530 £ 6 1 B/ O EORK ¥ % W Vol. 30, No. 6
2008 4E 3 H ACTA ACADEMIAE MEDICINAE MILITARIS TERTIAE Mar. 2008 503
AL =
SRS 1000-5404 (2008 ) 06-0503-03 -L/l,i %

RNAi F# A% E EC9706 4 MTA1 ERF R LI EZEFTRE RN

Ande RE R, FR 4, RAEHL, F T

(RIS IR 2 Bt B 27 B g B BB 2, K54 450001 )

@ Z: HEY R RNAL 64 ECI706 4 I bk MTAT K& A 235, W58 X £ 45 988 40 i =2 28 T 6 i 52 0
Jiik HINE BB G UTR MTAL KK H) siRNA RN IR A AT 40 ECO706, 7 1 RT-PCR 140 3 BV 78 7531 6 )
MTAL mRNA G 2815 00 5 R 75 52 56 A A0 (R AR 2R S 960 0 Sl T B RRZR M 52m . &5 R %E# RT-PCR A%
DA 7R , MTAT FEP 238K Y S FEARG s A Qe D0 MTAT 19 siRNA 3R 404 i) 2 A0 LRI R i, 5 1% Matrigel
F1 240 0 A ) 0 2, 5 R B e 2 B e 2 AR N e TC G Y A1) siRNA SR L IL R 2 A BEME (P < 0.05) ¢
518 RNA Tt 509 MTAL R[N 2R LR A LR S A 2N I (R R ANIT A% s MTAL & 4 R RE BCH MRE G YT 1A R

B4 FHE 5
KR : MTAL;RNA 141258, 0%
x9S R394.3;R73-37;R735.1

EkFRINED . A

RNA.I silencing MTA1 gene inhibits invasion and migration of esophageal carcinoma

9706 cells

YANG Song-hua, ZHAO Guo-qiang, ZHENG Hong, ZHAO Ji-min, DONG Zi-ming ( College of Basic Medical Science,

Zhengzhou University, Zhengzhou 450001, China)

Abstract: Objective To observe the effect of RNAi that silences MTA1 gene on invasion and migration
of esophageal carcinoma 9706 cells. Methods The siRNA expression vector that silences MTA1 gene was
transfected into EC9706 cells by liposome. MTA1 mRNA and protein expressions were detected through quanti-
tative RT-PCR and Western blot, respectively. The invasion and migration of EC9706 cells were evaluated by
scrape wound healing assay and cell invasion assay in vitro. Results MTAI gene expression significantly de-
creased. The scrape wound of EC9706 cells healed more slowly and the cell population that cut through Matrigel
were less in the EC9706 cells transfected with siRNA expression vector than non-transfected EC9706 cells and
the EC9706 cells transfected with blank vector (P <0.05). Conclusion RNAi silencing MTAI gene inhibits

the invasion and migration of esophageal carcinoma effectively. It is supposed that MTA1 gene may be a pro-

spective molecule target in tumor therapy.
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