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Genetic polymorphism of 19 STR loci in Xinjiang Barkol
Kazakh population

ZHANG Liping ', XU Chenbo', CHEN Huijin', ZHOU You’, LI Fei’, CHEN Jiangang’

(1. Department of Biochemistry and Molecular Biology, Xinjiang Medical University, Urumqi 830054; 2. Hami Criminal Science & Technology
Institute, Xinjiang Hami 834500; 3. Science & Technology Institute, Xinjiang Public Security Department Criminal, Urumqi 830006, China)

ABSTRACT Objective: To investigate 19 short tandem repeat (STR) loci in Chinese Kazakh population in
Barkol County with Goldeneye"20A multiplex amplification system.
Methods: DNA samples were screened from 81 unrelated individuals. The 19 loci were D8S1179,
D21S11, CSF1PO, D3S1358, D75820, THO1, D13S317, D2S1338, D18S51, D16S539, TPOX,
vWA, D19S433, D5S818, PentaD, PentaE, D6S1043, D12S391 and FGA. The PCR products were
analyzed and genotyped by ABI3130XL sequencer.
Results: These loci were highly polymorphic. The combined power of discrimination was
0.999999999 and the combined paternity of exclusion was 0.999998914.
Conclusion: Goldeneye "20A multiplex amplification system is very useful in forensic case

investigation for Barkol Kazakh population.
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TPOX, D18SS1, D5S818, FGA, PentaD,
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PCR JZ W 7E ABI9700 I 144X | #E17. PCR i i
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TC KA R ARG 179 Fh SE A SE R, I RBI R
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*®1 BERBFERKEAR 194 STR EEENEMERNES A (n=81)
Table 1 Allele frequencies for 19 STR loci in Kazakh population in Barkol (n=81)

Allele D8S1179 D21S11 D7S820 CSFIPO D3S1358 THO1 DI13S317 D16S539 D2S1338 D19S433 vWA TPOX DI8S51 DS5S818 FGA PentaD PentaE D6S1043 D12S391

N 0.025

6 0.210 0.019 0.006

7 0.006 0.185 0.031 0.031

8 0.006 0.210 0.10S 0.210 0.025 0.574 0.025 0.019

9 0.080 0.031 0.327 0.080 0.179 0.160 0.080 0.235 0.006

9.3 0.173

10 0.086 0.241 0.241 0.160 0.130 0.031 0.006 0.123 0.130 0.056

11 0.080 0.228 0.296 0.222 0.272 0.191 0.006 0.309 0.216 0.074 0.253

12 0.111 0.179 0.364 0.241 0.265 0.099 0.006 0.043 0.037 0.253 0.204 0.093 0.204

13 0.284 0.037 0.031 0.049 0.111 0.191 0.191 0.191 0.123 0.093 0.068

13.2 0.043

14 0.173 0.019 0.037 0.093 0.037 0.019 0.340 0.117 0.204 0.012 0.031 0.142 0.123

14.2 0.086

15 0.154 0.284 0.111 0.086 0.130 0.019 0.074 0.012 0.006
15.2 0.080

16 0.068 0.364 0.012  0.025 0.210 0.191 0.080 0.006 0.019
16.2 0.012

17 0.025 0.173 0.099 0.247 0.074 0.111 0.012 0.068
18 0.012 0.086 0.10S 0.185 0.062 0.006 0.056 0.093 0.210
18.2 0.012

18.3 0.012
19 0.216 0.111 0.049 0.037 0.037 0.167 0.154
20 0.142 0.037 0.019 0.086 0.037 0.062 0.315
21 0.025 0.006 0.136 0.031 0.049
21.2 0.006

22 0.068 0.012 0.136 0.019 0.080
23 0.154 0.012 0.247 0.006 0.056
23.1 0.006

24 0.074 0.173 0.006 0.019
25 0.006 0.086 0.10S 0.012
26 0.012 0.049

27 0.019 0.006 0.012

28 0.080

29 0.216

30 0.247

30.2 0.037

31 0.080

31.2 0.142

32 0.006

32.2 0.105

33 0.012

33.2 0.049
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Table 2 Genetic parameters for 19 STR loci in Kazakh population in Barkol

A A He PE DP PIC p
D8S1179 0.839 0.748 0.947 0.810 0.360
D21S11 0.849 0.604 0.953 0.830 0.240
D75820 0.811 0.581 0.926 0.780 0.638
CSF1PO 0.723 0.397 0.875 0.670 0.379
D3S1358 0.745 0.494 0.886 0.700 0.923
THO1 0.779 0.650 0.903 0.740 0.292
D13S317 0.818 0.650 0.922 0.790 0.825
D16S539 0.799 0.474 0.924 0.760 0.115
D2S1338 0.876 0.723 0.960 0.860 0.759
D195433 0.814 0.604 0.939 0.790 0.783
VWA 0.831 0.627 0.938 0.800 0.700
TPOX 0.609 0.297 0.791 0.560 0.940
D18S51 0.860 0.748 0.957 0.840 0.666
D5S818 0.786 0.537 0.915 0.750 0.649
FGA 0.855 0.627 0.947 0.830 0.304
D6S1043 0.839 0.604 0.944 0.810 0.367
PentaE 0.926 0.899 0.976 0.920 0.404
PentaD 0.828 0.674 0.934 0.800 0.777
D125391 0.821 0.773 0.922 0.790 0.109
3 i $ IZERER STR Bl voORH 7638 . A JS2E ik e 2

U L B 5% 5 1196 LT B F YR X 2 X
R —A AR E, RERE R, WHEARL2BEE
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R 19 41 STR J£[H JE TDP {f >0.999999999,
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FE BT 0 L I % v R N A B 2 A,
A A BE AN AR R SE AL RE Rk Y R
B AR A 25 R AZAEAEE BRI, AR 1) 5 A s
AR AR SR RS IR R BSR4
Je B i — 2 AR i ML X B v i A BEREAS, LA R
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