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Analysis on genetic polymorphism of 9 short tandem repeat loci on chromosome 7p14-15 in Northeastern
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[ Abstract | Objective:To analyze the genetic polymorphism of 9 short tandem repeat (STR) loci on chromosome 7p14-15 in Northeastern
China Han population. Methods : Fluorescence-labeling polymerase chain reaction and capillary electrophoresis were used to analyze the ge—
netic polymorphism of 100 randomly selected individuals from Northeastern China Han population at 9 STR loci (D7S526,D7S690,
D7S2252,D7S817,D75683, D7S656, D79484 , D7S2250, and D7S2251) on chromosome 7pl4-15. Results: In Northeastern China Han pop—
ulation, 6 alleles and 17 genotypes,6 alleles and 19 genotypes, 8 alleles and 29 genotypes,6 alleles and 17 genotypes,4 alleles and 10
genotypes, 6 alleles and 17 genotypes,7 alleles and 24 genotypes, 8 alleles and 27 genotypes,and 7 alleles and 22 genotypes were observed
at the 9 STR loci mentioned above. The heterozygosities at the above 9 STR loci were 84% ,85% ,79% ,82% ,79% ,85% ,89% ,88% , and
83% , respectively. Conclusion: The distributions of allele frequency and genotype frequency at 9 STR loci on chromosome 7p14-15 are con—
sistent with the Hardy-Weinberg equilibrium. The high genetic polymorphism is observed in Northeastern China Han population.
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Tab.2 Heterozygosities of 9 STR loci on chromosome 7p14-15

in Northeastern China Han population

B MEAE e
D78526 0.840 0.770
D75690 0.850 0.795
D782252 0.790 0.725
D75817 0.820 0.782
D75683 0.790 0.725
D75656 0.850 0.778
D75484 0.890 0.820
D782250 0.880 0.824
D782251 0.830 0.801
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123 #6hric PCR BLARY 4 STR 28547 5
K H % E PE 2 7l Fluorescent dCTP Set Kit #F47%¢
Jebric PCR §73% . PCR R WAKR K 25 wl, &4 3
[KI4H DNA 40 ng, Mg* 1.5 mmol/L,dNTP 200 mmol/L,,
[F]-dCTP 2 mmol/L, 5|47 0.6 mmol/L, Taq DNA BEH
fiff 0.5U, PCR SR 451 :94°CAEE 45 5,52 ~ 60°C 2
P 45 s, 72°CHEfi 45 5,30 MEF.
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FRA),10 000 r/min Z5.0 10 min, WK 2879
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NHR GeneScan-500 Az 12 w1 £ 8 FH B , 780K
5o 95°C7EME 3 min J5 , BT VK EBRR 2 AT, 78
ABI PRISM™ 310 BUigt A& AT { L 3E4 T BAME HLIK
BHE N 47em x 50 pm, BIKA N POP-4 i, Hi

KA A 15 kV HLEK 24 min,,
1.2.6  JERAES>Hr: B ABI PRISM™ 310 #3524
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100 4 eIl 255 R AALDURAMAALE Tp14-15 X35k
D7S526.D73690.D752252.D73817.D7S683 .D7S656.,
D7S484 .D792250.D782251 9 4~ STR £ &4 2543 31
K] 6.6.8.6.4.6.7.8 Al 7 ANEEN LN ,17.19.29,
17.10.17.24 27 F1 22 FRJERRL #8803 Fr Be iy
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Ivi] e PR RSB IR SR T B2 [ 2 57 e Pk
(P>0.05), i Z#FASF 5 Hardy-Weinberg “F-7 .
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Tab.1 Allele frequencies of 9 STR loci on chromosome 7p14-15 in Northeastern China Han population

SR - ait
1 2 3 4 5 6 7 8

D7S526 FN 125 127 129 131 133 135

LB 0.260 0.025 0.145 0.310 0.205 0.055 1.000
D7S690 FN 264 266 268 270 272 274

e 0.105 0.165 0.115 0.305 0.235 0.075 1.000
D782252 FN 154 156 158 160 162 164 166 170

LJES 0.265 0.125 0.195 0.105 0.170 0.075 0.030 0.035 1.000
D7S817 KN 157 161 165 169 173 177

i 0.055 0.130 0.230 0.185 0.325 0.075 1.000
D75683 FN 258 260 262 264

[IES 0.150 0.355 0.205 0.290 1.000
D7S656 FN 243 263 267 269 273 275

e 0.215 0.190 0.060 0.305 0.025 0.205 1.000
D7S484 FN 99 101 105 107 109 111 113

LIES 0.155 0.195 0.280 0.120 0.135 0.065 0.050 1.000
D752250 FN 147 149 151 153 155 157 159 161

i 0.080 0.170 0.265 0.145 0.120 0.185 0.020 0.015 1.000
D752251 FN 248 250 252 254 256 258 260

iR 0.135 0.285 0.270 0.060 0.110 0.050 0.090 1.000
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