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ABSTRACT

The geography of northern Thailand differs from the rest of the country with
respect to its environment, which comprises mountains, valleys and lowland. The
northern Thai population consists of many ethnic groups, with each one having its own
society, economics, politics, religion and culture. Their languages are also different from
other parts of Thailand. From the characteristic benefit of the HLA system, the
differences between ethnic groups could be observed at the level of HLA loci. Therefore,
the gene frequencies of the HLA-A antigen were studied in selected northern Thai
populations. Three hundred and ninety one blood samples were collected randomly and
well defined from 153 healthy Khon Muang, 125 Khon Yawng and 113 Karen. HLA-A2,
A9, All.1, and A11.2 were determined by using the standard microlymphocytotoxicity

test. Polymerase chain reaction sequence Speciﬁc primers (PCR-SSP) were used in the




study of HLA-A11 subtypes in these aorthern Thai populations. The distribution of gene
frequency in HLA-A2 was highest in Khon Yawng (43.43%) compared with Khon Muang
(33.83%) and Karen (12.76%). HLA-A9 was recorded at 20%, 15.62% and 12.55% in
Karen, Khon Yawng and Khon Muang, respectively. HLA-A11.1 was very high in Karen
(52.96%) when compared with Khon Muang (34.32%) and Khon Yawng (22.20%). The
gene frequency of HLA-A11.2 was highest in Khon Yawng (7.05%) compared with Khon
Muang (3.32%) and Karen (0%). The distribution of the allele frequency of HLA-A*1101
was highest in Karen (38.05%) compared with Khon Muang (28.43%) and Khon Yawng
(19.6%). The HLA-A*1102 allele frequency was 6.80% in Khon Yawng and 3.27% in
Khon Muang, while absolutely none Were found in Karen (0%). Interestingly, HLA-
A*1103 was only identified in Karen with an allele frequency of 2.65%. The molecular
typing of HLA-A*1101 and A*1102 in Khon Muang and Khon Yawng WwWas
complementary with the serological typing of HLA-A11.1and Al112, while HLA-A11.1,
which was frequently found in Karen, differed with molecular typing. HLA-A*1103 was
present only in Karen, while absent in both Khon Muang and Khon Yawng. Also, the
absence of HLA-A*1102 coincided with the absence of HLA-A112 in Karen. The
distribution of HLA antigen frequency in Khon Muang, Khon Yawng and Karen was:
significantly different when Jooking at the 4 most frequent antigens. These results showed
o more dominant difference between racial groups when using molecular typing, as shown
in the study of HLA-A1l subtypes in these northern Thai populations. These results
provide tbe basic data of HLA-A1l at DNA level, which will be useful for further studies
in anthropology, orgai transplantation, bone marrow transplantation and disease

association in porthern Thais.
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