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3 ) )
, , . 3L ,ACD ) -
DNA.
1
Tab.1 Location and sanple sze
Kim Mun 26
Kim Mun 42
lu Mien 32
1.2 DNA
MtDNA (HVS1) L15974 H16488 PCR . PCR 194
3 min;% 30 5,62 40 |72 40 s;30 ; 72 5min,
25uL. PCR BIG—DYE (PE ) , 0.8
M mol/L 2L ,MIX 1ML, 6ML. )
AB13100 (PE ) . L 15974 , polyC
, H16488

l : RFLP
(revised Cambridge reference sequence ,rCRS) , DNA ,
, . walace [ ingman '@ Yo I3

10397 ,5176 ,13259 ,12406 ,10310 ,4715 ,663 ,9824 ,3391 ,12705 ,9 kp dd ,5417,

4831 . - . 9bp dd PCR
3% Nusdve . PCR ,
3% ,
, , New England Biolab
1.3
DNASTAR , (rCRY) ,
L 15974 H16488 . ARLEQUIN Fst
da. Yo " Macauay ¥ Kivisid [® ,
RFL P . SPSS mtDNA , ,
Mega2 , ME da ,
2
2.1 mtDNA
RFL P , 2
. Yeo (1 , M
D GM8 M7 D D4a D4b D5 ,
, 3 B DF M7 ,
B, F,

M7.B,F M7
A D ,M8

© 1995-2006 Tsinghua Tongfang Optical Disc Co., Ltd. All rights reserved.



6 : 1063

2.2

2.3

2
Tab.2 Haplogroup frequency based on HV S 1 sequence and RFL P SNP
(%)
Haplogroup Haplogroup
A 3 Flal 4 3
B4a 6 9 Flb 9
B4ala 4 3 F3 3
B4a3 8 3 F 27 6 27
B4bl 4 3 9 @ 4 9
B4f 4 M * 9
B5a 8 10 M7 3
B 28 25 18 M7b 4 10 9
C 10 M7bl 4 16 9
c5 12 3 9 M7 8 29 18
D4 4 3 M8 3
D5 4 N9a 6
D 8 3 0 R * 8 6 9
F 4 9 R9b 8
Fla 19 9 R9c 3
Arlequin , da Fst.
[7] [4] 15
dA FS y ] ) L 1
3 (da) F&
Tab.3 daand Fst based on HVS1 sequence
0.022 0.015 0.067 0.14 0.088 0.005 -0.004 0.018 0.114 - 0.005 0.032 0.031 0.021 - 0.004
0.153 0.019 0.077 0.182 0.09 0.02 0.016 0.04 0.064 0.023 0.03 0.045 0.054 0.023
0.136 0.184 0.057 0.112 0.056 0.024 0.02 0.019 0.084 0.011 0.025 0.026 0.024 0.005
0.483 0.61 0.519 0.106 0.048 0.048 0.084 0.028 0.102 0.058 0.013 0.032 0.02 0.054
0.956 1.352 0.917 0.66 0.068 0.123 0.158 0.075 0.187 0.112 0.083 0.039 0.05 0.093
0.656 0.822 0.572 0.325 0.369 0.07 0.091 0.035 0.147 0.057 0.045 0.02 0.021 0.057
0.042 0.144 0.202 0.367 0.887 0.57 -0.003 0.016 0.071 -0.006 0.006 0.018 0.024 0.009
-0.024 0.117 0.171 0.652 1.161 0.734 -0.026 0.024 0.099 -0.007 0.03 0.038 0.039 0.004
0.122 0.291 0.164 0.189 0.467 0.252 0.121 0.179 0.086 0.014 0.007 -0.007 0.003 0.005
0.79 0.418 0.691 0.672 1.226 0.974 0.502 0.707 0.572 0.095 0.052 0.079 0.106 0.066
-0.041 0.192 0.109 0.459 0.786 0.487 -0.048 -0.059 0.097 0.689 0.01 0.011 0.006 -0.007
0.238 0.25 0.236 0.099 0.548 0.377 0.042 0.233 0.045 0.346 0.083 -0.01 0.002 0.007
0.227 0.372 0.238 0.234 0.229 0.169 0.135 0.291 -0.054 0.529 0.086 -0.08 -0.013 0.007
0.152 0.453 0.227 0.145 0.3 0.174 0.184 0.301 0.019 0.74 0.051 0.013 -0.095 0.007
-0.026 _0.183 0.046 0.414 0.639 0.471 0.072 0.027 0.033 0.458 -0.053 0.053 0.052 0.057
(da) , Fst
1 mtDNA , ,
[8] ., Yao
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Analysis of mtD NA Polymor physim among Three
Mien Population in Guangxi

Gao Song*, Mao Xianryun', Wen Bo', Li Hui', Song Xiufeng®,
Huang Wenrju? , Zhang Youjun?, Jin Jian-zhong' , Jin Li*

(1. Center for Anthropological Studies, School of Life Sciences, Fudan University, Shanghai 200433, China;
2. Institute of Ethnology and Anthropology, Guangxi University for Nationalities, Nanning 530006, China)

Abstract : Owning a great number of branches,Mien isan officia nationality of Hmong Mien colony ,which is abroadly
digributed in Sounthwest China. With the method of HV S1 sequencing and RFL P, 100 sanples beonging to three
branchs of Mien was genotyped and compared with severa populations readed in North and Suth China,al those
analyses are presented in thisarticle. The conclusonisthat the mtDNA genetic structure of Mien, which resembles the
ones of its neighborhood such as Daic, makesit bedong to South China clugter.

Keywords: Mien; mtDNA ; polymorphism; lu Mien; Kim Mun; Lownland Mien
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