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A genetic polymorphism analysis on the new STR loci among Jiangsu Han population
Chen Qi,Pan Meng,Zhang Xiaoyan, Ju Xiaobing, Liu Yanting,Cui He,Zhou Huiying
(Judicial Authentication Institute ,the First Affiliated Hospiial of NJMU, Nanjing 210029, China)

[Abstract] Objective:To describe the distribution of polymorphic site of the new short tandem repeat(STR) loci in Jiangsu Chinese
Han population. Methods: A total of 9 STR loci were amplified by STRtyper-10G Direct Kit and genotyped by Genetic Analyzer,and
all samples were collected from 598 unrelated individuals in Jiangsu Han population during 2015. Results: A total of 111 genotypes
were found ,of which 13 were rare alleles. The frequency, greater than 0.08,was 13, of which the maximum frequency of “19/20” from
D13S325 locus was 0.130 4. Heterozygosity was 0.851 + 0.068,matching probability was 0.054 + 0.022,polymorphism information
content was 0.808 = 0.052,power of discrimination was 0.946 + 0.022 and probability of paternity exclusion was 0.697 + 0.130.
Conclusion; With the analysis of alleles in a large number of samples and frequencies,objective alleles of more genetic polymorphism
data of Jiangsu population should be obtained,so that the need of further practical application could be met in the case of micro
alterations.
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Master Mix 5 pL STRtyper-10G Primer Mix 2.5 pL,
FE il DNA 2~4 ng ddH,0 JT%E 10 L) , JEASECK
=2, %990 min: 95°C 5 min;94°C 10 s,61°C
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frequency ) . %k [K % Ji K (genetype frequency) . 2% &
FE  (heterozygosity , H) , P HLANAAH [7] 38 AU 5%
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information content, PIC) | JE SCHEBR % (probability of
paternity exclusion, PE )25 AH G =AB A4

2 # R

9 A STR JEHEELE x> K g 3fAS H-W ~F-Hrv) &
FEMTEE W2 1, 9 4> STR DK U /A J 25 o Kt
PRI LR 2, 5 B2 (H) AL AR [R] A A%
(Pm) MR IAE 77 (DP) 2845 B & (PIC) JE
ACHERR % (PE) “Fintf Z8MSHUL#E 3, 9 N
JA SN B PR BB R e L3R 4

3 3 i

STR & 3B ACEE E v e iz s A bR,
BAT B0 AT A 2E S T X A
Wz, HUDUE R B, B STR 5742 5, Bl
B STR R AS 2N 0.1%~0.5%, HH L
D19S433 FGA vWA F [H JiE 28 A8 R85 (0.20% ~
0.22% ), i 1 37 (1) 28 A AL 2 52 ) T R T
(slipped-strand mispairing) 27 ¥4 , B DNA & il i
Firh H G PO Sy AT, B N — D E N
FEBNPRIR SR, Igkse 5, Wi BUw Ak i
IR E RN S P ST s (e
Semb, A SR R UAE Y 2 AR TR B T DNA 1 23
PELS ) TERACEE R, — A BN SRR A AT
B o B R A AN R B HEBRZ5 8, N
AIMNRAER AL, XA EA AR A 2 2
P R

MR CGEBUEEH ARBIEY (SF/Z JID0105001-
2010)FIGTERERE” DNA SL5 3 ) (GA/T382-2014),,
SCANAG ] (paternity index, P1) K 7n B 15 A R % F

£1 I7#X 94 STR EEE H-W EEH 7
Tablel Hardy-Weinbeng balance analysis of 9 STR loci in

Jiangsu province (n=598)
[ AR PH
D18S1364 0.270 7
D12S391 0.462 1
D13S325 0.201 4
D6S1043 0.824 6
D2S1772 0.313 7
D11S2368 0.080 9
D22-GATA198B05 0.439 6
D8S1132 0.687 9
D7S3048 0.529 4
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Table 2 Distribution and frequency of 9 STR loci in Jiangsu province (n=598)
B AEALEEPR JEPRURE BEDRRG | BEDRIEE SRR JEPRIR BEDRER) DA SENIBED BEDRIAAR REIREL
D18S1364 12 0.029 35 | D6S1043 10 0.028 33 || D22-GATA 13* 0.001 1
13 0.174 208 11 0.105 125 || 198B05 14 0.005 6
14 0.208 249 12 0.138 165 15 0.021 25
15 0.217 259 13 0.149 178 16 0.071 85
16 0.196 234 14 0.150 179 17 0.150 179
17 0.041 49 15 0.012 14 18 0.072 86
18 0.072 86 16 0.003 3 19 0.082 98
19 0.055 66 17 0.039 47 20 0.096 115
20 0.007 8 18 0.164 196 21 0.311 372
21 0.002 2 19 0.153 183 22 0.158 189
D12S391 15 0.008 10 20 0.046 55 23 0.024 29
16 0.006 7 20.3" 0.003 3 24 0.008 10
17 0.084 100 21 0.003 4 25¢ 0.001 1
18 0.227 272 21.3* 0.007 8 || D8S1132 16 0.013 16
19 0.227 272 22" 0.002 2 17 0.087 104
20 0.179 214 24+ 0.001 1 18 0.205 245
21 0.110 131 | D2S1772 17 0.008 9 19 0.197 236
22 0.080 96 18 0.019 23 20 0.166 199
23 0.043 51 19 0.024 29 20.3* 0.001 1
24 0.023 28 20 0.080 96 21 0.134 160
D13S325 16 0.003 3 21 0.107 128 22 0.120 143
17 0.010 12 22 0.072 86 23 0.054 65
18 0.049 59 23 0.010 12 24 0.019 23
19 0.262 313 24 0.280 335 24.3* 0.001 1
19.3* 0.001 1 25 0.061 73 25 0.003 3
20 0.248 297 26 0.059 70 | D7S3048 16 0.002
21 0.201 240 27 0.137 164 17 0.007
22 0.151 180 28 0.107 128 18 0.089 106
23 0.055 66 29 0.028 33 19 0.085 102
24 0.018 22 30 0.008 10 19.3* 0.001 1
25 0.002 2 [ D11S2368 14" 0.002 2 20 0.165 197
27" 0.001 1 15 0.003 3 21 0.089 107
16 0.023 28 22 0.086 103
17 0.153 183 23 0.158 189
18 0.099 118 24 0.191 228
19 0.172 206 25 0.103 123
20 0.173 207 26 0.018 22
21 0.223 267
22 0.092 110
23 0.048 58
24 0.010 12
25 0.002 2
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Table3 Polymorphism data of 9 STR loci in Jiangsu province
(n=598) [1] Applied Biosystems Corporation. AmpF/STER SGM plus
LA R H Pm P PIC PE amplification kit user’s manual[Z]. 1999
D18S1364 0.851 0054 0946 0808 0.697 [2] Rolf B,Bulander N, Wiegand P. Insertion-/deletion poly-
D12S391 0.824 0.048 0952 0.820 0.645 morphisms close to the repeat region of STR loci can
D13S325 0.783 0.069 0.931 0.772 0.567 cause discordant genotypes with different STR kits [J].
D6S1043 0.886 0.032 0.968 0.860 0.768 Forensic Sci Int Genet,2011,5(4):339-341
D2S1772 0.836  0.034 0966 0.850 0.668 (3] AR AR FIAT AE SER E T A
D1152368 0.865 0.044 0956 0.830 0.724 (7], AR R 201157 (4) 4649
D22-GATA198B05 0.843  0.052 0.948 0.810 0.681 (4] kBT B TELIE S 2 318 TN E LD
D8S1132 0.826  0.042 0.958 0.830 0.648 GOSERIAT 1], PR 5 5 e 2012.20(7) -
D7S3048 0.873  0.033 0.967 0.856 0.740
20-21,19
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Table 4 Genetype frenquency statistics  (n=598) HIREZEASM T T ] W R E 22, 2014,29(5) 1 422-423
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D138325 19/20 78 01304 2014,34(6):750-754,792
1921 70 0.117 1 [8] Liu C,Liu C,Nabar NR,et al. Genetic polymorphisms of
20/21 53 0.088 6 9 non-CODIS short tandem repeat loci in two ethnic mi-
D2S1772 24/24 52 0.087 0 nority populations in Southern China [J]. Forensic Sci Int
D11S2368 17/21 49 0.081 9 Genet,2013,7(4) :el14—-el15
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