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1
26 populations sampled in the current study

Population Sanple size Sampling place Location Language Family
(Han) 21 510,126 0 -
35 457,126 6 -
30 360,103 7 -
2 43 3,80.5 -
35 306,104 1 -
35 24 3,116 1 -
(Mongol) 45 510,126 0 -
(Manchu) 35 40 2,123 2 -
(Korean) 27 420,121 4
(Daur) 31 48 0,118 6 -
(Hezhe) 45 46 7,132°5 -
( Ewenki) 27 48 0,118 6 -
(Oroqen) 31 530,131 0 -
( Hui) 35 369,105 9
(Uygur) 39 43 3,80.5 -
(Uygur) 31 43 8 ,88.6 -
(Xbo) 2 43 3,80.5 -
(Kazrk) 17 43 3,80.5 -
(She) X3 26 4,119 5 -
(Y ao) 35 24 1,107 2 -
35 247,112 2 -
(Li) X3 18 7,109 5 -
(Buyi) 35 26 0,105 7 -
(Hani) L) 235,101 9 -
( Qiang) 3 316,103 8 -
(' Tibetan) 35 29 6,91. 1 -

1.2 MYS2 PCR

PCR DNA ( GENE 2000), P, : 5 CIGGCITTGGG-
GACGTAGTA 3, P, :5 CIGCGCITTATGAGCATACG " ; 12.5H]
: 1 x Bioline buffer, 200 # M dNTP, 1.5 mM MgCl>, 1 M, 0.5 H TagDNA
5—10ng DNA £ 94°C 3 min, 30 (94°C 35s, 64°C 358,
72°C 40s), 72C  Smin PCR 2%

1.3
Arlequin (http: // anthro. unige. cly arlequin)
AMOVA ( analysis of molecular variance) ,

( ) ( )
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2.1 MYS2 PCR
PCR , , MYS 4 MYS 3 PCR
~ 400bp ~ 300bp( 1)
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I MYS2 2%
The argrose gel mage of MYS2
M: 100bp DNA Ladder; 1,2 3,4,6,8: MYS" 4 5,7 MYS' 3

2.2 MYS2 2%
868 ,MYS2 4 . 94.6% ( 821/863),
(82.9% —100%), MYS2 3

2 2 2

32.4% MYS2 26 2
2.3 AMOVA
MYS2 AMOVA ,
3 7.76%,
4.34% , ,
8. 11%, , 1. 2%,
3
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2 MYS2 26
The distribution o MYS2 in 26 Chinese populations

(Population) (Sample size) MYS2* 3 MYS2" 4
(Han)/ 21 0 21 (100%)
(Han)/ 35 1(2.9%) % (97.1%)

(Han)/ 3 4 (12.1%) 29 (87.9%)

(Han)/ 30 2 (6.7%) 28 (93.4%)

(Han)/ 35 6 (17.1%) 29 (82.9%)

(Han)/ 35 7 (20.0%) 28 (80.0%)

( Mongol)/ 45 0 45 (100%)
(Manchu)/ 35 1(2.9%) % (97.1%)

( Korean)/ 27 0 27 (100%)

(Daur)/ 39 2 (5.1%) 37 (9%.9%)
(Hezhe)/ 45 0 45 (100%)
(Ewenki)/ % 2(7.7%) % (9R.3%)
(Orogen)/ 31 0 31 (100%)

(Hui)/ 35 3 (17.1%) R (8.9%)
(Uygur)/ 39 0 39 (100%)

(Uygur)/ 31 1(3.2%) 30 (9.8%)

(Xbe)/ 3 3 (7.0%) 40 (93.0%)

(Kazrk)/ 17 0 17 (100%)

(She)/ 3% 6 (17.6%) 28 (82.4%)

( Yao)/ 35 1 (2.9%) 34 (97.1%)

( Yao)/ 35 3 (8.6%) 2 (91.2%)

(Liy/ 34 11 (32 4%) 3 (61.6%)

( Buyi)/ 35 1 (2.9%) 3 (97.1%)

(Hani)/ 34 0 34 (100%)
(Qiang)/ 3 5 (15.2%) 28 (84.8%)
(Tibetan)/ 35 0 35 (100%)

3 MYS2

The apportion of genetic variation

P
92 24% 7. 6% <001
91 8% 8 11% < 0ol
98 58% 1. 2% 01

/ 90 2% 5. 4% 4.34% <001

/ 97 &4 0. 9% 1. 57% > 00
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THE DISTRIBUTION OF MYS2 POLYMORPHISM
IN 26 CHINESE POPULATIONS
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Abstract: The distribution of MYS2 polymorphism in 26 Chinese populations was analyzed by PCR.
And the variations of intra and between populations were calculated using AMOVA by Arlequin Pack-
age. MYS2' 4 was the common allele while the incidence of MYS2™ 3 was much different in these pop
ulations. By AMOVA, 7.76% 8.11% and 1. 42% of total variation were found among all 26, 10
Southern and 16 Northern Chinese populaions respectively. And 4.34% of total variation was found
between the Southern and Northern groups while 1. 57% was found between northeast and northwest
groups. The results showed that MYS2 polymorphism is very useful in analyzing the genetic strudure of
Chinese population. Some difference in genetic structure was seen among the different populations and
a geographical distinction between South and North was confirmed. The distinction between Western
and Eastern populations in the Northern China was also suggested.
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