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Influence of Runx3 Gene Expression in Primary Tumor on Survival of Patients with Stom-
ach Carcinoma
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Abstract: Objective To investigate the influence of Runx3 gene expression in the primary tumor on sur-
vival of patients with stomach carcinoma. Methods Semiquantitative reverse transcription-PCR (RT-
PCR) was used to measure the expression level of Runx3 mRNA in paired samples of primary gastric
cancer and corresponding non-tumorous gastric mucosa, from 108 gastric cancer patiens. Patients were
following up more than five years after radical gastrectomy. Results The Runx3 mRNA was lower in the
primary tumor than that in non-tumorous gastric mucosa(0. 33 £ 0, 12 vs. 0. 65 0. 21, P<70. 01). Runx3
mRNA levels(0. 403) in primary tumors as a baseline 108 cases were separated into the low-expressing
group (0. 403)and high-expressing group(=0. 403). Comparing analysis found that the low-expression
of Runx3 mRNA in the primary tumor was not only associated with the poor clinicopathological factors
such as deep infiltration, distant organ metastasis, poorly differentiation, lymph metastasis and later
clinicopathological stages, but also with the shorter median survival time ( P < 0.05 ~ 0. 001).
Conclusion There was a significant correlation between low-expression of Runx3 gene in the primary
tumor and invasion and poor prognosis of stomach carcinoma.
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tumor and non-tumor

P i RT-PCR 451 R, )5 & k144 A9 Runx3
mRNA JKEEPIE 0. 33 0. 12) i Z % T i sd 41
A4H (0. 65+ 0. 21, P<<0.001), 108 il Ji5 % k-2 27
Runx3 mRNA {4 K B 5 6 B 0. 068 & 1. 211,
AHZE 17,8 4% A ECR 0. 403, 405 1UF 35 4
ARERIE (0. 403) IR 2R35 (0. 403) 4,
2.2 JE&EK Runx3 mRNA EiX/KFEEEHEEHE
[ SRS e RER

H 108 151 ' 9 B A [ i Ao BR AL 2R S5 AH
B R & kE Runx3 mRNA 235K et , 45 5 4 8t
HEmRBHSMERIHZ M ERAG G2/
A ) Runx3 mRNA 2k /K 5 5 5 A9 12 1 3%
JE AR A SR AR IR A A RS
F TNM 43-HA%5 PR 28 1 25 8% B 2 AH 56 (P<<0. 001 ~
0. 05)  1fij 5 FHeH 1) L A7 388 A AR 5 20 S AN BE I
(P>0.05),lL#E 1,



+ 1274 -

IPBEIBHTFT 2011 455 38 555 11 3

#1 Runx3 mRNA RIE5BEEEEEFFEREZNXER

Table 1 Association between expression of Runx3 mRNA and

clinicopathological features of patients with gastric cancer

Cinicopathological mRNA expression(cases)

Parameters Cases <0.403 0,403

Gender

Male 73 40 33

Female 35 19 16 >0, 05
Age(years)

<60 49 28 21

=60 59 31 28 >(). 05
Growth pattern

Expansive 42 24 18

Infiltrative 66 36 30 >0, 05
Histologic grade

WD and MD 59 35 24

PD 49 39 10 <0. 05
Infiltrative depth

T1+T2 47 24 23

T3+ T4 61 50 1 <0. 001
LN metastasis

Absence 34 19 15

Presence 74 57 17 <0. 05
Distant metastasis

Absence 77 43 34

Presence 31 28 3 <0. 001
TNM stages

I and [I 27 15 12

Il and IV 81 65 16 <0. 05
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Figure 2 The survival curves of patients analysis according
to the expression of Runx3 mRNA
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