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Abstract: [ Purpose ] To explore the expression of miRNA-214 and the correlation between miRNA
-214 and clinical pathologic features and prognosis in breast cancer. [ Methods ] The expression of
miRNA-214 was examined by qPCR in 45 cases of breast cancer and normal tissue adjacent to
carcinoma. Its relationship with clinical pathologic features and prognosis was analyzed. [Results ]
Compared with normal tissue,the expression of miRNA-214 decreased in breast cancer tissue,the
difference was statistically significant (P<0.01). The expression of miRNA-214 in Ki-67 negative
group was obviously higher than Ki-67 positive group,with statistically significant difference (P=
0.01). The miRNA-214 level was irrelevant with the patient’s age ,menstrual status, clinical stage,
tumor size ,lymph node metastasis, ER,PR,Her-2 and p53(P>0.05). [ Conclusion] The miRNA-214
shows low expression in breast cancer,and relates to the expression of Ki-67,which suggests that
miRNA-214 may be associated with the occurrence ,development and prognosis of breast cancer.
Key words:miRNA-214;breast cancer;qPCR

LRI AT E R Lok A R, L
BRI R T e A T 40 F o B AR, SR K
2 T L IR e 1 F Al A 5T RN 6 P 9 45 W . microRNA
(R H miRNA ) 235 40k & B —FPEE 4% RNA,
P B DR T, miRNA AT 20 i 60 A K 395
Al TS A A A R miRNA 73,
Ji i AR e Rt AR e 4y T A O T R I A R
Gy AR R e S R AR . 9T R B miRNA-214 76

Y AE B O .2015-11-14 515 | 8 #1.2015-12-27
EEWE & BH X E TR E (14277755D)
EIWEE . BES%,E-mail :tianyanfeng1212@163.com

816

LG MR A B RIEPY, AR BERER
miRNA-214 7€ FL A7 88 4 4 i) 32 38 I 5 3L IR 9 I
PR B R 2R 2Z 0] () % £

1 #REHIE

1.1 # #
1.1.1 e ARAFA

W dE 2013 4F 1 H & 2014 48 1 H 45 )5k [ 3
JEBERF R — B Bt . b B Rk 58 U = g LR

% @ A 2016 % % 25 A% 10 88 China Cancer,2016,Vol.25No.10



IR T ARARAS S HS LA 55 IR W AL, BT AR A B
PR R E T WA, T-80CIRAF, ik 26~79 ¥
(P OLAF IR 52 %), R R 45 Z AR AL )T PR TT
FHCST o 4% WHO (2003 4F ) FL IR 8 70 2 4 X BT
ARG HEA TR B2 43 BT A RS KT X 28 W A7
AR BB I IE S

1.1.2 &A=k &

Trizol X7 A & [E Invitrogen 2~ ; % ik
& Real-time PCR 12071 & & 5| ¥ ¥ A 55 [E ABI
AH], 7500 FOGE i PCR AW [ 3¢ [ ABL A 7],
1.2 7 &

1.2.1 RNA # K

HYUHRA A Iml Trizol T DEPC 4b ¥ 3t (192
HAS A E T #E Smin; A 200 E 07, %
PR A JE T UK L E Smin;4°C 12 000r/min #5 .0
15min, W B EJZJC @A 2 55— % i 500l
SR, ZE F#E 15min,4°C 13 000r/min £ 0>
15min, 1] W RNA YUHEFEE ISl el BE 57 13l
I 75% & B 1ml 3k 35 4% 1 =) ,4°C 75000/min 5 L
Smin, F _FIE W, Z= 8 T 4 15min J5 16 RNA i K
IR S) o K RNA ¥ 260nm L2 280nm Ak i 1
JCHEMEL, 715 RNA ¥R JE R4l WOt HE(E>1.8 Jr
AT A
1.2.2 miRNA-214 4

K FH SE B E it qPCR A6 I AR 5 2H 2 miRNA-
214 BYFRIA , He FRAGIN 3 70) G0 vd B B HEAT 454 o AR A
TagMan MicroRNA ReverseTranscription i 7] & 15 P
A5 R SR i cDNA, - R SR Bk T 15l BORE 1A 2%
RNA sample 5ul,5X RT primer 3ul,100mM dNTPs
0.15u1,50U/p] MultiScribeTM Reverse Transcriptase
1wl, 10X Reverse Transcription Buffer 1.5wl,20U/wl
RNase inhibitor 0.19ul,Nuclease-free water 4.16pl,
JZ W 44 16°C 30 min,42°C 30min, 85°C Smin, BUX
B S P= ), 4% B TagMan Universal PCR Master Mix,
NoAmpErase UNG iz 5 & 95 9] 5 42 it 9 75 V5 7E Re-
al-time PCR AB7500 1% I # 47 5 I 2% 't 5 & PCR
JOBE, U6 fE N2 R 20u] SR I R
TagqMan Universal Master Mix 10pl,20X TaqMan As-
saylpl,cDNA template 2], RNase-free water 7l 2
I %% A 2 50°C 2min,95°C 10min, 4R 5 95°C 15s,
60°C 1min, 40 MEFS, RATFFMARA [ Co i, A U6

‘? @ ’H’ ﬁ 2016 jf‘ g 25 )& % 10 #8  China Cancer,2016,Vol.25,No.10

YEN NS IR R E B PCR I & 509, DL N=
275 FORBRAS H miRNA-214 YA XF Feak &, Hp
A CT:CTmHNA-214_CTU6o
1.3 SitZ4aeE

& SPSS 19.0 e it #1741t 70 . miR-
NA-214 3554 Ll PSO(P25,P75) %R, BLXHREA
] Fb 35 R F Wilcoxon 45 5 A 56, A 211 7t 37 4 A (1]
H R ) Mann-Whitney U K 5, Z2 2H 0 57 AR AR (1] LE
¥R Kruskal-Wallis H K 55, P<0.05 INh 2 %A
Bt L,

2 # R

2.1 miRNA-2147EFBRE A R P Ri%

LR g8 4 21 miRNA-214 23k K 123.7636
(27.4925,401.6886) Wi & {1k T FL Mg % 5% 41 4
412.6400(117.9420,1296.5002) , 25 %A G5 it 75 X
(P<0.01) (Figure 1),

1000007

100007

1000

100

Expression level of miR-214

P<0.01

0.1 1 1

Breast cancer

Non-cancer

tissues tissues

Figure 1 The expression level of miRNA-214 in breast

cancer and non-cancer tissues
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Table 1 Association between the expression of miRNA-214 and
clinicopathological features in patients with breast cancer
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