLA typing was performed using Next Generation
Sequencing (AllType NGS, One Lambda, Canoga Park,
CA) on the Ion S5 system platform (ThermoFisher Scien-
tific, Waltham, MA),1 from exons 1 to 8. The reads were
analyzed using the TypeStream Visual Software version
2.1 (One Lambda). This recipient was found to have a
new A*24 allele and was consequently typed A*11:01,
24:585; B*35:01, 51:01; C*04:01, 16:02; DRB1*01:03, 11:01,
DRB3*02:02; DQAI1*01:01, 05:05; DQBI1*03:01P, 05:01P;
DPA1*01:03, 02:01; DPBI1*02:01, 09:01. Using the IPD-
IMGT/HLA Database,’> nucleotide sequence alignment
with HLA-A alleles shows that this new allele has one
nucleotide change from A*24:02:01:01 in codon -15 in exon
1, where G — C resulting in a new protein (GTC — CTC,
Valine — Leucine, Figure 1). This nucleotide change was
confirmed using other NGS reagents provided by GenDX
NGSgo-MX6-1 (Utrecht, Netherlands) run on the Illumina
MiSeq system (San Diego, CA) and analyzed with the
NGSEngine software (GenDX, version 2.26). We were
very confident in the phasing as the sample displayed a

AA Codon -20 =15
ATG GCC GTC ATG GCG CCC CGA ACC CTC GTC CTG CTA CTC TCG GGG GCC CTG GCC CTG ACC CAG ACC TGG GCA G

A*24:02:01:01
A*24:585

FIGURE 1

HLA-A*24:585 differs from HLA-A*24:02:01:01 by one nucleotide substitution
in codon -15 in exon 1.
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mean read length of 302 base pairs over all the loci, the
mismatched C base was attributed 157 times to the new
HLA-A*24 allele, and can be only attributed to this allele
because it was possible to discriminate from the associated
HLA-A*11:01:01:01 allele by virtue of 6 variant positions
each distant by less than 100 base pairs. The coding nu-
cleotide sequence of the new allele has been submitted
to the GenBank database (Accession No. OP807951)
and to the IPD-IMGT/HLA Database (Submission
No. HWS10064313). The name A*24:585 has been offi-
cially assigned by the WHO Nomenclature Committee
for Factors of the HLA System in November 2022. This
follows the agreed policy that, subject to the conditions
stated in the most recent Nomenclature Report,’ names
will be assigned to new sequences as they are identified.
Lists of such new names will be published in the follow-
ing WHO Nomenclature Report.
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Alignment of the sequence of exon 1 of HLA-A*24:585 with the sequence of HLA-A*24:02:01:01. Dashes indicate nucleotide

identity with the HLA-A*24:02:01:01 allele. Numbers above the sequence indicate codon position.
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HLA-A*24 is a frequent allele with an average frequency
of 23.97% (9.5%-61.0%) in the Oriental population." HLA-
A*24:02 showed the highest frequency in the Korean pop-
ulation with 19.33% of HLA-A alleles.” Here, we report a
novel HLA-A*24, officially named as A*24:589, discovered
during routine HLA typing of deceased organ donation
and confirmed by next generation sequencing.

In our routine laboratory setting, low-resolution
HLA typing was performed using LinkSeq HLA
ABCDRDQDP+384 kit (One Lambda, Thermo Fisher
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The HLA-A*24:589 allele differs from A*24:02:01:01 by one nucleotide substitution
in codon 145 (CGC > GGC).

A*24:589, HLA-A24, new allele

Scientific Inc., USA) on the ViiA7 Real-Time PCR sys-
tem (Applied Biosystems, Thermo Fisher Scientific
Inc.) and analyzed with SureTyper software per the
manufacturer's instruction. Next generation sequenc-
ing was performed using AllType NGS assay system
(One Lambda) on Illumina (San Diego, California)
MiSeq sequencing technology. Informed consent for
genetic testing of HLA was obtained. Sequences were
submitted to GenBank and the IPD-IMGT/HLA Data-
base, and allele names were officially assigned by the
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