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Genetic Polymorphism Analysis of Nine Short Tandem Repeat Loci
in Han Population of Southern China
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Abstract; [Objective] To investigate the genetic polymorphism of nine short tandem repeat (STR) loci in Han population of
Southern China. [Methods] The 9 STR loci (D11S2368, D12S391, D138325, DI18S1364, D22-GATA198B05, D651043,
D2S1772, D7S3048, D8S1132) were amplified with STR_Typer_10_v1 kit for 1619 unrelated individuals of Han population in
Southern China. The PCR products were analyzed with 3100 genetic analyzer and GeneMapper ID 3.1v software. The forensic
efficiency parameters were calculated by PowerState V12.xls and the Hardy-Weinberg equilibrium was tested with Arlequin 3.11v
software.  [Results] The genetic polymorphism of 9 STR loci in Han population of Southern China was quite high. The
heterozygosities (H) ranged from 0.818 to 0.879. The match probabilities (MP) ranged from 0.031 to 0.063. The powers of
discrimination (PD) ranged from 0.937 to 0.970, the probabilities of exclusion (PE) ranged from 0.632 to 0.753, the
polymorphism information contents (PIC) ranged from 0.80 to 0.88 and the typical paternity indices (TPI) ranged from 2.74-4.13,
respectively. These data were in accord with Hardy-Weinberg equilibrium (P > 0.05). [Conclusion] Nine STR loci are highly
polymorphic in Chinese Han population. They are new useful tools for paternity testing, individual identification, and for the
research of human genetics and anthropology.
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. Table 1 Allele frequency and some forensic parameters of 9 STR loci in 2 Han population in Southern China

Allel D11S2368 D12S391  D13S325 D18S1364 D22-GATA198B05 D6S1043 D2S1772. D7S3048  D8S1132
ele

(n=1604)" (n=1600) (n=1619) (n=1610) (n=1556) (n=1558) (n=1470) (n=1562) (n=1547)
7 ‘ ‘ 0.006
| 0.037
9 0.035

10 . o 0.028

11 0.003 0.106

12 0.071 ' 0.120

13 0.206 0.119

14 0.034 0.181 0.051 0.146

15 0.043 0.045 0.033 0.181 0.056 0.013 < 0.001”  0.001
16 0.065 0.005 0.046 0.157 0.093 0.004 0.035 0.053
17 0.124 0.069 0.013 0.041 0.152 0.030 0.042 0.046 0.139
18 0.085 0.201 0.041 0.092 0.067 0.161 0.055 0.092 0.181
19 0.154 0.195 0.195 0.054 0.069 0.141 0.025 0.078 0.177
20 0.186 0.173 0.237 0.012 0.095 0.046 0.096 0.168 0.123
21 0.207 0.112 0.230 0.002 0.263 0.008 0.118 0.134 0.123
22 0.098 0.082 0.138 0.126 0.001 0.077 0.090 0.107
23 0.028 0.055 0.043 0.022 0.015 0.131 0.069
24 0.010 0.017 0.019 0.005 0.261 0.139 0.018
25 0.001 0.009 0.003 0.001 0.045 0.062 0.007
26 <0.001 0.003 0.001 , 0.040 0.020 0.001
27 0.001  <0.001 0.129 0.004

28 0.077

29 0.018

30 0.002

31 0.001

H, 0.851 0.836 0.818 0.847 0.848 0.868 0.847 0.879 0.854
MP 0.041 0042 0.063 0.043 0.043 0.031 0.037 0.030 0.037
PD 0.959 0.958 0.937 0.967 0.957 0.969 0.963 0.970 0.963
PE 0.697 0.667 0.632 0.689 0.690 0.731 0.689 0.753 0.703
PIC 0.85 0.85 0.80 0.83 0.84 0.88 0.86 0.88 0.85
TPI 336 3.04 274 327 3.28 3.80 327 4.13 3.42

1): The numbers of persons tested; 2) indicates that the allelic frequency is lower than 0.001
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