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Expert consensus on the resolution level of the methods for HLA genotyping
Workshop of Blood Donor Database for Platelet Matching Transfusion in China ,Blood Center of Zhejiang Province

Abstract; Human leukocyte antigen ( HLA) genotyping has been widely used in establishing the database of the donors
for hematopoietic stem cell, HLA matching selection between the donor and recipient, establishing the database of platelet
donors with known HLA genotype, diagnosis of HLA association with diseases, genetics study and other scientific research.
With the increasing number of HLA alleles and the development of HLA genotyping technology, there are some controversy
in the definition of resolution for HLA genotyping, the description of the results for HLA genotyping between donor and re-
cipient and the determination of HLA matching level. In order to improve the normalization of the definition and interpreta-
tion of HLA genotyping resolution, this expert consensus is formulated by many experts from the fields of HLA genotyping in
the laboratory and clinical transplantation according to the relevant domestic and foreign literature and clinical practice. The
definition of the resolution of HLA genotyping, the methods of HLA genotyping, the description of the results between donor
and recipient and HLA matching determination are summarized, which will further standardize HLA genotyping technology

and ensure the accuracy of the results for HLA genotyping.
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Figure 1 The naming diagram for HLA-A * 01:01:01 :02N
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Table 1 Characteristics and resolution levels of different

methods for HLA genotyping
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Figure 2 Schematic diagram for HLA genotyping at dif-

ferent resolution level
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Table 2 The description for variants in different type
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Figure 3 The schematic diagram for the positions of classical

HLA-Class I and HLLA-Class II genes on chromosome 6

5 EmTHAMBERTZE HA BRSBERME
RFEEHIE

5.1 I T4 A 52 F HLA R 43 AL 25 R
i1

HEF 5238 HLA L o 25 Ak 5 < 4.3 3
AR T 7 — 3, o T TGRS, AF R &%
K A MESZ Dy e A S ——XF R g (36 3) , B
A HEBC A A AL EE R HEATRR I, TR T RRAR AR
Higi a5, RERRMZE R R4

PR RSO0 T R AT RESE E Hh HLA SRRy Jf4
ARG R, 5/10 AHA

x3 HZHERVN HLA LR5 0 WK FEHEESEER#R
Table 3 The description of the matching for HLA loci at

the high-resolution level between donor and recipient

HIA-A  HIA-C HIA-B HIA-DRB1 HIA-DQB1 HH&/K¥F
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IR T IESZ E IRAEI E 4 i HLA 05,
UG TR HE3Z 5 HLA 7 83 A0 A 2 48 Al DX 3
AIAHG  ABAS BEHERR A7 2 S 2H 1Y AT BE
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