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[(fE] BH T2 B RNAcircRNA) %0 hsa_circ_0004674 i i # RNA-1254 (miR-1254) 3% & &
A KAFZAREGFR AN F A B@RIEH T4 ZEG%w, Ak @A RE 5 545k MG63 @ e+ £ F
F ik 89 circRNA, 52 8F 3¢ % % 2 PCR(RT-PCR) i #M hsa_circ_ 0004674 £ & R % 48 46 MG63 A= iE % 5% ‘B 48 fe
NHOst ¥ # &k H 5L, 27 hsa_circ_0004674 3 MG63 28 it 38 35 .13 & Fo it # 48 /1 49 % v ; miRanda FAM hsa_
circ_0004674 F= miR-1254 Z 18] &9 45 &A% % , K K F B % A B4 M hsa_circ_0004674 5 miR-1254 #9548 Z 4
JA .5 #F hsa_circ_0004674 4F A miR-1254 49 % % xF MG63 48 e3¢ 78 12 £ 5 it 4% 9 % »& ; TargetScan 77 M|
miR-1254 #= EGFR Z ] 8§ 45 & 4% &, R & b F B4R & A B A M miR-1254 5 EGFR #4948 Z4E A , 4 47 EGFR
i MG63 mfasg s S5 B Hm, miela BRI B8R AN Amie e R ER. mieiz g%k
Fo 2\ fo R R LB A M), CCK-8 :#m i & 32 EGFR xF MG63 %8 L& /) 69 % v% , Western blot 24 M hsa_circ_
0004674 #= miR-1254 #F EGFR % iA 89 % & it k& 12 EGFR s MG63 @ 8 F Bax.Bel-2 Ak 9 ¥k, &R
5 NHOst 2w ik % ,MG63 @ e ¥ hsa_circ_0004674 4 % ik /K F £ (P <<0.01) , miR-1254 # % ik K F T A
(P<C0.01),EGFR mRNA % ik K -F E#(P<0.01),F 4k hsa_circ_0004674 % EGFR %A T4 MG63 21 ft 3%
AR EHSLE, miR-1254 i & kb T4 MG63 @ e3g s 42 £ 524, @ F K miR-1254 & ik T1E
# MG63 L3 si 1325 iE 4 ; 5 F#H miR-1254 & ik ¥4k, Bl BF F 3 hsa_circ_0004674 #= miR-1254 & &
ik & ,hsa_circ_0004674 & &4 TR 43R o 1% 4 miR-1254 & ik TR @i sh 4849 % v, hsa circ_0004674 3’
UTR 5 miR-1254 4 f 4 4, A 4% miR-1254 # Rk F ¥, miR-1254 5 EGFR 3' UTR 4 F 4 4, A%
EGFR # & ik, miR-1254 i & ik B4k MG63 %8 i #97& /), EGFR it & i 3% hm MG63 @0 #8449 7& 5, miR-1254
&R KALHE MG63 28I F Bax 69 & ik, 474 Bel-2 #9 &34 , M EGFR i £ & 494 T MG63 20 e F Bax #9 & ik,
{2t Bel-2 #9 &k, &5 hsa_circ 0004674 i@ if miR-1254 3% EGFR & ik , A A 455 K 95 tm f0 6 38 74 | it
B iz %,

[X%1A] hsa_circ 0004674 ;%% RNA-1254; 4, B A K B F 5 MG63 40 e ; 29 638 965 bk B 420 5 2 i3 )
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[Abstract] Objective To investigate the effect of has_circ_0004674 on proliferation, migration and inva-
sion of osteosarcoma cells and the underlying mechanism. Methods Microarray analysis was performed to de-
tect the differential expression of circRNA in MG63 cells. RT-PCR was used to detect the expression level of
hsa_circ_0004674 in MG63 and NHOst cells. The effects of hsa_circ_0004674 on the proliferation,invasion and
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migration of MG63 cells were analyzed. The miRanda was used to analyze the correlation between hsa_circ_
0004674 and miR-1254. Dual luciferase reporter gene assay was used to detect hsa_circ_0004674 interaction
with miR-1254. The effect of hsa_circ_0004674 as a miR-1254 sponge on the proliferation,invasion and migra-
tion of MG63 cells was analyzed. The TargetScan database was used to analyze the correlation between miR-
1254 and EGFR. Dual luciferase reporter gene was used to detect miR-1254 interaction with EGFR. The effect
of EGFR on the proliferation,invasion and migration of MG63 cells were analyzed. Cell proliferation,invasion,
and migration capabilities were measured by using cell clone formation experiment,cell invasion experiment,
and cell scratch experiment,respectively. CCK-8 assay was used to detect the effect of EGFR overexpression
on the viability of MG63 cells. The effect of EGFR overexpression on the expression level of Bax and Bcl-2 in
MG63 cells was detected by Western blot. Results In MG63 cells, the expression level of hsa_ circ_0004674
was up-regulated (P<C0. 01),the expression level of miR-1254 was down-regulated (P <C0. 01) ,the expression
level of EGFR was up-regulated when compared with NHOst cells (P<C0. 01). Silencing of the expression of
hsa_circ_0004674 or EGFR inhibited the proliferation,invasion and migration of MG63 cells. Overexpression
of miR-1254 inhibited proliferation,invasion and migration of MG63 cells; down-regulation of miR-1254 pro-
moted proliferation,invasion and migration of MG63 cells. Compared with down-regulation of miR-125 4 only,
inhibiting the expression of hsa circ_ 0004674 and miR-1254 partially reversed the effect on cell function which
infulenced by down-regulation of miR-1254. hsa_circ 0004674 3'UTR specifically bonded to the miR-1254 and
regulated the expression activity of miR-1254. miR-1254 specifically bonded to the EGFR 3'UTR and regula-
ted the expression activity of EGFR. Overexpression of miR-1254 reduced the viability of MG63 cells, and
overexpression of EGFR increased the viability of MG63 cells. Overexpression of miR-1254 promoted the ex-
pression level of Bax in MG63 cells and inhibited the expression level of Bel-2; Overexpression of EGFR inhib-
ited the expression level of Bax and promoted the expression level of Bel-2 in MG63 cells. Conclusion  hsa_circ_
0004674 regulates EGFR expression through miR-1254, thereby regulating the proliferation, migration and in-
vasion of osteosarcoma cells.

[Key words] hsa circ_0004674; miR-1254 ; receptor, epidermal growth factor; MG63 cells;cell prolifera-

tion;neoplasm invasiveness;cell movement
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2o E R R 2 15 %010 B E T2 W AN [
JERL AL R 30 ~ A0 B E S E K VR
Dy B R AV R WS S B FE R AR s L TR AW
BRI ZWALH 2 OCEZ, HIE RNA (circular
RNA. cireRNAD & — & HE i 5 RNA LA 5 5k ] 45 36
AREEH S T FLAE AR I T 2 A2 42D L cireRNA BB
i 3 I i RNA (microRNA, miRNA) FlHE 3 [H] ()
SinMREAYAER, BVF 2 50m R A5 A
FT8 L BFE R W circRNA 78 W P S8 Rk e
oA AR 0 & A & RN B0 hsa cire_0009910
N miR-449a (4 I 1 miR-449a JIRe LR bR 1L-
6R ., A I 5 30RO B AT L Bl Y B AR kB
hsa_circ_0004674 758 A9 40 M s #2350 (H hsa_
circ_0004674 7£ B PN IR 4H g v 4 19 4 I X HEBIL ) i
BT o R AR SCHR I AR B R A AR e AT
A EYER . Rt — 5 BB hsa circ_0004674 7E'& A

Jed v R A5 0 R AR 29 R A
1 #H5AHE
1.1 E=Z4#

B R A0 MG63 FlIE 8 B 41 NHOst 1l H
b3 A W AR B 5T BT, RPMI-1640 15 3% 3£ DMEM
BB A 2 Gibeo 24w TRIzol 127 & 18 H 2 &
Invitrogen 2\ #) , PrimeScriptTM Il 1st Strand. Prime-
STAR®Max DNA Polymerase cDNA Synthesis %7
EMERAZRF &N A HA TaKaRa A A, hsa_
circ_0004674 B XJ B JBikL [ hsa_circ_0004674 siR-
NA NC, pcDNA-3. 1 (+) ], hsa_circ_0004674 siR-
NA . pcDNA-hsa_circ_ 0004674, miRNA-1254 (miR-
1254) BA 1 X+ B8 i R [ miR-1254 #4548 #) (miR-1254
mimic) NC, miR-1254 #l ] ] (miR-1254 inhibitor)
NC7J. miR-1254 mimic, miR-1254 inhibitor, pcDNA-
miR-1254, miR-1254 siRNA % & 4 K A 7 %2 (&
(EGFR) A 1 %} B8 i ki (EGFR siRNA NC), EGFR
siRNA . pcDNA-EGFR Hi Jb 5t 5 BL A= 1 45 BR 8 7 &
A 5SS A SRR AR MG63 20 i 5 Y 4 R 7 TR
& B AAE AT AL PR MG63 40 M 25 XTI, X0
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B Z TG M AG I 70) & 1 Turbofect 7 YLk 104 A
ZF [E Thermo Fisher Scientific 2 A, Transwell /N &
W B R AR R A HAR M55 A RS AL Fhi R 1eG
ZH(HRP) EH R 1gG —FHi (HRP) I [ b 57 38
PN B A B2\ ECL b 27 & i 50 & Ao Y 2L il
T % (PMSF) Wy B | 58 = KA ARG R A A,
Bax. (B L4 9% -2 (Bel-2) \ B-actin Fl EGFR £ 7g [&
Ptk A 92 H Santa Cruz A H .
1.2 Fi%
1.2.1 @i

MG63 i il 5% 10 % Jig 4 1L v (FBS) 1) DMEM
Rt £ NHOst 41 g 11 % 10% FBS 1) RPMI-1640
R, BT 37 °C.5% CO, KR4 15 5% R4 52
50 L SROKE A L 2 AR 0 KR 42 AT T R 1Y 40 A 8 5 L
S L 85 AR
1.2.2 AMEEEF N

3BT MG63,NHOst 41 Jifl 1Y circRNA, miRNA,
FIH TRIzol 2 77 $2 B P F 48 A o (9 5 RNA, 3f H
Multispecies miRNA-4 [&3] 4381, A limma 84504
Bl . DAIRE IR LSRR 4
1.2.3 @it

MG63 4t 1107 /FLEEF 12 FLAR 75 40 i 25
AR EL 70 % B, #2 B Tubofect 5% Y4 57 #4156 11
55 4% 20 JFRE (B o 50 nmol/ L) #5 L 3 MG63 24
M, BT 37 °C.5% CO, ¥ 346 153 48 h J5 e
2 LA MR T S 225
1.2.4 CCK-8 Mz miiEAh

B MG63 4 i 4% 1< 10° /mL )% 4 T 96 4L
Merb BT 37 °C.5% CO, KA R 3%, 77 40 i %
JEA KB 75 VoI e 1. 2. 3 YL 4 4 TR, 45 2 iR
5 AEALL KSR A8 h 5. BB BiE W AL A 100
pL IR AR FR W (CCK-8 T Wi Fi 85 32 5L b 4 oy 1+
10) AR FEEFRM PR 9 2 h e . B bR {082 BUAS fL
ML AE 450 nm Kb IOERE (A M.
1.2.5 @ %W s 55

WA= R G A A0 ) R 4 R #1107 /4L
AT AN R, B T 37 C.5% CO, B FM
Wi 14 d 240 B 4 R3RIR 1 R B A i A KRS
BRI FRHAE PBS U 3 IR, 4% Z R WP & 20 min,
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5 R YA 5 min, TR AR T 855 T 30 4S9 4E
7% TE WA TR,
1.2.6 @iz %%

B —20 CIEF M matrigel T 4 Cid @ik, 787K
L H JE FBS M 55 5% 3 Wi B matrigel 2 20K
1 mg/mL,& 4 Transwell /NE LE A 100 pl i
B 5 1Y matrigel, 37 ‘CHEFRAE & 5 h  H T UK
K. MK G . PBS YEWI k., R EE S 1L )5 . FH G
FBS 115 77 Jk o A2 40, hil e 20 A 2, 14 5% 40 Jifg vk
JEZE 5X10° /mL, BB 100 pL A Transwell
MNELFZE. FTEPFMAELEREFHFE. BT 37 C.5%
CO, ¥ M P RE 3% 24 h U /NVE 57 8k B =R IR,
PBS PEPIIK ,4 70 2 W [ € 20 min, 0. 1% 45 i 48
et 20 min, FIAR 2 /N O #E 3 2K 40 i, PBS
Ve 2 Wk WA T BB 5 AP0 R LK A M T iR B
1.2.7 X R %

5 2HL 20 B 3 AL T T R A R L 2 3 < 107 /L
YA M 5h T 6 FLAR B, 48 A B T AR IS S . A 200 pL A3k
A% T T LA i 5 40 2 1 IR W A 8 SR TR L PBS
VE 2 WK UERAMLRE L IS FBS B35 97 5, FH & 1
BEAEATHAME 48 h S ULEE RS IR B . ARSI R
B ] Image] FAF o SEB 45 8
1.2.8 AR K& Bk K B A

miRanda T hsa_circ_0004674 1Y 1 7F ¥ L[4,
TargetScan 3048 FE 43 H1 miR-1254 (3G 7E 8B IL A,
H PCR ¥" 1 hsa_circ_0004674 3'UTR J Bt f1 EGFR
3'UTR K B, hsa_circ_0004674 7 & 5] psiCHECK2
JikL . EGFR 3¢ B 3] pGL3 Jii KL . #4 & psi-
CHECK2-hsa_ circ _ 0004674-wt Hl pGL3-EGFR-wt
ok, SR AR &M # psiCHECK2-hsa_cire_
0004674-mut A1 pGL3-EGFR-mut # &, ¥ L F B4
JRR G Y 2= MG63 40 48 h )& W X4 5% 2 il 7%
PER IR ) £ 00 MG63 20 il Y 2 6 2K Bl s 1k
1.2.9 8% k%% PCR(RT-PCR)

i B ST 0 2 SR WS4 A4 L, R TRIzol 4k 77 42 B
M 1 B RNAL I E VR B2 )5 . 2 IR TaKaRa 23 ) 1 45
i s R & U0 W 4D BB S L cDNA, fifi I Ap-
plied Biosystems 7300 £ PCR & 4t 5¢ it RT-PCR,
272 g ik A . SC T RS k1,

1 511 FF 5 K 7= K

K Jr 1 S —3") FEMR /N (bp)
hsa_circ_0004674 E 1 GTTGACCAAGCAAGCTTCCAG 143

STl GGTACTTGCAGGTTTTACTGGG
miR-1254 E T AGCCUGAPDHGGAAGCUGGAGCCUGCAGU 187
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gkl 5|41 F 5 R F=H K/
M 7 1 3T (5" —3") 74 KN (bp)
17 UGCAGGCUCCAGCUUCCAGGCUUU
EGFR 1E AGGCACGAGTAACAAGCTCAC 297
IR 1] ATGAGGACATAACCAGCCACC
GAPDH 1E CAAGGACCTCTACGCCAACAC 122
IR 1f] GGTGCTAGGCTATGGTATCGTTC

1.2.10 Western blot

HHMMIEFE 48 h J5 W E AL, iIn A RIPA, K
FEEAME 30 min, 12 000 r/min &0 10 min, @33
BCA 0% b3 W b 2 (i ok B L 4 IR 9 B 1 KD
Je B T b R 2R T U I e BE S HL Uk (SDS-
PAGE) I, A4 ik 80 V0.5 h, 4B I8 120 V1.5
h B R P R4 T HLUK L 45 S M9 2 R/ e ok T
HERMIM M (PVDP R L =T H 50 g/L Bt
Woky £ 6 2 b, I TBST 4% Lo 6176 B A4 53 1 — it o
M) i) PVDF B8 2 —Hiii B b 4 CaE i,
TBST ¥ 5 . 45X 5 min, ¥ PVDF % &=
TBST M R4 —Hirh, 37 CHERE 2 h, TBST ¥ 5
AW 5 min, B PVDF JEE T ECL &g
IT%- 210 I T
1.3 %itzam

K] SPSS19. 0 #1473 B B 2= 0 I3 Yol s
TG R A IESS AT RERI £ FoR. 24
Vi) b5 R FH B PR 38 7 2 43 A9 » 400 ) 5 1 L 38R A LSD-¢
Koy s THECROR LA 3 R 3R0R LR X . K Ie
JKHE «=0. 05,4 P<<0.05 NZESHGITFE XL,
2 % S
2.1 hsa_circ_0004674 £ MG63 45 s b 84 &% LA

MR 4 R &1 45 S AT 0, A MG63 40 it o 36k LR Ay
circRNAs 3% hsa_circ_0004674 . hsa_circ_0007719,
hsa_circ 0027491, hsa circ_ 0003836 #1 hsa circ
0007142, F J81Y circRNAs £ 45 hsa_circ_0000076.
hsa_circ 0002351, hsa _circ _ 0000471, hsa _ circ _
0006633 il hsa_circ_0000095, WL 1A, H ' hsa_
circ_0004674 £ MG63 4l il b &5 £ i5 . RT-PCR &%
RER,MG63 0 H hsa_circ_0004674 mRNA FJAH
X 22 1k KB 2 T NHOst 408 (P<<0. 01, W&l 1B,
2.2 hsa circ 0004674 %k MG63 48 fLth 35 38 43 %
5t A

RT-PCR 253 i 75, 5 hsa_circ_0004674 siRNA
NC 4 b %, hsa _circ_0004674 siRNA 24 hsa_circ
004674 mRNA #Y A XF % 35 K F B & B AR (P<
0.01),WLIE 2, hsa_circ_0004674 siRNA £H 41 Jitg % 5
TEREBCH B AL T hsa circ_0004674 siRNA NC %4

(P<<0.01D), WLIHl 3A.B;shsa_circ_0004674 siRNA #H
21t 42 22 450 A F hsa_cire_0004674 siRNA NC 41
(P<<0.01), W 3C.D;hsa_circ_0004674 siRNA 2
20 B ) KR A S R B B AL T hsa_circ_0004674 siR-
NA NC 41 (P<0.01), lLIl 3E.F,

NHOst 41 MG63ZHA

hsa_circ_0004674
hsa_circ_0007719
hsa_circ_0027491
hsa_circ_0003836
hsa_circ_0007142

I

~~ooo~~
oo o ,m

hsa_circ_0000076
hsa_circ_0002351
hsa_circ_0000471
hsa_circ_0006633
hsa_circ_0000095

a_circ_0004674 mRNAFEXTFRIZKF
N

g £ NOHst ME63
A S BT MG63 . NHOst i it fr 22 3 R 3K 1Y circRNAs; B: RT-
PCR # MG63 #l NHOst 4l ifd /' hsa_circ_0004674 mRNA 4%t %
KK P<<0. 01,
&1 hsa_circ_0004674 # MG63 1 NHOst

0 B R B SRR S AR

X FEKTE

_

.0 1

=4
o
|

hsa_circ_004674 mRNA
o
(&)

1 2
1:hsa_circ_0004674 siRNA NC #H;2: has_circ_0004674 siRNA

;4. P<<0.01,
& 2 RT-PCR #& 3 hsa_circ_0004674 mRNA B FRiE[ER

2.3 has_circ_0004674 #= miR-1254 Z Ja #) % %
miRanda il hsa_circ_0004674 1 miR-1254 Z
(] B 45 A7 A, 45 5 B 7R has_circ_ 0004674 3'UTR 5
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miR-1254 A7 45 & 7 5, WL 4 A X980 R Ml i &
i 5E psiCHECK2-has_circ_0004674-wt+ miR-1254
mimics NC 2l , psiCHECK2-has_circ_0004674-wt+ miR-
1254 mimics 4H . psiCHECK2-has _circ_ 0004674-mut +
miR-1254 mimics NC 4. psiCHECK2-hsa _ circ _ 000
4674-mut+ miR-1254 mimics 2 H 7% ' 2 BTG M. 45
BER,. 5 psiCHECK2-has_circ_0004674-wt+ miR-
1254 mimics NC 4 b #, psiCHECK2-has _ circ _
0004674-wt+miR-1254 mimics 417%¢ % % B ¥ B 3%
R (P <<0. 05); 5 psiCHECK2-has_circ_0004674-
mut+miR-1254 mimics NC 4 %, psiCHECK2-has

2969

_circ_0004674-mut+miR-1254 mimics 2H ¢ & B
PR ICIA .25 4k (P =0, 05) , LA 4B,
2.4 miR-1254 £ MG63 @ fie & o & ik

R 4 A 5 S AT, fE MG63 41 it b 3635 B R
miRNAs fJ §f miR-449a, miR-181a-3p, miR-3910,
miR-34b-3p Ml miR-214-3p, F ¥ 1Y miRNAs f &
miR-378i, miR-944, miR-30b-3p, miR-3158-5p #l
miR-1254, W& 5A, RT-PCR %% 878, MG63 2 fifs
miR-1254 mRNA {4 XF 2 ik K F B 8K T NHOst
4 (P <<0.01), WIE 5B,

(o]
o
QO

o
o

N
o

N
o

MGO3ZHAEIEFE &S (n)
o

w

150+ a

o

80 1 a

60

40+

20 -

MGOIHHAERITRAEEER (%)

F

A Y T BT S50 5 B 41 A 5 BT A SE 50 40 BT I s C . AR 28 5 56 5 D 1R 22 92 50 70 AT B E A A KR 52565 F - 40 M R R 5258 0 7 1l 5 1
hsa_circ_0004674 siRNA NC 4 ;2:has_circ_0004674 siRNA 21;*. P<0.01,
B 3  has_circ_0004674 Xt MG63 4H B 18758 B 2 51T B K20
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2.5 has_circ_0004674 4 4 miR-1254 & & 4 %
MG63 %0 o3 75 1z 2 5 45 60 % m

RT-PCR 255 %78, 5 miR-1254 mimics NC 41
%, miR-1254 mimics #H miR-1254 mRNA f4 #H X
Fik K- EF+H(P<C0.01) .5 miR-1254 inhibitor NC
ZH He %, miR-1254 inhibitor 1 miR-1254 mRNA A4 4H
Xof 5 K AR (P <<0. 05), WLIEl 6A, 5 miR-1254
mimics NC 4 H %, miR-1254 mimics 20 A 41 Jifg 3% 58
T REECT % (P <<0. 01, 4 JL{R 22 5 F % (P <<0. 01)
41 i R A A R R [ (P<<0. 01) 5 55 miR-1254 inhibi-
tor NC 20 %5, miR-1254 inhibitor 25 & 41 Jitd 34 78 72 &
B ETHP<<0. 01) A4 22 %0 B TH(P<<0. 01) , 4 Jfd X
JEAT G R (P<C0.01) ;5 miR-1254 inhibitor 41 [t
i ,has_circ_0004674 siRNA + miR-1254 inhibitor ZH 48
it 184 58 o e B T B (P <<0. 01) . 41 i 4= 20 R [ (P<<
0.01) , 4 il JK i & R F B (P<<0. 0D, WLIEl 6B~G,

hsa_circ 0004674 3'UTR wt
5'- GTTGACCAAGCAAGCTTCCAGGTT-3’

miR-1254
3'-UGACGUCCGAGGUCGAAGGUCCGA-5'

hsa_circ_0004674 3'UTR mut
5'-GTTGACCAAGCAAGAGGTTCTTTT-3’

>

A:miRanda il hsa_circ_0004674 Al miR-1254 2 [6] B9 45 & 17 21
B:%¢ 6 2 i 16 M 1: psiCHECK2-has _ circ_ 0004674-wt + miR-1254
mimics NC 2 ;2 psiCHECK2-has_circ_0004674-wt-+miR-1254 mimics
2l ;3. psiCHECK2-has_circ_0004674-mut + miR-1254 mimics NC 41;
2:psiCHECK2-has_circ_0004674-mut+miR-1254 mimics 41 ;*: P<0. 05,

4 has_circ_0004674 1 miR-1254 Z BMX RS

2.6 miR-1254 5 EGFR 2 [a#) % %

RT-PCR %5 % ¥ 7%, 5 miR-1254 mimics NC 41
FE#8 , miR-1254 mimics 41 EGFR mRNA {441 % # 1k
KT R (P <0. 05), 5 miR-1254 inhibitor NC £
e . miR-1254 inhibitor H EGFR mRNA [ #f %f 3
KK EFF(P<<0.01), WL 7A, TargetScan il
miR-1254 Al EGFR 2 [a] (4 45 & 47 45, 45 /R miR-
1254 5 EGFR 3'UTR A &5A& 008, WWIE 7B, W
B A A 25 R R, 5 pGL3-EGFR-wt +
miR-1254 mimics NC & b #, pGL3-EGFR-wt +
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miR-1254 mimics 41 %¢ J6 £ B 75 P 0 W R (P <
0.05); 5 pGL3-EGFR-mut + miR-1254 mimics NC
H B, M pGL3-EGFR-mut + miR-1254 mimics 41
TGRS M TC I ARk (P =>0.05) , ILIE 7C,
2.7 EGFR 3 MG63 @ e th 3 58 43 £ 5 i £ 8
AL

RT-PCR 253 B~ . MG63 4 fi tf EGFR mRNA
I HE N 223K K F 8 T NHOst 41l (P <<0. 01) , WL &l
8, EGFR siRNA 4 41 it 1 5 vo B B0 8K T EGFR
siRNA NC 41 (P <C0. 01), L&l 9A.B; EGFR siRNA
H AN M 12 22 K0 B AK T EGFR siRNA NC 41 (P<<
0.01), WL 9C.D; EGFR siRNA 0 41 ifd %1l 9 i & %
B % % T EGFR siRNA NC %0 (P < 0. 01), W
& 9E.F,

NOHst , X MG63

hsa-miR-449a
hsa-miR-181a-3p
hsa-miR-3910
hsa—miR-34b-3p
hsa-miR-214-3p
hsa-miR-378i
hsa—miR-944
hsa—miR-30b—3p
hsa-miR-3158-5p
hsa-miR-1254

Soeee s
mowowvou

= N
s =]

o

4
o

miR-1254 mRNAFERFIE7K T

e
o

B NOHst MG63
A E S MG63 Al NHOst 4l i 22 5 % 35 19 miRNAs; B:
RT-PCR £l MG63 #1 NHOst 4 i 1 miR-1254 mRNA % #f %} & 3%
IR P<<0. 01,
B 5 miR-1254 7 MG63 1 NHOst 20 B ff B R & 9 47

2.8 EGFR i & ik i% # miR-1254 i % & sF MG63
aafeE 1 VA TR AE R

i CCK-8 L5 45 SR vl A1, 5 miR-1254 mimics
NC 4 I %, miR-1254 mimics 2H B9 40 JfL 1% 1 B A%
(P<C0.05), 5 miR-1254 mimics 2 F %, miR-1254
mimics+ peDNA-EGFR A4 g 1% 71 T+ (P<<0. 05) .
EGFR it kWi %% T miR-451 i F 36 % MG63 4 ffl
B, WK 10A, Western blot #2558 B~ ,
5 miR-1254 mimics NC 4 H #, miR-1254 mimics
#H Bax £ ik KF It Bel-2 KK FFEAK; 5 miR-
1254 mimics 4 It %, miR-1254 mimics + pcDNA-
EGFR # Bax ik K V- FEAK, Bel-2 Rk KV It &,
EGFR i %3534 T miR-1254 11 3k %F MG63 41 Jfi
JHT ARG 52, WL IRl 10B,
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