428 FREF 201952 A% 48 55 3 4

TE - IGEKFR doi;10. 3969/j. issn. 1671-8348. 2019. 03. 018
KEIERAD RNA DLX6-AS1 FIE/MNEME R RIEREEAHAR

k5K E RS.E R.F MBI R85 .80 T.E T8
(ZMKRFEHE_ERMKINH, 29 730000)

[(WZE] B KT kagEsDEREHHFFHES 6-R L RNAL(IncRNA DLX6-AS1) /& 3k - 28 it A
J& (NSCLO) JZ 20 8 P 64 £ A & 3 NSCLC g fe3g i fe A=y A FAER . Aik M4 2011—2016 4 Tz
F s AH4TF Rog 97 23 ) NSCLC B H 0B MR A F AR I AALAE LR 4 (16HBE) \NSCLC 4 it £
(B : A549 . SPC-Al; 8 5% . SK-MES-1) ,i2 Al £ 8F & & R 4 84 X L & (qRT-PCR) # | DLX6-AS1 & & i& .
iz ] Lipofectamine™ 2000 %% % DLX6-AS1 siRNA £ A549 m f A F# DLX6-AS] £ ik 5, w ¥ A48 f =k 3%
e, (MTT) kb ta o 5, &8 A F B X A B-3 (caspase-3) #& /1 X 7 & 4 M| 48 J caspase-3 & 71, Western
blot #m| 8 =48 X2 & & B a ek B 95-2(Bel-2) 2 Bel-2 8% X H @ (Bax) 9 k ik, R  IncRNA DLX6-AS1
ENSCLC BHR P AL L, LR EHES IR EH R EAML(P<0.01), Ak 16HBE,NSCLC %
JEm M % A549,SPC-Al #= 8 5% 2m i 2 SK-MES-1 ¥ IncRNA DLX6-AS1 % ik ¥ L8 (P<0.05), Fit
DLX6-AS1 & ik 7T 494 A549 #9378 (P<<0. 05), IncRNA DLX6-AS1 siRNA ¥ 3 2% caspase-3 7& 77, 5 LA
Bax %k # F Bcl-2 £i (P<<0.05), £ IncRNA DLX6-AS1 £ 4E > 29 fe A 5% F 64 & 3% LA, 42 it
NSCLC % fig, & 3§ 78 . Fp 4 B =

(XA ] Mg, K43k % RNA DLX6-ASI; 3k /s 2 B0 A % 5 20 6, 38 78 ; 2w I, ) —

[(REESEE] R734.2 [xHitRiZE] A [XEHE] 1671-8348(2019)03-0428-04

Expression and role of IncRNA DLX6-AS1 in non-small cell lung cancer
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[ Abstract] Objective To investigate the expression of long chain noncoding growth stasis specific pro-
tein 6 antisense RNA1 (IncRNA DLX6-AS1) in non-small cell lung cancer (NSCLC) and its role on prolifera-
tion and apoptosis of NSCLC cells. Methods The cancer tissue and paracancerous tissue in 23 patients with
NSCLC treated by thoracic operation in our hospital during 2011—2016 were collected and their human normal
bronchial epithelial cells I6HBE, NSCLC cell lines (adenocarcinoma: A549,SPC-Al,squamous cell carcinoma:
SK-MES-1) were cultured. The real-time quantitative PCR was used to the expression of IncRNA DLX6-ASI.
IncRNA DLX6-AS1 siRNA was transfected into cell by Lipofectamine™ 2000. The cell viability was measured
by MTT kit,caspase-3 activity kit was used to evaluated the caspase-3 activity. The expression level of apopto-
sis related protein B lymphoma 2 (Bcl-2) and Bcl-2 related X protein (Bax) were measured by western blot.
Results The expression of IncRNA DILX6-AS1 was up-regulated in NSCLC carcinoma tissue, moreover was
positively correlated with NSCLC clinical classification and lymph node metastasis (P<C0.01). The expression
of IncRNA DLX6-AS1 was also up-regulated in NSCLC carcinoma cell lines A549,SPC Al and squamous car-
cinoma cell line IncRNA AS1 (P<C0. 05). Interfering DILX6-AS]1 expression inhibited the cell proliferation of
A549 (P<<0.05). IncRNA DLX6 ASI siRNA enhanced caspase-3 activity,upregulated the Bax expression and
downregulated Bel-2 expression (P<C0. 05) Conclusion The expression of IncRNA DLX6-ASI is up-regulated in
NSCLC, promotes the proliferation and inhibits the apoptosis of NSCLC cells.
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