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Genetic polymorphism of 15 STR loci in Chongqing Tujia population
DENG Shi—xiong,et ol
(Department of Forensic Medicine , College of Basic Medicine , Chonggqing Medical Univers ity)
[ Abstract JObjective: To investigate the genetic polymorphism of 15 short tandem repeat (STR) loci( CSF1PO,D135317,D168539,
D18S51,D1958433,D21511,D251338,D351358,D55818,D75820,D851179,FGA, THO1,TPOX and vWA ) in Chongging Tujia population.
Methods: DNA samples from 115 Tujia unrelated individuals in Chongqing were screened with the use of AmpFISTR Identifiler PCR
Amplification Kit and ABI310 Analyzer.The relative fragment’s lengths of PCR products were calculated by gene scan analysis software
and afterward genotyped by genotype software. Results: All the 15 loci met Hardy-Weinberg equilibrium.The heterozygosity (H) were
ranged from 0.6348 to 0.8870. The combined probability of matching (Pm) and power of exclusion (PE) were determined to be 3.12 x
10-17 and 0.999 997 688 3. Conclusion: A higher measured value could be obtained for both the combined probability of matching and
power of exclusion: The 15 STR loci can meet the needs of the paternity testing and individual identification in forensic medicine.
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WHE R 1.0 ng/p,l) , Master Mix 15pl1 (PCR Reaction Mix 10.5
wl, Primer Set-5.5ul, AmpliTaq Gold Polymerase 0.5 p,l)oﬁ:?ﬁ(ﬁ
W LAPHEXS BE DNA FEFHYEXT IR, AR M4 DNA 6
PEXTER . PR ABI2700 384X, BIEFR S 44 1 95C
11min # 7% $#3 3 Taq B¥;94°CAEE 1 min, 59°CiE X 1 min,
72°CEEfH 1 min, 28 A& ;60 CHRIE 60 min,
123 PIE&-YI sk AT BRIk S A % Hi-Di B
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F1 EEXIFK 154 STR ERESMAEERES

CSF1PO D195433 D3S1358 FGA
Ehe o) HERR EEE BHEMmE ZnEHE FEREITR A ER R
7 0.013 10 0.026 1 12 0.017 4 17 0.004 3
8 0.004 3 12 0.039 1 13 0.013 19 0.078 3
9 0.026 1 12.2 0.008 7 14 0.0435 20 0.0522
10 0.2217 13 0.2475 15 03609 21 0.130 4
11 0.256 6 132 0.0435 16 03435 212 0.004 3
12 0.4217 14 02174 17 0.156 5 22 0.1739
13 0.05222 142 0.130 4 18 0.056 5 222 0.017 4
14 0.004 3 15 0.056 5 19 0.008 7 23 0.173 9
D13S317 15.2 0.169 6 D55818 232 0.013
FluERH HEGE 16 0.0217 EhREAE FRHR 24 0.1913
8 0.313 16.2 0.034 8 7 0.034 8 242 0.008 7
9 0.126 1 172 0.004 3 8 0.008 7 25 0.069 6
10 0.113 D21S11 9 0.0609 25.2 0.004 3
11 0.256 5 ENER H A 10 0.1826 26 0.522
12 0.147 8 28 0.0829 11 0.356 5 26.3 0.004 3
13 0.0217 29 0.239 1 12 02391 27 0.017 4
14 0.0217 29.2 0.004 3 13 0.0957 32 0.004 3
D16S539 30 0.2 14 0.017 4 THO1
FREH HEFFE 30.2 0.008 7 15 0.004 3 FhER HESHR
8 0.017 4 31 0.117 4 D7S820 6 0.087
9 0.304 3 31.2 0.0435 EnEE HPIR 7 0.308 7
10 0.130 4 32 0.034 8 8 0.117 4 8 0.082 6
11 02522 322 0.104 3 9 0.0522 9 0.4217
12 0.126 1 33 0.004 3 10 0.165 2 9.3 0.034 8
13 0.134 8 332 0.056 5 11 0378 3 10 0.056 5
14 0.034 8 34.2 0.004 3 12 0.247 8 11 0.008 7
D18S51 D2S1338 13 0.039 1 TPOX
HNER FEFR SRR HFGR D7S820 SRR R
10 0.008 7 16 0.017 4 £y 5] HEFE 7 0.008 7
11 0.004 3 17 0.043 5 9 0.004 3 0.534 8
12 0.0522 18 0.1217 10 0.108 7 9 0.1
13 0.204 3 19 0.147 8 11 0.078 3 10 0.047 8
13.2 0.008 7 20 0.1 12 0.1 11 0.269 6
14 0.191 3 21 0.017 4 13 0.2435 12 0.034 8
15 0.1217 22 0.0522 14 0.204 3 13 0.004 3
16 0.126 1 23 0.243 5 15 0.1826 YWA
17 0.091 3 24 0.1826 16 0.060 9 FhER A
18 0.056 5 25 0.069 6 17 0.017 4 14 0.256 5
19 0.056 5 26 0.004 3 15 0.026 1
20 0.026 1 16 0.178 3
21 0.026 1 17 0.2609
22 0.026 1 18 0.1826
19 0.087
0.008 7
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(# E]ae .02 BHRRREEHARNRSEZESHSEA JBEDEZAEY -1 (Insulin receptor substrate—1,IRS-1)
B R LB BR1L M T 1 8% B(Protein kinase B , PKB/AKT )Serd73 Bl 4k K Y- LA M i3 R 4 R F B 4B M+ & 6(Interleukin-6,1L~6)
IR, ik L2 BRI R E (2 RUBEIRAR A ) R ARRE PR B 38 (JERE PR X IR 20 I3 B2 M Al SUR RS 57, F e Uil
2 X A B (Western blot )R 10 T 41 i F7 40 B A JBR 5% B RINSUS IRS-1 B SR BEER b & AKT-Serd73 BERRILAR B , BEBX 2
T B R g i A B S SRR TL-6 B MK, &R (1)2 BUBEPRFIAE A U7 4L R 5 E RS IRS-1 BRERRBERRfL &
AKT-Ser473 BERRAL/KF I RARTHARRE IR 0 B , 2R A GTH# B L(P<0.05); (2)2 ZURE R IR B 40 M 3% 57 M 16 &

B A7 B8 TIER R IR, 2 RAE G EE L (P<0.05), %2 RUBEIRPT R 18 17 40 A7 1E R B RIS R Rtk
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Study of insulin resistance and microinflammation in the adipocytes of type 2

diabetics

HUANG Chao-li,et al
(Department of Nephrology , Chengdu Railway Central Hospital )

[ Abstract JObjective: to investigate the insulin signal transduction

TEENR:FHMAH(1981- ), %, A4, protein in the adipocytes of Type 2 diabetics: Insulin Receptor
BT € SR B o Substrate—1(IRS-1) tyrosine phosphorylation and Protein Kinase
WHIEE 4 3%, %, SI3K, E-mail: 1zhi92@sina.com.cno B (PKB/AKT) Serd473 phosphorylation level and expression of

ERTE:EXF ZARHFLE BT A (04-2-080), microinflammatory cytokine interleukin—6(IL-6). Methods: Using

%2 EEITFK 151 SR ZEEESESHSHILE

FEER H DP Pm PE PIC Pl
CSF1PO 0.695 7 0.8614 0.138 6 0.421 6 0.654 1 1.6429
D138317 0.800 0 0.917 4 0.082 6 0.599 0 0.7532 2.500 0
D16S539 0.800 0 09193 00807 0.599 0 0.761 1 2.5000
D18S51 0.843 5 0.963 2 0.036 8 0.682 1 0.858 3 3.194 4
D195433 0.800 0 0.944 0 0.056 0 0.599 0 0.8169 2.5000
D21S11 0.843 5 0.933 5 0.066 5 0.682 1 0.792 4 3.194 4
D251338 0.826 1 0.9515 0.048 5 0.648 3 0.833 8 28750
D351358 0.739 1 0.878 6 0.1214 0.491 4 0.6757 1.916 7
D5S818 0.704 3 0.9112 0.088 8 0.4350 0.7347 1.6912
D75820 0.782 6 0.8959 0.104 1 0.5672 0.7129 2.300 0
D8S1179 0.887 0 0.939 3 0.060 7 0.768 9 0.812 6 44231
FGA 0.8522 0.964 2 0.0358 0.699 2 0.854 8 3.3824
THO1 0.643 5 0.8724 0.127 6 0.346 3 0.663 5 1.402 4
TPOX 0.634 8 0.796 5 0.203 5 0.3347 0.576 4 1.369 0

vyWA 0.765 2 09198 0.0802 0.5362 0.760 9 2.1296




