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ABSTRACT: The Thai-Lao people of the Indo-China Peninsula originated in Guangxi, China. These people migrated
south and crossed through Napo County on their way across the China-Vietnam border. The Minz Zhuang (Hei-Yi
Zhuang), indigenous to Napo, has been more successful than other Zhuang populations in preserving their customs
and traditions. We studied the genetic diversities among Minz population Y chromosomes and mitochondria, and
found that it is a typical Tai population. The Y chromosome STR haplotypes diversity decreases across populations
from East Guangxi through Napo to Laos, supporting the southward migration hypothesis of the Thai-Lao people.
The Minz sample also shares many haplotypes with the Laotian samples, suggesting that the emergence of the Minz
resulted from the Thai-Lao southward migration.
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Tab.1. Y chromosome haplogroup frequencies of the Minz Zhuang

mAE#E C3* D1 N1* o* Ola* 0O2* 0O2a* 0O2al O03* 03a3bl 03a3cl O3a3c*
LKA M217 M15 LLY22g M175 M119 P31 M95 M88 M122 M188 M117 M134
Horkt 12,70 11.11 6.35 476 19.05 159 19.05 3.17 6.35 476 7.94 3.17
R 2 BRUIREHRIE DNA BERRESH
Tab.2. mtDNA haplogroup frequencies of the Minz Zhuang

AR A B4a B4cl* B4clb3 B5a B5b C D* D4 D5 F* Fla* Flal* Flala
A 6.15 6.92 3.08 0.77 3.85 0.77 231 231 10.00 2.31 3.85 3.08 462 3.08
FAfERE Fla3 G* G2 M* M7* M7al M7b* M8* N9* NO9a R9* R9% R9c Y
W& 077 231 6.15 7.69 462 077 6.92 0.77 0.77 3.85 0.77 231 846 0.77
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Fig.1. Diversities of Y chromosome haplogroups Ola* and O2a* among the Zhuang-Tai populations. (a) diversity maps, (b) networks.
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