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Genetic polymorphism of 3 Y-STR loci in Chongqing Han and Tujia population
DENG Shi-xiong,et al
(Department of Forensic Medicine , College of Basic Medicine , Chongqing Medical University)

[ Abstract JObjective: To investigate genetic polymorphism of three Y Chromosome short tandem repeat (Y-STR) loci (GATA-A7.2.
GATA-C4.DYS437) in Chongqing Han and Tujia population. Methods: This study based on Han male gender 115, female gender 15,
Tujia male gender 120, female gender 15 unrelated individual blood samples. DNA was extracted with Chelex method. Each DNA sample
was amplified using PCR for GATA-A7.2, GATA-C4 and DYS437 locus. The PCR products of three Y~STR loci were analyzed by
denaturing vertical polyacrylaminde gel electrophoresis with continuous buffer system, genotyping with silver stain method. Use direct
counting method to calculate allele and genotype frequency, calculate gene diversity (GD )/haplotype diversity (HD) of three loci and
compare two nationalities allele distribution feature. Results: We observed 5.5.3 alleles in locus GATA-A7.2 . GATA-C4.,DYS437
respectively, the GD values are 0.697 9/0.714 1,0.720 2/0.700 1.0.511 2/0.495 7 (Han/Tu jia). 44 haplotypes were found, the HD for
the three Y-STR loci was 0.955 6 in Han and 0.953 2 in Tujia. There were no PCR products of three Y-STR loci for the female individual,
it indicated that the three loci were specifically for the chromosome Y and there were no their homologous sequences on the chromosome X.
Conclusion:It was suggested that GATA-A7.2, GATA-C4 and DYS437 locus are suitable for individual identification and paternity
testing, and they provide new selectable STR markers for chromosome Y haplotype in forensic application.
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1¥e BEETAYTREBEARRSARAR SR, 7510
T :GATA-A7.2: 5|4 1:5°-AGG CAG AGG ATA GAT GAT
ATG GAT-3";5{#) 2:5' -TTC AGG TAA ATC TGT CCA GTA
GTG A -3’ ;GATA-C4:5|4 1:5’ - AGT GTC TCA CTT CAA
GCA CCA AGC AC -3 ;5|4 2:5"- GCA GCA AAA TTC ACA
GTT GGA AAA ATG T-3", DYS437: B[# 1:5 - GAC TAT
GGG CGT GAG TGC AT -3"; 5|45 2:B: 5'- AGA CCC TGT
CAT TCA CAG ATG A -3,
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GATA-A7.2 2.5 1.5 0.6 0.25 0.6
GATA-C4 2.5 1.5 0.6 0.2 0.5
DYS437 2.5 1.5 0.5 0.25 0.5
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7 0.426 1~0.016 7 Z [ ;DYS437 ¥y 3 Fh 5 v 2
A (FAEN 14~16), F B K/ 5128 185~193 bp,
SRS ATIE 0.633 3~0.026 1 22 [4], %% 3 H R TE AR
RIEM S RENLE 2,

F xR0 [ B 1) 45 2t [R] 8 45 4o 35k IR 33 %
A By E SR, ZBX 3 4~ Y-STR % BEAE I A
TREFNHETHECERBRS TR EE

%,

RIFEASLIEIRFH 3 4> Y-STR £ H @ E M %
BH 45 2R 40 A 5 L At B R AR R =2 ) 2 (R 0 R 43 A
#H 3 ,GATA-AT7.2 & GATA-C4 EH N M £ LR
H,DYS437 HREBEAT TIUEABPRIAT HFM
HH9.10,11.,12 # 13° FEPN ZEHPUE B @K
PR AR R T SR 13002 FEERIL
WKk RBEAFEPRERXEEMER,
2.2 Y-STR #9452 71

SREaEMEL,Y ffak BB EE
IR AfEREME HD.DP.PE = E W HEE MR
M, MNERERE (WL 3), KK T GATA-C4
# GD fE#& K (0.720 2),3 M FE AR R ER



BRERIASPSE 2009 £5 34 %% 108 (Journal of Chongging Medical University 2009. Vol.34 No.10 }

— 1328 —
Fo BHENE.TREEMED 34 Y-STR REENHSGERHNES R
Wi +Fik 2 M EASE R R
e 475):3 ZM A RBRA — = "
AR i AR i 2 BB
9 174 11 0.0957 6 0.0500
10 178 35 0.304 3 36 0.3000
11 182 49 0.426 1 47 0.3917 X=4.562, di=4
GATA-A7.2
12 186 18 0.156 5 25 0.208 3 P>0.05
13 190 2 0.017 4 6 0.0500
it 115 1.000 0 120 1.000 0
19 246 14 0.1217 17 0.1417
20 250 49 0.426 1 46 0.383 3
21 254 27 0.234 8 43 0.358 3 X=7.060,df=4
GATA-C4
22 258 21 0.1826 12 0.100 0 P>0.05
23 262 4 0.034 8 2 0.016 7
At 115 1.000 0 120 1.000 0
14 185 67 0.582 6 76 0.6333
15 189 45 0.391 3 39 0.3250 ¥=1.395,d{=2
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16 193 3 0.026 1 5 0.0417 P>0.05
it 115 1.000 0 120 1.000
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® 4 BERVKE.ERKESES 34 Y-STR EREAFERRESH
. BRI GATA-AT.2/GATA Sy A .. BAER(GATA-AT.2/GATA PIgiiL
—C4/DYS437) Wk 5% —C4/DYS437) Wk +F
1 09-19-14 0.008 7 23 11-20-14 0.0957 01333
2 09-19-15 0.008 7 24 11-20-15 01217  0.0167
3 09-20~14 00174 00250 25 11-21-14 0.0522  0.0917
4 09-20-15 0.0083 26 11-21-15 0.0435  0.0333
5 09-20-16 0.0083 27 11-21-16 0.008 3
6 09-21-14 0.008 7 28 11-22-14 0.0435  0.0333
7 09-21-15 0.0087 0.0083 29 11-22-15 0.0348  0.0083
8 09-22-14 0.017 4 30 11-22-16 0.008 3
9 09-22-15 0.017 4 31 11-23-14 0.008 3
10 09-23-16 0.008 7 32 12-19-14 00174  0.0250
11 10-19-14 00261 00417 33 12-19-15 00174  0.0250
12 10-20-14 0.0522 00667 34 12-20-14 0.0435  0.0167
13 10-20-15 00522 00417 35 12-20-15 0.0348  0.0333
14 10-21-14 0.060 9 0.066 7 36 12-21-14 0.008 7 0.0500
15 10-21-15 00261 00500 37 12-21-15 0.0174  0.0500
16 10-21-16 0.008 7 38 12-21-16 0.008 3
17 10-22-14 0.0609 00167 39 12-22-14 00087  0.0167
18 10-22-15 0.0083 40 12-23-14 0.008 7
19 10-23-14 0.0174 00083 41 13-19-16 0.008 7
20 11-19-14 00261 00250 42 13-20-14 0.008 7
21 11-19-15 0.0087 00167 43 13-20-15 0.0250
22 11-19-16 0.0083 44 13-22-14 0.008 3
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