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Abstract

In order to provide population genetics data of small ethnic groups
of Thai population we have studied five ethnic groups living in difference
geographical region. Five selected ethnic groups studied includes Hill
tribes in the north, Phu Tai in the northeast, Chong in the east , Lao Song
i the middle and aborginal Sakai in the south of the country. Four genetic
markers mcluding types of hemoglobin determined by hemoglobin
electrophoresis , B-globin gene haplotypes determined using PCR, an
Asian specific 9 bp deletion in region V of mtDNA and mtDNA sequence
polymorphisms in the D-loop major non-coding region determined by
direct DNA sequencing were studied and determined ethnic relationship
by phylogenetic tree analysis. It was found that the HbE gene frequencies
in Hill tribes, Phu Tai, Chong, Lao Song and Sakai were 0.01, 0.31, 0.60,
0.05 and 0.06, respectively. B-Globin gene haplotype analysis indicates
that HbE in Chong population has difference origin with other groups but
has the same origin with Kambodian reported previously. HbE in the four
remaining groups share the same origin with general Thai and Laos
populations. Data on mtDNA polymorphisms also indicates that the Chong
and Sakai populations are less related to other groups whereas Lao Song ,
Phu Tai and Hill tribes are closely related to the general Thai population
living in Chiangmai and Khon Kaen provinces. The result from this study
shows that both genetic markers on nuclear DNA and the mtDNA
polymorphisms could provide useful information related to the history of
Thai population. Further study on other small ethnic groups should provide
a more Insight into the study of history and ethnic relationships among
Thai population.
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