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[ Abstract | Background and purpose: miR-210 was closely related to the occurrence and development of
gastric cancer, but its mechanism and clinical significance were still not clear. The purpose of this study was to explore
the expression of miR-210 in gastric cancer tissues and its clinical significance. Methods: The expression of miR-210
was detected in gastric cancer tissues and the corresponding adjacent tissues. The relationship between the expression
of miR-210 and clinical pathological factors and prognosis was analyzed. Results: Real-time fluorescent quantitative
polymerase chain reaction (RTFQ-PCR) showed that the expression of miR-210 in gastric cancer was higher than that
in adjacent tissues, and there was a significant difference between the two groups (P<0.05). The expression of miR-210
was closely related to tumor size, lymph node metastasis and TNM stage, but was not related to age, gender, tumor dif-
ferentiation and depth of invasion. The 5-year survival rate of patients with low miR-210 expression was 48.2%, where-
as the 5-year survival rate of patients with high miR-210 expression was 30.4% (’=4.216, P=0.040). Conclusion: The
expression of miR-210 in gastric cancer was higher than that in adjacent tissues, and maybe related to the development
and prognosis of gastric cancer. miR-210 is expected to be a new diagnostic marker and therapeutic target for gastric
cancer.
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Fig. 1 The expression of miR-210 in gastric cancer and adjacent
nontumorous tissues

CA: Gastric cancer tissues; P: Adjacent non-tumorous tissues;
*: P<0.05, as compared with CA group
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Tab.1 Correlation of miR-210 expression with

clinicopathological parameters in patients with gastric cancer

Relative expression

Item Case of miR-210 P value
Gender 0.351
Male 51 4.7242.05
Female 27 4.03+1.93
Agel/year 0.420
<60 34 4.54+1.72
> 60 44 4.19+1.77
Tumor size d/cm 0.022
<5 29 3.82+1.63
>5 49 5.17£2.18
Differentiation 0.452
Moderately and poorly 45 4.5942.03
Well 33 4.17£1.99
T stage 0.332
T-T, 28 4.10+1.89
T,-T, 50 4.83+1.91
Lymph node metastasis 0.018
Yes 61 5.02+2.29
No 17 3.73+£1.47
TNM stage 0.034
[-1 26 3.66+1.97
m-1v 52 4.93+2.07
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Fig.2 Comparison of survival time between miR-210 over-expression and low-expression groups

A: 3-year survival; B: 5-year survival



200 aris Tk, A

98 2H 2 FmicroRN A -2 101 2238 5 11 A B R 28 K% 73

IEESIbIIE

WRIK G LRI R R IR
REAE ARG & B, miR-2 107 [ i A9 S50
LR G MR h ik B, HSmEmEMEE
" miR-2105 B AL . KBEMA B SN
FZ. Dus SR, miR-210f9 F K4k
S IR AT B R O, R RTRETE B
R PR FI EEAE . Rotkruas ! pBFsE & 1
K18 Y g /N UMY A miR -2 10% % FE 26 IH g T
1R, I RTE R W e P S A
TEAB T, miR-2107E B A LUh R
R E TS, ERA5IFE (P
<0.05), #/RBEMAL . AKRATHES5miR-210
ik BEA C, AT —2P 4 HrmiR-210/% 3Rk
55 BE RN AR B OC R, K
miR-210/ R 5 8 H S . R, e Re
SAR R BESF TG (P > 0.05), 1155 g R0y |
WSS FERRARAS | TNMA I S SAEA AR A (P
<0.05), Lk FHF5E 2 IAmiR-2107] GEE N —FhiE
KRS 5B\ RN kL. kKRR, ﬁSHﬁF
WU, B, fFEEmRT, RITE
ﬁukﬂmﬁmmam%%ﬁ,mﬁﬂ%gﬁ%
YEF T I8 AT B 1 B Y, 3tk B 9
BITPAL TR A . Y8R, TEARMI P A7
SN, AR/, DLREA E—
HWFFEmIR-210 Rl B, S SR 1F
T —2 A 5 3
A5 R miR-2 107E B fm 4 2 5%
RGN, WILUETmiR-2105 B AL . kg
WYUIME, I E N FIB S ] SEF8 4R, B
R B IR R AR B AT

(& % X W]

[1] LAMJ K, CHOW M Y, ZHANG Y, et al. siRNA versus

[3]

(7]

[10]

[12]

miRNA as therapeutics for gene silencing [J]. Mol Ther
Nucleic Acids, 2015, 4(9): 252.
AFONSO-GRUNZ F, MULLER S. Principles of miRNA-
mRNA interactions: beyond sequence complementarity [ J ] .
Cell Mol Life Sci, 2015, 72(16): 3127-3141.
ZHAO W, ZHAO J J, ZHANG L, et al. Serum miR-21 level:
a potential diagnostic and prognostic biomarker for non—-small
cell lung cancer [ J ] . Int J Clin Exp Med, 2015, 8(9): 14759—
14763.
QIN Q, FURONG W, BAOSHENG L. Multiple functions
of hypoxia—regulated miR-210 in cancer [ J ] . J Exp Clin
Cancer Res, 2014, 33(1): 1-10.
YING Q, LIANG L, GUO W, et al. Hypoxia—inducible
microRNA-210 augments the metastatic potential of
tumor cells by targeting vacuole membrane protein 1 in
hepatocellular carcinoma [ J ] . Hepatology, 2011, 54(6):
2064-2075.
WANG Z, CAI Q, JIANG Z, et al. Prognostic role
of microRNA-21 in gastric cancer: a meta—analysis [J].
Med Sci Monit, 2014, 20: 1668-1674.
LIU L, YE J X, QIN Y Z, et al. Evaluation of miR-29¢, miR—
124, miR-135a and miR-148a in predicting lymph node
metastasis and tumor stage of gastric cancer [J].Int] Clin
Exp Med, 2015, 8(12): 22227-22236.
FROTTT, Aoy, ok BAE, 55, 20124 v [ g 9 Fl
SET 4 (1] h i, 2016, 25(1): 1-8.
ROTKRUA P, SHIMADA S, MOGUSHI K, et al. Circulating
microRNAs as biomarkers for early detection of diffuse—type
gastric cancer using a mouse model [J].Br] Cancer, 2013,
108(4): 932-940.
MOTAWI T K, RIZK S M, IBRAHIM T M, et al. Circulating
microRNAs, miR-92a, miR-100 and miR-143, as non—
invasive biomarkers for bladder cancer diagnosis [J].cCell
Biochem Funect, 2016, 34(3): 142-148.
GREITHER T, GROCHOLA L F, UDELNOW A, et al.
Elevated expression of microRNAs 155, 203, 210 and 222 in
pancreatic tumors is associated with poorer survival [J].Int
J Cancer, 2010, 126(1): 73-80.
DU Y, LIU Z, GU L, et al. Characterization of human gastric
carcinoma—-related methylation of 9 miR CpG islands and
repression of their expressions in vitro and in vivo [J].BMC
Cancer, 2012, 12: 249.

(ki H3DI: 2016-08-10 &I HIY: 2016-12-02)



	17-03_p37
	17-03_p38
	17-03_p39
	17-03_p40

