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[ Abstract ] Background and objective Metastasis—associated gene 1 (MTAI) has been studied deeply
recently as a tumor infiliration and metastasis gene. It was expressed in many tumor cell line and was correlated with
tumor infiltration and metastasis. The aim of this study is to investigate the relationship between the expression of MTA1
and invasion and metastasis of non—small cell lung cancer (NSCLC). Methods Optimal conditions of nested reverse
transcription polymerase chain reaction (RT-PCR) were found out; then the expression of MTA1 mRNA in 42 samples
of primary carcinoma tissues, paracancerous tissues, normal tissues and corresponding lymph nodes were compared with
20 lung innocence tissues at semi—quantitative level and the results were compared with clinical pathologic data. Results
Average expression of the MTAI gene in NSCLC primary carcinoma tissue (1.50 + 0.26) and lymph nodes with metastasis
(1.88 £ 0.35) was remarkably higher than that in normal tissue (1.02 £ 0.17) and lung innocence tissue (0.90 + 0.15)
(P<0.01). Average expression of the MTAI gene in NSCLC primary carcinoma tissue (1.50 + 0.26) was significantly higher
than that in paracancerous tissue (1.09 = 0.16). Average expression of the MTAI gene in lymph nodes with metastasis
(1.88 £ 0.35) was significantly higher than that in those without metastasis (1.40 = 0.36) (P<0.01). The frequency of MTA1
overexpression in NSCLC tissue was closely correlated with clinical staging, T staging and N staging; the frequency of
MTAT overexpression was 45.2% (19/42) in NSCLC tissue. The frequency of MTA1 overexpression was 84.2% (16/19)
in lymph nodes with metastasis. The expression level of MTAI gene in cancer tissues was not related to age, gender of
the patients and type of tumor. Conclusion Our data suggests that the overexpression of the MTAI gene correlates with
invasion and metastasis of NSCLC. A high expression of MTAT mRNA may be a potential indicator for assessing the
malignancy and metastasis of NSCLC.
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Tab 1 Expression of MTA1 mRNA in cancer tissues, lung innocence tissues, lymph nodes, paracancerous tissue, normal tissue,

lymph nodes without metastasis and lymph nodes with metastasis tissues and compare to each other in groups

Tissues n MTAT1 RT - PCR production relative A value P value

(Deancer tissues 42 1.50+0.26 <0.001"
@lung innocence tissues 20 0.90+0.15 0.850"
@lymph nodes 42 1.61£0.43 0.136*
@paracancerons tissue 42 1.09+0.16 <0.001"
(®normal tissue 42 1.02+0.17 0.411*
©lymph nodes without metastasis 23 1.40+0.36 <0.001°
(Dlymph nodes with metastasis 19 1.88+0.35 <0.001*

#:®Vs®;A:®vs@;A:®vs®; wﬂ(:@vs@; *:®vs®;o:@vs®; ’:@vs@

FER B A T R A B L AU AR 8 (P<0.01) o MTA1
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PEPR LR Rk S s A b Rk 1 22 R G4
X (P>0.05) . BHEBMHESE ik i m T ok
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WESERT-PCRI=H M TA 13E R, FEA8 LD X E AR A 98%
(E2).
2.2 JE/NAHAL T REMTA L mRNAIE 5 506 B 2
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PRt o MRHEMTAT mRNATEIE /N i v 9 2 38 A,
W FEA Y i ARFR AL HIXFA(E >1. 5041 A XA (E

500 bp

300 bp

B —actin 237 bp 200 bp

MTA1 91 bp 100 bp

{1 MTA1 mRNA RT-PCR HLK &%
Fig 1 Electrophoregram of MTA1 mRNA RT-PCR

M: 100 bp Ladder marker; 1: lung innocence tissues; 2: normal tissue; 3,4:
paracancerous tissue; 5: lymph nodes without metastasis; 6,7: cancer tissues
without metastasis; 8,9: cancer tissues with metastasis; 10,11: lymph nodes

with metastasis
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SR BT | ER L o gLUEe | B
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MTA Ve #F 9 5 % 1 43 T LK AT e S AL 8 1 2 Lk
PRFE SRR A 6 . TR Z AL B R b, A0 Z5 6 )
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2 AN FMTAL mRNARZFR S S AR5 R
Tab 2 Relationship between the expression of MTAT mRNA in NSCLC patients and clinicopathologic signifiance

RT-PCR production relative A value

Characteristics n P value
High Low
Age (years) 42 54.31+£9.75 56.08+9.89 0.558
Gender 0.160
Man 29 11 18
Woman 13 8 5
Clinical stage 0.001
I 20 4 16
I 8 4
] 14 11 3
T-stage 0.030
T1 10 3 7
T2 25 11 14
T3 1 1 0
T4 6 5 1
N-stage 0.002
NO 23 6 17
N1 8 4
N2 11 9 2
Pathology type 0.656
Adenocarcinoma 27 13 14
Squamous carcinoma 11 5 6
Adenocarcinoma and Squamous carcinoma 4 1 3

IR R A 15 5 IR e RS A C R /KT, iS5
IR A A 22 e R (T 2 A A
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MTA 1 22 A REAE R (1 IR B 45 56 B8, 1X5 Toh 45t &
BRI 45— T, MTA1 mRNAR A 53R/
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R G ZRNEME IR 22 B UG . ENAP 25
SEHUIESEMTA IR 3858 B 5B S5 5 R I R 40
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FerprhirmmE M e, 22 SmERNE RN T, KXoyt
— G P A/ NN e RS 1) 73 TR AL TS R
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