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Fig.1 Diagram of automatic genotyping program
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B2 H:fGh S06 i) DNA H Sl kel %
Fig.2 Sequencing result of S06 by automated sequencer
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Tab.1 Typing resulls verified by cloning and sequencing

Fedh IrRVEE R SIRUEE SR A0 SO T 50k
801 DPBI * 0501 DPB! * 0501
S02 DPBI * 0501/DPB1 * 1301 DPBI1 * 0501/DPBt1 * 1301
S03 DPBI1 * 0501 DPB1 * 0501
S04 DPBI * 0501 DPBI * 0501
S05 DPBI * 0501/DPBI * 1301 DPBI * 0501/DPBI * 1301
S06 DPBI = 0501/DPBI * 0402 DPBI1 * 0501/DPB1 * 0402
S07 DPBI * 1301/DPB1 * 3801 DPBI * 1301/DPB1 * 3801
S08 DPBI = 0301/DPB1 * 2801 DPBI * 0301/DPB1 * 2801
S09 DPBI = 0501/DPB1 * 2801 DPB1 * 0501/DPBI * 2801
S10 DPBI * 0501 DPBI1 * 0501
S11 DPBI * 0501/DPB1 * 1301 DPBI * 0501/DPB1 * 1301
S12 DPBI * 0501 DPB1 * 0501
S13 DPBI * 1401 DPBI * 1401
S14 DPBI1 = 0501/DPBI * 01011 DPBI * (501/DPBI * 01011
S15 DPBL * 0501 DPBI * 0501
S16 DPBI * 02012/DPBI * 1501 or DPB1 * 0402/DPB1 * 2201 DPBI * 0402/DPB1 * 2201
S17 DPB1 * 2101/DPB1 * 2801 DPBI * 2101/DPBI * 2801
S18 DPBI * 0501 DPBI * 0501
S19 DPBI » 0202/DPBI * 1301 DPBI * 0202/DPB1 * 1301
S20 DPBI = 0401 DPBI * 0401
821 DPBI * 2101 DPBI * 2101
S22 DPBI = 1001/DPB1 * 20011 or DPBI * 1701/DPB1 * 2501 DPBI * 1001/DPB1 * 20011
s23 DPBI * 0301 DPBI * 0301
S24 DPB1 * 0501 DPBI = 0501
825 DPBI * 0501/DPBI * 0402 DPBI * 0501/DPB1 * 0402
826 DPBI * 0401 DPBI * 0401
S27 DPBI * 0202/DPB1 * 0401 DPB1 * 0202/DPB1 * 0401
S28 DPBL * 02012/DPB1 * 0402 DPBI * 02012/DPB1 * 0402
829 DPBI = 0402 DPBI * 0402
S30 DPBI * 0501/DPB1 * 0402 DPBI * 0501/DPB1 * 0402
S$31 DPBI1 * 0501 DPB1 * 0501
S32 DPBI * 0402 DPBI * 0402
833 DPBI * 0202/DPBI1 * 0402 DPB1 * 0202/DPB1 * 0402
S34 DPBI * 0402/DPB1 * 2801 DPBI * 0402/DPB1 * 2801
835 DPBI * 0202/DPB1 * 0402 DPB! * 0202/DPB1 * (0402
S36 DPBI * 0501 DPB1 * 0501
837 DPB1 * 02012/DPB1 * (402 DPBI * 02012/DPB1 * 0402
538 DPBI1 * 0501 DPBI * 0501
S39 DPB1 * 0501 DPBI1 * 0501
$40 DPBI * 0501 DPBI * 0501
$41 DPBI * 0501/DPBI * 3801 DPBI * 0501/DPB1 * 3801
S42 Unable to find matching allele DPBI1 * 0501/ new
543 DPBI * 2101 DPB! * 2101
sS4 DPB1 * 0501/DPBI * 0402 DPBL1 * 0501/DPB1 * 0402
$45 DPBI = 0402 DPBI * 0402
346 DPB1 * 0501 DPBI * 0501
s47 DPB1 * 0501/DPB1 * 20011 DPBI * 0501/DPB1 * 20011
S48 DPBI * 1301 DPBI * 1301
849 DPBI1 * 0501/DPBI * 1401 DPBI * 0501/DPB1™ 1401
S50 DPBI * 02012/DPB1 * 0402 DPBI * 02012/DPB1 * 0402
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A Sequence-based Typing Method for HLA-DPB1 Genotyping

LIU Ze-huan, LIN Jiang-hai, FU Zhi-yan, PAN De-jing, XU An-long
(School of Life Sciences, Zhongshan University, Guangzhou 510275, China)

Abstract: An automatic sequence-based typing (SBT) method is established for genotyping. It is a high-resolution
genotyping method by utilizing the automatic genotyping program (AGP) to compare the DNA sequence data ob-
tained by direct sequencing of PCR products with a database containing known allelic sequences. It offers SBT the
ability to distinguish heterozygous individuals as well as identifying homozygous individuals. To validate this typing
system, 50 unrelated southem Chinese individuals were typed in the HLA-DPBI locus as an example. Two ambigu-
ous heterozygotes and one novel allelic sequence were found in these individuals. The typing results were confirmed
by cloning and subsequent sequencing of the cloned DNA without any discordance except two ambiguous heterozy-
gotes, indicated a 96% concordance. Thus, an efficient and accurate SBT method was .established by using AGP
program. It was proved applicable in genotyping of HLA-DPBI locus, and can be easily applied and extended to
other gene.

Keywords: genotyping; sequence-based typing; sequencing; HLA-DPBI



