Journal of Chinese Oncology,2018,Vol.24,No.8

K$EIELR Y RNA Inc-CDH11-3 FEE &
2R 23 P ) 3R A% K EL T TSN 73 T

I D N I ST QN 4 E
(G 4TI AR BEBE T 4248 321000)

WOE(HM] S0 EEbRA PR EEIE S RNA Ine-CDH11-3 (932 35 5 I R PR AE (9 41
Je M, 7 A K b A A X S i A0 M 00 AR B TR ) 1R 28 ) BT RE e I i R 0 e
B R A R R T R AR AR MR L, [T ] AR 46 B R i A 2R R g 55 1 R A SURR AR
SR 262 5 1 PCR G I B 88 BR AR B0 55 16 7 B B 4H 21 Inc-CDH11-3 [y ik 1,
25 43 A I RS BEAR AR 5 L 3 3R KT 9 56 R R 02 8 3 5% YL H2 R, 57 Ine-CDH11-3 3%
A AN [ 1 B g A T e A M Rk 38 T CCK-8 \Transwell #4515 S22 56 46 0 41 Jif 38 58 3% 1 1R 28
B8 S ARG R 2R T RE . R 43 25 ) RT-PCR )7 8 9% Ine-CDH11-3 76 40 M v 1Y 32 3k 58
fi, [45H] Lne-CDH11-3 763 2H 214 2 3K &k 5 U0 6f 7 19 98 55 1E 7 B BB 4120 (P<0.05),
Lne-CDH11-3 &3k 7K 7 5 08 3 AL R B | DX ik B 45 576 88 TN 43 30040 56 5 17 5 4R 3% 1k o3
JiEg R /N AN S At P R TGP I AR R e e e AN R, S H #E Ine-CDH11-3 fik %
520 M Bk, CCK-8 14 5 52 36 45 5 7R T 98 Ine-CDH11-3 AT 5 35 W AIC ' 9 40 i A 114 38 58 B )y
Transwell 5 1% 52 56 B 75 UUER Inc-CDH11-3 7] & 25 BRI 5 98 40 bk 0 4= 2868 71 . RT-PCR
F ARG % B Ine-CDH11-3 EE R B FAMME T AP REFIE D [458 ] Lnc-CDHI1-
3 ] A Sk R 9 S DR B ) R AN I B A (R R AR AR Wk ek R A R R b S B E A kR
R YIM X

F i KEEIEH RS RNA ;Ine-CDH11-3 ; B I ; #6512 22

hESES R735.2  XERIREA 0 XEHS.1671-170X(2018)08-0790-05

doi: 10.11735/j.issn.1671-170X.2018.08.B008

Expression of RNA Inc-CDH11-3 in Gastric Cancer and Its

Clinicopathological Significance
SHI Li, WEI Wei,XIANG Hua,FAN Bo,SHI Xiao-ying
(Jinhua People’s Hospital , Jinhua 321000, China)

Abstract ; [ Objective ] To investigate the expression levels of Inc-CDH11-3 in gastric cancer(GC)
and its relation to clinicopathological features of the tumor. [ Methods ] Forty-six specimens(cancer
tissues and adjacent normal tissues) of GC were collected,the expression levels of Inc-CDH11-3
were detected by real-time RT-PCR ,and its relationship with clinicopathological factors was ana-
lyzed. The gastric cancer BGC cells were transfected with Inc-CDH11-3 siRNA to silence the Inc-
CDHI11-3 expression. Cell proliferation and invasion were examined by CCK-8 assay and Tran-
swell assay,respectively. Nucleocytoplasmic separation technology and RT-PCR were used to de-
termine the intracellular localization of Inc-CDH11-3. [Results] The expression of Inc-CDH11-3
in GC tissue was upregulated in comparison with adjacent normal tissue (P<0.05). The expression
of Inc-CDH11-3 was correlated with tumor differentiation,lymph nodes metastasis and TNM stag-
ing,but not correlated with age,gender,tumor size and tumor site. The CCK-8 assay showed that
down-regulation of Inc-CDH11-3 significantly reduced the proliferation of BGC cells;and Tran-
swell assay showed that silencing of Inc-CDH11-3 significantly reduced the invasive ability of
BGC cells. RT-PCR found that Inc-CDH11-3 was mainly expressed in the nucleus,with only a
little in the cytoplasm of GC cells. [Conclusion] Inc-CDH11-3 can promote proliferation and in-
vasion of gastric cancer cells,and its expression levels are closely related to the clinicopathologi-
cal features of gastric cancer.
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Figure 1 Expression of Inc-CDH11-3 in gastric
cancer tissues and normal tissues

Table 2 Correlation analysis between Inc-CDH11-3 expression and

clinicopathological factors of gastric cancer
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Gender
s Male 41 5.126(2.932~7.432)
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*The expression of Inc-CDH11-3 was described by median and interquartile
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Figure 2 Effect of silencing Inc-CDH11-3 on the proliferation of BGC cells
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Figure 3 Effect of silencing Inc-CDH11-3 on invasion ability of BGC cells
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Figure 4 Localization of Inc-CDH11-3 in BGC cell line
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