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Abstract: Objective To investigate the genetic polymorphism of 18 STR loci by a high-throughput direct
amplification method. Methods DNATyper15™ Plus kit, ABI 9700 PCR and ABI3730XL genetic analyzer
were used to test 326 STR profiles of unrelated Han individuals from Eastern Sichuan. The population genetic
parameters were calculated by statistic software Powerstat. Results The results demonstrated that all 18 STR
loci were in accordance with the distribution of Hardy-Weinberg equilibrium (P>>0. 05). Heterozygosity (H)
ranged from 0. 604 — 0. 896 matching probability(PM) ranged from 0. 016 — 0. 219, power of discrimination
(DP) ranged from 0. 803—0. 985, polymorphism information content(PIC) ranged from 0. 781 — 0. 984, power
of exclusion(PE) ranged from 0. 295 — 0. 788. Conclusion 18 STR loci in Han population in Eastern Sichuan
have higher polymorphisms.
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D5S818 D21S11 D7S820 CSF1PO D2S1338 D3S1358
A F A F A F A F A F A F
7 0.020 27 0.002 8 0. 137 7 0.002 16 0. 003 12 0.002
8 0.002 28 0.047 9 0.075 8 0.002 17 0.076 13 0.003
9 0. 069 28.2 0.014 9.1 0. 003 9 0.052 18 0.102 14 0.038
10 0. 200 29 0. 250 10 0.169 10 0.232 19 0. 186 15 0. 361
11 0. 345 30 0.284 10.1 0.002 11 0.247 20 0.117 16 0. 326
12 0.198 30.2 0. 006 11 0.354 12 0. 407 21 0.029 17 0. 204
13 0. 154 30.3 0.003 12 0.218 13 0. 047 22 0. 046 18 0.064
14 0.012 31 0.117 13 0.037 14 0.011 23 0.221 19 0.002
16 0.002 31.2 0.067 14 0. 003 15 0.002 24 0. 157
32 0.034 15 0.002 25 0. 049
32.2 0.111 18 0.002 26 0. 009
33 0.003 27 0. 005
33.2 0. 049
34.2 0.009
35.2 0.003
39 0.002
vWA D8S1179 D16S539 PentaE TPOX THO1
A F A F A F A F A F A F
13 0. 006 10 0.123 8 0. 003 5 0.037 7 0.002 5 0.002
14 0.274 11 0.076 9 0.291 8 0.006 8 0. 540 6 0.107
15 0.032 12 0.131 10 0.107 9 0.008 9 0. 140 7 0. 259
16 0.174 13 0.197 11 0.284 10 0.043 10 0.015 8 0.063
17 0. 236 14 0.203 12 0.208 11 0.165 11 0. 285 9 0. 488
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#gxl 18 4~ STR EFE FEH L EEAE (n=2326)
vWA D8S1179 D16S539 PentaE TPOX THO1
A F A F A F A F A F A F
18 0.174 15 0.180 13 0.095 12 0.117 12 0.018 9.3 0.038
19 0.093 16 0.072 14 0.012 13 0. 050 10 0.043
20 0.009 17 0.018 14 0.087 11 0.002
21 0.002 15 0.078
16 0. 090
17 0. 064
18 0.084
18.4 0.002
19 0.058
20 0.043
21 0.030
22 0.021
23 0.008
24 0.006
25 0.003
26 0.002
D19S433 D18S51 FGA D6S1043 D13S317 D12S8391
A F A F A F A F A F A F
11 0. 005 10 0.002 17.2 0.003 10 0.032 7 0.002 15 0.011
12 0.043 11 0.005 18 0.026 11 0.098 8 0.294 16 0.012
12.2 0.009 12 0.035 19 0. 059 12 0. 140 9 0. 160 17 0.084
13 0. 267 13 0.163 19.2 0. 002 12.3 0.002 10 0. 160 18 0.198
13.2 0.044 14 0.227 20 0.053 13 0.142 11 0.196 19 0.210
14 0.213 15 0.168 21 0. 101 14 0.142 12 0.136 20 0.180
14.2 0.122 16 0.130 21.2 0.003 15 0.014 13 0.044 21 0. 146
15 0. 085 17 0.072 22 0.174 16 0.006 14 0.005 22 0.085
15.2 0.157 18 0.055 22.2 0.014 17 0.038 15 0.003 23 0.038
16 0.014 19 0. 049 23 0.229 18 0.178 24 0.017
16. 2 0.035 20 0.024 23.2 0. 006 18. 2 0.002 25 0.011
17 0.003 21 0.026 24 0.175 19 0.142 26 0.008
17.2 0.003 22 0.017 24,2 0. 006 20 0.055
23 0.017 25 0.108 21 0.008
24 0.006 25.2 0.002 21.3 0.003
25 0.005 26 0.026
26 0.002 27 0.011
28 0.003
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