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Abstract: In the Hanasi scenic spot of the Altai Region, Xinjiang Uygur Autonomous Region, China, there is a special
population known as Xinjiang Tuvinians for short. These Tuvinians were classified as Mongolians in the early 1950s by the
National Ethnic Affairs Commission of China, but they claimed that they have an independent origin. To resolve this dis-
pute and their genetic relationships with the people in the neighboring regions, we randomly selected 150 male Tuvinians in
the Altai Region. Fourteen Y chromosomal markers were genotyped and eleven haplogroups were constructed. The fre-
quencies of the haplogroups K™-M9 and Q"-M242 were higher in Xinjiang Tuvinians or Tuvinians in the Tuva Republic
than those in the other populations (e.g., Mongolians and Kazakh). Principal component analysis , multi-dimensional scal-
ing analysis and further phylogenetic tree analysis revealed that the Xinjiang Tuvinians were far separated from Mongolians
and Kazakh. Based on these results, we proposed that Xinjiang Tuvinians are genetically distinct from Mongolians and
Kazakh.
Keywords: Tuvinian; Y chromosome; SNPs; haplogroup; phylogenetics analysis
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c" C3k F K" N P N3 03 R1" Rlal® Q° DE O0la® D’ HD
M130 M48 M89 M9 M175 M45 M46 M122 M173 M17 M242 YAP MI119 M174
150 0.04 0.06 0.05 042 0.05 0.05 003 0.05 001 0.01 025 0.7009
51 0.04 008 006 052 0.08 004 002 004 002 0.02 010 0.6523
51 0.08 006 0.06 059 006 004 002 0.04 0.06 0.5725
48 0.04 0.04 0.15 0.06 0.04 002 0.02 0.63 0.5780
a 42 0.10 0.07 0.19 0.07 0.52 0.05
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¢ 50  0.04 0.12 0.40 0.28
42 0.10 0.07 0.47 0.17 0.02 0.02 0.14
b 24 013 046 0.08 0.25 0.04 0.04
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