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The Polymorphism Distributions of Nine STR Loci
in Shanghai Han Population

FENG Ming-liang,JI Yun,LU Qiong,MA Jun,JI Yue-hua, YANG Ying
(Shanghai Blood Center ,Shanghai 200051 ,China)

Abstract: By multiplex amplification and four fluorescent technique, the polymorphism distributions of nine STR loci,
D3S1358 ,vWA, FGA, D8S1179, D21S11 ., DI18S51, D5S818 , D13S317 and D7S820 were investigated in Shanghai
Han population. Gene {requency (P;),power of discrimination (DP), polymorphism information content (PIC) ex-
pected heterozygosity (H) and probability of paternity exclusion (PE) were calculated. All loci meet Hardy— Wein-
berg equilibrium. DP of FGA locus, H of D8S1179 locus, PIC of DI8S51 locus and PE of DI8S51 locus are the big-
gest among nine STR loci. Cumulate DP (CDP) of nine STR loci is 0. 9999996 , Cumulate PE (CPE) of nine STR lo-
ciis 0.99991. Nine STR loci could be used as the genetic markers of Chinese population in the studies of anthropolo-
gy,linkage analysis of genetic disease genes,individual identification and paternity test in forensic medicine.
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Table 1 The gene frequency of nine STR locus
D3S1358 N P; o WA N P; FGA N P D8S1179 N P D21S11 N Pi
13 1 0.0047 14 49 0.2311 18 2 0.0094 10 24 0.1132 27 1 0.0047
14 14 0. 0660 15 4 0.0189 19 12 0.0566 11 19 0. 0896 28 7 0. 0330
15 59 0.2783 16 38 0.1792 20 8 0.0377 12 19 0. 0896 29 58 0.2736
16 71 0.3349 17 52 0.2453 21 25 0.1179 13 50 0.2358 30 68 0. 3208
17 51 0. 2406 18 43 0.2028 22 33 0. 1557 14 36 0.1698 30.2 3 0.0142
18 15 0.0708 19 21 0.0991 22.2 3 0.0142 15 45 0.2123 31 17 0.0802
19 1 0.0047 20 5 0.0236 23 52 0.2453 16 16 0.0755 31.2 15 0.0708
212 1. 0000 212 1. 0000 23.2 3 0.0142 17 2 0.0094 32 4 0.0189
24 34 0.1604 18 1 0.0047 32.2 27 0.1274
24.2 1 0.0047 212 1. 0000 33.2 8 0.0377
25 19 0. 0896 34.2 2 0.0094
25.2 1 0.0047 35.2 2 0.0094
26 16 0.0755 212 1. 0000
27 3 0.0142
212 1. 0000
DI18S51 N P; D5S818 N P; DI13S17 N P; D7S820 N P;
10 1 0.0047 7 7 0. 0330 8 56 0.2642 7 2 0. 0094
11 1 0.0047 9 11 0.0519 9 40 0.1887 8 34 0.1604
12 11 0.0519 10 40 0. 1887 10 27 0.1274 9 10 0.0472
13 46 0.2170 11 66 0.3113 11 51 0.2406 10 31 0.1462
14 41 0.1934 12 51 0.2406 12 28 0.1321 11 72 0.3396
15 30 0.1415 13 37 0.1745 13 8 0.0377 12 57 0.2689
16 29 0.1368 212 1. 0000 14 2 0.0094 13 6 0.0283
17 14 0. 0660 212 1. 0000 212 1. 0000
18 10 0.0472
19 9 0.0425
20 11 0.0519
21 S 0.0236
22 1 0. 0047
23 2 0. 0094
24 1 0.0047
212 1. 0000
TE Py NS R N Sy B 45007 B PR 1) 08 456 4~ 4L
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Table 2 The value of DP,H,PIC and PE of nine STR locus
D3S1358 v WA FGA D8S1179 D21S11 DI18S51 D5S818 D13S17 D7S820
DpP 0.88163 0.92293 0.95835 0.94571 0.92150 0.95710 0.90904 0.92987 0.88768
H 0.86695 0.93616 0. 92280 0.94028 0.86328 0.92386 0.93042 0.93518 0.89268
PIC 0.71114 0.79165 0.85329 0.82841 0.77543 0. 85600 0.69260 0.79133 0.73861
PE 0. 52447 0.63383 0.73498 0.69159 0.62158 0.73909 0. 58008 0.63261 0.56534
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Table 3 Genetics characteristic of nine STR locus

i PRl JaE Y pi-R ]l K il (bp)
Locus designation Chromosome location Common sequence motif Size range
D3S1358 3p TCTA (TCTG) -3 (TCTA), 114—142
vWA 12pl12—pter TCTA (TCTG) ;-4 (TCTA), 157—197
FGA 4q28 (TTTC); TTTT TTCT (CTTT),CTCC (TTCC), 219—267
D8S1179 8 (TCTR) ¢ 128—168
D21S1] 91 (TCTA),(TCTG),[(TCTA);(TCTA); 189243
TCA (TCTA), TCCA TA] (TCTA),
D18S51 18q21.3 (AGAA), 273—341
D5S818 5q21—31 (AGATD), 135—171
D13S317 13q22—31 (GATA), 206—234
D7S5820 7qll.21—22 (GATA), 258—294
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