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Silence effects of double interfering vector targeting PTTG and
survivin genes on U251 cells
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Abstract: Objective To explore the effects of double interfering vector pGenesil-2. 1-PTTG-survivin siRNA on
PTTG and survivin gene expressions in human U251 glioma cell line. Methods U251 cells were divided in to five
groups: normal control, negative control (Lipo2000 + pGenesil-2. 1 HK), Lipo2000 + pGenesil-2. I-PTTG
siRNA, Lipo2000 + pGenesil-2. 1- survivin siRNA and Lipo2000 + pGenesil-2. 1-PTTG-survivin siRNA groups.
The PTTG and survivin protein and mRNA levels in every group were measured with flow cytometry, Western
blotting and RT-PCR method after U251 cells were transfected with these plasmids. Results The PTTG and
survivin protein and mRNA levels in Lipo2000 + pGenesil-2. 1 PTTG siRNA. Lipo2000+ pGenesil-2. 1 survivin
siRNA and Lipo2000 + pGenesil-2. 1-PTTG-survivin siRNA groups were decreased significantly compared with
negative control group (P<C0.01). especially in pGenesil-2. 1-PTTG-survivin siRNA group. Conclusion The
silence effects of double interfering vector pGenesil-2. 1-PTTG-survivin siRNA on PTTG and survivin gene in U251
cells are stronger than those of pGenesil-2. 1I-PTTG siRNA or pGenesil-2. 1- survivin siRNA.
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HEXFILBAED AR 23.7%. 62.6%
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DA T2 survivin B9 2K AR A B 8, (6] i i i
Western blotting Kzl 4 218 PTTG X survivin &
RN, 4Rk f2 ., SRk
R 25 R AR — 5,

p-actin (43 000)

K1 %4 PTTG # A %15 Western blotting 453
Fig. 1 Western blotting results of PTTG protein
expressions in various groups
Lane 1:Normal control group; Lane 2: HK negative control group;
Lane 3: pGenesil-2. I-PTTG siRNA group; Lane 4: pGenesil-2. 1-
survivin siRNA group; Lane 5: pGenesil-2. 1-PTTG-survivin siRNA

group.
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K 2 %4 survivin & HEIAH Western blotting 4%
Fig. 2 Western blotting results of survivin protein
expressions in various groups
Lane 1: Normal control group; Lane 2: HK negative control group;
Lane 3: pGenesil-2. 1-PTTG siRNA group; Lane 4: pGenesil-2. 1-
survivin siRNA group; Lane 5: pGenesil-2. 1-PTTG-survivin siRNA

group.
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60% . 12% Fl 74% ; pGenesil-2. 1-PTTG siRNA |
pGenesil-2. 1-survivin  siRNA F1  pGenesil-2. 1
PTTG-survivin siRNA 3 P24 2H survivin mRNA
TR F 5029 H 65.0% ., 25.0% F1 11. 4%, ¢
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PTTG- survivin siRNA 36 h J5, fHRN ) PTTG i
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1Y pGenesil 2-PTTG- survivin siRNA fE [&] i 4
Fut 4% PTTG Ml survivin 2 mRNA 1 £k,

GAPDH (472 bp)
PTTG (352 bp)

B3 &2 U251 giEh PTTG mRNA F3k 9Lk E
Fig. 3  Electrophoregram of PTTG mRNA expressions in
U251 cells in various groups
M:DL 2 000 marker; Lane 1: pGenesil-2. 1-PTTG-survivin siRNA
group; Lane 2: pGenesil-2. 1-survivin siRNA group; Lane 3:pGenesil-
2. 1-PTTG siRNA group; Lane 4. HK negative control group;

Lane 5:Normal control group.
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Fig.4 Electrophoregram of survivin mRNA expression of
U251 cells in various groups
M:DL 2 000 marker; Lane 1: pGenesil-2. 1-PTTG-survivin siRNA
group; Lane 2: pGenesil-2. 1-survivin siRNA group; Lane 3:pGenesil-
2. 1-PTTG siRNA group; Lane 4. HK negative control group;

Lane 5:Normal control group.
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FORFWMT HK X IE4l, H 34 PTTG By
KRR A A ) 22 5 . DL pGenesil-2. 1
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pGenesil-2. 1-PTTG siRNA 4 %] survivin J& K #)+
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He AR survivin B YR X MEH RO 5 PTTG
FEIR ALK VIAH G, UER PTTG H& Kl L il
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RIRZFNW R AME CTHRE 62.6%0) JFAKE
PRAF . NE T W] T AR SE g6 A A T B R A
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