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CircRNA-100395 KLt i i 2h - X W ILAE i $5 miRNA-136-
Sp/Smad3 i E i A1) B AN LG 5 K 42 28 DL E 58

R, kTR, MRED HEFR’

(1. R LR TEGARTE, LRI 2392005 2. NI — ANRERARIRE, L80RIMN 239200 )
W OE:. BEY A5 IR e feP SRR (circular RNAs, CircRNA ) 100395 A B B3 F R FAMKER L &
KF, PR CircRNA-100395 2 H & P AT AT 50 IR 20 J 38 78 . 12 2 0B R AR A ALE) . Josk  BAEF A%
& tmpe,( RWPE ) A= 91 B % 2m i, & ( LNCap, PC3 F= DU145 ) #4T#F 50 o Sk A T AL 7R & B-4% X R (methylation
specific polymerase chain reaction, MSP) #&i CircRNA-100395 A & 38 F X WALk &, KA Lo LE TR &4t
B2 (QRT-PCR) i #m) b3 4 it ' CircRNA-100395 mRNA £ A KT, mA & T EGH 5- 84 2- BLAMF (AZA)
43 LNCap 28 ftL, #m AZA W AL IEAT 5 28 i P CircRNA-100395 & 5 KT, K8 CCK-8 #= Transwell 5= 3o+
CircRNA-100395 £ B & ¥ A AL AT /& LNCap 48 je3g 58412 % 4k /1. ##% CircRNA-100395 FF A Ao R T A fifs, i@ R
R A& BEAR 4 5 AT CircRNA-10039 55 miRNA-136-5p Z 18] 49 ¥2.16) % % 5 #) ) QRT-PCR #:7] CircRNA-10039 5 miRNA-
136-5p & ik K -F, Bk L A4% % &, R A Westernblot i #& ] AZA % W 35 4 F= miRNA-136-5p iE & & *F Smad3,
p-Smad3 & & kA 69 Hh, L AT 7 B S 28 A P CircRNA-100395 2 3 W A 4Lk &; LNCap, PC3 % DU145 2 jt
CircRNA-100395 A8+ & ik K -F 5% 4 0.39+0.08, 0.65+0.14, 0.62+0.10, 2 F4&TF RWPE (1.12+0.15) e P ik
KF, EFAG%ITFEEL (F=42.076, P < 0.001) . % AZA &P A4 35, LNCap 28+ CircRNA-100395 % ik 7k
F 4 1.02+£0.17, % K43 LNCap 28/ (0.42+0.05) A RH 5, i%i{%ﬁ@“%x (=5.808, P < 0.01) ., AZA *
FAACA P2 495 T LNCap 8 it 38 ik /1 (1=8.764~12.970, 33 P < 0.001) . iE#44t 5 (=6.092, P < 0.01) .
miRNA-136-5 7T #& % CircRNA-100395 ¢ T2 L B, K2 AZA Z 47 LNCap %92 F CircRNA-100395, miRNA-136-
5p Ak AKF 4514 039+0.08, 0.87+0.15, AZA 225 # 4 FA KT 5% 1.02+0.17, 035+£0.08, £7FA%+5
N (1=5.808, 5.298, ¥ P < 0.01) . AZA £ )5 Smad3 #= p-Smad3 & & XA W 215, ZFARTFEL (=739,
11.889, 3 P < 0.01) ; miRNA-136-5p it & i& 47 %] T Smad3 #= p-Smad3 & & £k, 2 F A %t 3 & 3L (1=4.996,
5422, ¥ P <001) ., £ CircRNA-100395 & B & 35 -F X 49 3 T IEALIK 5 7T A 37 4] CircRNA-100395 /277 9 B 5 4a
R 6 kR, kP ARALA )G CircRNA-100395 £ ik M B, FF47] 87 5) IR /& 4 Je 38 s Am 43 52, FL AR R AUk 7T 4k &
CircRNA-100395 #e513 42 miRNA-136-5p/Smad3 47 % .
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Mechanism of CircRNA-100395 Promoter Methylation Promoting Prostate
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Abstract: Objective To investigate the relationship between the methylation status and expression level of CircRNA-100395
gene promoter in prostate cancer cells, and explore the effect and mechanism of CircRNA-100395 demethylation on prostate
cancer cell proliferation and invasion. Methods Human normal prostate epithelial cells (RWPE) and prostate cancer cell lines
(LNCaP, PC3 and DU145) were selected for the study. The methylation status of the promoter region of CircRNA-100395 gene
was detected by methylation-specific polymerase chain reaction (MSP). The mRNA expression level of CircRNA-100395 was
detected by qRT-PCR .LNCaP cells were treated with 5-Aza-2’- deoxycytidine (AZA), a demethylating drug, and the expression
level of CircRNA-100395 in cells before and after AZA demethylation was detected. CCK-8 and Transwell experiments were
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used to detect the proliferation and invasion of LNCaP cells before and after demethylation of CircRNA-100395 gene.The wild-
type and mutant plasmids of circRNA-100395 were constructed, the targeting relationship between CircRNA-10039 and miRNA-
136-5p was analyzed by dual-luciferase reporter, and qRT-PCR was used to further confirm the relationship between
CircRNA-10039 and miRNA-136-5p.The effects of AZA demethylation and miRNA-136-5p overexpression on the expression of
Smad3 and p-smad3 proteins were detected by Western blot. Results  CircRNA-100395 was hypermethylated in prostate cancer
cells, the difference was statistically significant. The relative expression levels of CircRNA-100395 in LNCaP, PC3 and DU145
cells were 0.39 + 0.08, 0.65 = 0.14 and 0.62 + 0.10, respectively, which were significantly lower than those in rwpe (1.12 = 0.15)
cells, the difference was statistically significant (F=42.076, P<0.001).After AZA demethylation, the expression level of
CircRNA-100395 in LNCaP cells was (1.02 £ 0.17), which was significantly higher than that in untreated LNCaP cells
(0.42 £ 0.05), the difference was statistically significant(r=5.808, P<0.01).AZA demethylation significantly inhibited the
proliferation (=8.764~12.970, all P<0.001) and migration (/=6.092, P<0.01) of LNCaP cells. MiRNA-136-5 may be the
downstream target gene of CircRNA-100395.The expression levels of CircRNA-100395 and miRNA-136-5p in LNCaP cells
before AZA treatment were 0.39 + 0.08 and 0.87 + 0.15, respectively. After AZA treatment, the expression levels of the two were
1.02 £ 0.17 and 0.35 + 0.08, respectively, with statistical significance (#=5.808, 5.298, all P<0.01).The expression of Smad3 and
p-smad3 protein increased significantly after aza treatment (=7.394, 11.889, all P<0.01). The overexpression of miRNA-136-5p
inhibited the expression of Smad3 and p-smad3 proteins, and the difference was statistically significant (7=4.996, 5.422, all
P<0.01). Conclusion The abnormal hypermethylation state of the promoter region of CircRNA-100395 gene could inhibit the
expression level of CircRNA-100395 in prostate cancer cells. After demethylation, it could restore the expression of
CircRNA-100395 and inhibit the proliferation and invasion of prostate cancer cells. The mechanism may be related to the
targeted regulation of miRNA-136-5p/Smad3 axis by circRNA-100395.
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ITAE, FREFTFIMRIE (prostate cancer) &R HR &
BAE LIS, HATC AU MR BRI A
oz — 2 R TR RO G il B A T S
PRRTE B I ARG Y7 3R B TR A%, H
KREBEARG HAFAAFREAR, BTG 42E P,
HOR AW ST TS BRI & AR DL, 3R 58 B A R 4
Fhr&yy, SRS G RI2IH A TR S
MR A W B 12 (circular RNAs, CircRNAs) & — 28
HA S E R 2R AR 5 RNA, HATE WL
Sy g AF 5 A0 A A B S . CireRNA-100395 & 13
T chrl:173726114~17374498 () — Ff CircRNA,
i 5 KLHL20 mRNA H1 i PU A~ A1 52 F B 5 1
S, BEA KB AFIY & B, CircRNA-100395 76 3L
Wi HRBRZL IR . O S 5 R e vh 221K
Fik, LIRSS AT LA iR A AR R A . AR
ERGEMAETT, A RN R AE B VAT
{H HETHLZ CircRNA-100395 V¥R 51 it dis & 46 &
JEH A3 FAE ML ST, JEHIE AR w5 A8 4n
i CireRNA-100395 3K 5 2l F X & 5 2 785 H
FEAl R HL R ARSI 15 X A2 i 40 i A= W2 A7
JEHPEERSAEFFRARG ., B, AR5
TEAR RS IR 40 CireRNA-100395 H: [ J 50
F X AR XS A 5 Ik A2, I ]
CircRNA-100395 & P 2= H Ak X6 1T 271 A 96 20 33
B . RZERIE SR E R AL
1 #R5HE

11 At g I EREEBEAZEIGSE | bR LE
HHIGIE 400 (RWPE ) 1 3 BERT51 9 20 i
% (LNCap, PC3 il DU145) VERWFFEN4 .

12 MBL5RXA L7, DMEM B35, K
H B (£ Gibico A W] ) ; RNA 4, RNA
WA & (AU eXeEMHERERAF) ;
CCK-8 il & ( LA RAEYHEARARAR) ;
Smad3, p- Smad3 £ w % 4T f& ( 3 [E Abcam 2
") ; CO, diiukE3EFE (15[F Hera cell 150 AF] ) ;
Transwell /% ( 3¢ [ Corning /& A] ) ; CircRNA-
100395-3'UTR-wt A %I Fil 3UTR-MUT %8 45 #l 5%
Sk, miRNA-136-5p mimic B304 ( ] I 86 6
EYRHE AR AT o

13 Fik

1.3.1 4035 3%. RWPE, LNCap, PC3 1 DU145
YA A & 100 mU/L BR2F MUTE PR UERIES FRRAE 37 C.,
bR CO, MR A 5%, Rk 2l & R
80% ~ 90% If, A A& 2.5 mg/ml Jif i (Y s 75 14
B AW 1 ml HEATIHACAZ AL, CircRNA-100395-AZA
( CircRNA-100395 2 54k, LW 3Ab25Y) AZA
AEFHARME ), CircRNA-100395-NC ( CircRNA-100395
2 AL IR, NP SE AR FE ), miRNA-136-
Sp-mimic ( miRNA-136-5p i %35, %% Y& mimic 2
LY ), miRNA-136-5p-NC ( miRNA-136-5p i
IR, AN e sb B )

132 HEAL 4 5 1 R A il 5% 2 N ( methylatioin
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specific polymerase chain reaction, MSP) 45l CircRNA-
100395 F& K i 8l + X H JE LR 2. MR 4iE DNA K
F 2 BEBUAN I 2R A DNA, 284820 %00 B 146 T
Lol B R SR G, SR E WA R R 4T
DNA $Abab 3, ¥4k 5 7= ik4T PCR 9734,
I &5 ;94 °C 5 min; 94 °C 30's, 58 °C 30's,
72°C 30's, 40 DMEH ., PCR 7= ¥ 45 B fE W B it v,
VIR ZBE Y 0 5 T R AN R B T B4 LA 141
i CircRNA-100395 3 [A F! 3 b PCR 51 ¥ J¥ 51l
} F: 5°-GGTTTTAAAAGTCGGTGTTTATTC-3,
R: 5’-AACTACAACCACTCCGACGTA-3", K Ji
125bp; AEFFEALE PP F: 5°-GGGTTTTAAAAGT
TGGTGTTTATTT-3", R:5-AACAACTACAACCAC
TCCAACATA-3’, £KJ& 132bp.
1.3.3 PCR ¥ ] CircRNA-100395 mRNA % ik /K
F: SR H Trizol ¥ 42 B4R L RNA, IS 4MIOL
JCEE T e LAl AR S SR G i i s i
cDNA, JFLAHCH ™ ¥)iE4T RT-PCR ¥ 1, § 38K R
425 ul, PCR 2514 94 °C 5min; 94°C 40s, 40C
40's, 72°C 1 min, ¥R 35K, f726%E & PCR, LU
U6 HINZ:, KA 27 M e B 143 H A JE R AR
X}#3k, PCR 59741, CircRNA-100395: F: 5°-GC
TGTGCAGTATATCAGGACA-3", R: 5’-CATT
GGTCTGTGGATCATATC-3" £ & 190 bp; Ué: F: 5°-
GTCCGCGTGCTCGCTTCGGCAGC-3’, R:
5-GTGCGTGTCGTGGAGTC-3’, KJ¥ 160bp.
1.3.4 CircRNA-100395 3[R L ILAL vk RAIH
FER 3 wmol /L YA HIEALZGY) 5- A 2% -2° I AU
1 (AZA) 4bFH LNCap 4/l 72 h, il AZA 4b 3
i 8 s 2 22 CireRNA-100395 63k 7K.
1.3.5 CCK-8 ¥ ¥ il LNCap 40 ig 1 5% € /7. ¥
AZA SEBEJS ) LNCap 20 M S % B8 2H 41 Bt 75 1k J A
T 96 FLEF M, BFLINA 100 w1 K535, 7E
37°C, BRifE CO, 54 T MR IR E 40 REA= K
FEpE IR, BEALINA S w1 i CCK-8 IR IR Ak LL I
H 4 h, HEFRIE 450 nm 2000 5E LAY WO
(4) , 4555, BOFAME.,
1.3.6 Transwell 32 % £ 9l LNCap 41l fil 12 7% 6
J1: 7 Transwell |2 il A TG L35 15 57 W00 B I 19
Matrigel AR 80 w1, ZIRACE 1 h i HIE AL
—JZ ISR, DK 400 w1 JCHE A LS B SR CE
B AZA ALFREY) LNCap 4 K %t 20 240 B /b T
/NE LJZE, 4 Transwell JiF2/NEE A 24 LI FR R
e NE BRI IR A IS RS FRI 600 w1,
Bt 24 h el /NVERULE,, FEAER, K LERR
Al NS, FIZ4IMUH PBS MR 2 IR, &
LZWPEEFEE, A 0.02 g/ml 945 54249 0.5ml

AT, BT, S R T RELWEE 5 A4
LT (x 200) , THECG R AR AR, R RZ2 AN EL
1.3.7 CircRNA-100395 # [7] miRNA #i JIl: i &
R AW B 2F B0 B (Starbease 3.0) Tl 5
CircRNA-100395 fETELE A7 5 A N IFHE miRNA S
B, HWRMERR RS E LR,

1.3.8  POULR MBI A 5250 . 1 Lipo3000 i#
1T CircRNA-100395 #FAE7R (WT ) / 287488 (MUT )
JFRI S miRNA-136-5p XUFE Gy, H5UL 48 h J5 77 5%
TR, INBEERGHEAT IR 240, RIS TEDO T
ORI 2% G TS MR 55, IESE CircRNA-100395 5
miRNA-136-5p Z [A]FE ] E R .

1.3.9  Western blot K] LNCap #fiffirf Smad3 #1 p-
Smad3 & A U AZA APERAT S LNCap 20
JIA RIPA SRR, R BCA 75 &k
DUFE MR s B 20 mg 3 ARSI D ARZE Wik
WA NI 10 min, BHRZFRGFHFITEARIK,
HLIK AN Wil 80 V HH K, 43ESIE 120 V, FF
S5 P 2 0 B SRS EB 3 om AL LK, FERS
IR I O IRAR, =B 60 min, PBS RS
JnA Smad3 F1 p-Smad3 —4t 4 CHEF LA, WKHM
AP, FIRMEF 2 h, PBS MEVWE =W B AT 7 Bk
W AZASOR ST IR, IR Image-J #XAF A 8
L EROE SN

1.4 it ob K SPSS 20.0 FA-UEFT L5645
R, IR Bk AL + fnifE2E (X £5)
Fon, AL HLBCR M AR A ¢ K25, Z 4L
5% H one-way ANOVA 31, 20 1] 5 19 b 35 %
LSD-t K55, P < 0.05 NZESH G5 L,

2 R

2.1 WFIME MM A F CircRNA-100395 A R & 3
FRFVEAKS WE 1, MSP LK 45 1 R,
CircRNA-100395 £ [K 7E RWPE 4 fifd v 52 9F H1 K4k
AR, TAE LNCap, PC3 f DU145 4 Jifd v 5 5
HAIRE

2.2 CircRNA-100395 /& a7 5! B % 20 fe & P ik &
AZA £V A AL 3 LNCap @i/ CircRNA-100395
F ik K -F RT-qPCR %5 5 % B, CircRNA-100395
76 LNCap, PC3 K DU145 4 fifd rr 4 22 3k K F- 43 5]
7 0.39+0.08, 0.65+0.14, 0.62+0.10, B & ik
T RWPE 4f Jfl th 3R ik K °F (1.12£0.15) , 257
H 43t X (F=42.076, P < 0.001) , HHpJ
LNCap 4 Hh Fk iAIK, SsEPEz it e 25
¥, E— RIS AZA L IALAL S, LNCap
4 i P CircRNA-100395 3 35 7K F 4 1.02 +0.17,
WAL FAY LNCap 4l (0.42 £0.05) BH@T5,
ZERH G E X (1=5.808, P<0.01) , #Emn~



BURK IR R0 $ 3748 S SH 202249 H T Mod Lab Med, Vol. 37, No. 5, Sept. 2022 47

CircRNA-100395 7 7ij 51) i J8 40 A p (1) 2 38 7K -]

RWPE LNCap

B HE DS 81~ DX TR A O

PC3 DU145

19) M U M

U M U M

TE: U SRR, M ML
B 1 CircRNA-100395 ZERI 5| IRfEAIRE R R EILIRTES

2.3 CircRNA-100395 % B % ¥ & 1t 2+ LNCap
3G egHel W 1, CCK-8 ykAuim & R0,
AZA ZEPRJS LNCap 444 ] 5 4 (E Ak B

AT N, 2R A5 E L (1=8.764~12.970,
WP < 0.001) , B CircRNA-100395 L[ 2 H 3t
AT LNCap 403451

*® 1 AE R ] RIS (4) EEER (X = s5)
1A (h) CireRNA-100395-NC CireRNA-100395-AZA tfif P
0 0.36 £ 0.02 0.18£0.02 11.023 <0.01
24 0.48 £0.03 0.32£0.01 8.764 <0001
48 0.77 £0.02 0.50 £ 0.03 12970 <0001
72 0.97£0.03 0.72£0.02 12010 <0001

2.4 CircRNA-100395 #& B 2 ¥ A4t 2 LNCap 20 fie
12 & 0% Transwell (RZELI R, KL AZA
Ak 38 HiT LNCap 40 At 28 5 4% 8 95.34 £ 11.26 1,
AZA AP A0 2 AR 48.95 £ 6.87 4>, ZHA
il X (1=6.092, P < 0.01) , #iH] CircRNA-
100395 FEPH 2 I ELAL T4l il LNCap 4091278
2.5 CircRNA-100395 5 miRNA-136-5p # ¥e 1 i
XA WK 2, &2, KREYREBFEIRE K
i, miRNA-136-5P 5 CircRNA-100395 fE{E45 S
o WL R B R R4 R, miRNA-136-5P i

FIK W] IR T CireRNA-100395 B A= 7 iR (1) 5
JERMEEYE, ZRARITH#EL (P <0.01) ; 1
X} CireRNA-100395 5848 7Y [k 1) 9 't 2 g6 14 Tt
MR, 2R s E L (P>0.05) , Bl
miRNA-136-5p 1] LA 5 CircRNA-100395 #4545, H
Al CircRNA-100395 4T I I A5

CircRNA-10039  5’-UGUCACCUUC CAGGUGUG A-3’
RN
miRNA-136-5P 3’-CCUCCGGCUC GUCCACAC U-5

B2 A5 BEHM CircRNA-100395 5
miRNA-136-5p &GS

x2 miRNA-136-5p iE3RiZEXF CircRNA-100395 BF 4 B B o S E B A 5200
% miR-136-5P-NC miR-136-5P-mimics tfl Pl
CircRNA-100395-WT 1.00%0.12 0.42£0.06 7.488 <001
CircRNA-100395-MUT 1.00£0.15 0.97£0.11 0.279 0.794

2.6 CircRNA-100395 5 miRNA-136-5p % i& % %
qRT-PCR K I A& B, 2 H 3 4k 4k PRI LNCap 4
Jfi H CircRNA-100395 Fll miRNA-136-5p % ik /K
S oM 0.39+0.08, 0.87+0.15; £ AZA 4 F )5
CircRNA-100395 5 miRNA-136-5p 21k /K254
1.02+0.17, 0.35+0.08, AbHIFTJE X2 F A%
i E X (=5.808, 5298, %P <001). i#—
HIE 5% miRNA-136-5p 55 CircRNA-100395 % ik &
oY, H5EKRE 3RS .

2.7 CircRNA-100395, miRNA-136-5p % Smad3 %
6 & ik 69 %% Western blot Kl 45 R0, AZA
FH AL PR)S Smad3 (1.27 +0.05 vs 1.00 +0.02 )
Hl p-Smad3 (1.36 £0.05 vs 1.01 £0.01) #& 1 £ ik
BT, ZRA%TFEX (17394, 11.889,
Y] P < 0.01); 1 mRNA-136-5p i % 35 #1 #

7 Smad3 (0.82+0.07 vs 1.02+£0.02) Fl p-Smad3
(0.66+0.11 vs 1.01+£0.02) FEHFL, ZRAL
iteFE X (=4.996, 5422, P <001), 5
CircRNA-100395 5 miRNA-136-5p ¥4 A 442551 i
FEAMI T Smad3 R 1A,
3 itig

A A g 1 PRI R & i BIL D I 3 R 5 4 1
W, (EBEE DT AP HREAT, SOk m
H R, WM R R R AR £ Rl 3t
1) 58 R R B VA G, b CierRNA #A K
JE LA R 5 5L R 2 3K A9 9 TR P RNA 43 PO
CircRNA-100395 {24 —F 81 B i) CicrRNA, 2 3
TF 5% 2% B S5 2% 28 70 g 0l P i A vp R 1
FEPEAEN . W CHEN 25 MWHFSE &30, e 40
Z1rh CircRNA-100395 A AL, 5 i TNM 45
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IR B R S A ¢, CircRNA-100395 ik 55
T YRR CE AR B A R S TER AR AR TR ]
i 240 i S 3 3 52 CireRNA-100395 338 363k 1] i 2
0550 i e 0 M B, BEL 1 40 A 40T 2R AR IR > T
A0 i 3T B RN 28, CHENG 45 U R R & 3,
CircRNA-100395 i} 7% ik 38 i 17 miR-142-3p 75
A AT B AN B A . (RIS, g
HLPAT, AT e B AT IR TN . CHEN 45 1)
WF 5% & B, 96 40 M2 CircRNA-100395 % ik I
PEOT AP0 0 M s, S Al T, L DiER
EMT il B I B AR IR 2268 11 . LA 25 35320
CircRNA-100395 i 32 3 Vi § 98 JL R ) (0.5 15 i 4
L RPN S (4 A A e, AT AT Y iR i o
D IFSY CircRNA-100395 7 1 471 i 98 24
it 18 DR S B G 20 B A A T R B M
PETE N

AT A HOR B 2 B 58 R B, CireRNA-100395 5
W AR AR B R A R R R Y, (HS R
S AR R R R R R MR, A
AR5 R L B A ¢ Y. DNA H 3Lk
I Je A4 2 X 35 A 2 el AR B TR B SR, el R AR
X 38k Ry s Bl XA, 12 X e A S A8 i ] S 3k
LR SEZ RG], 51 RNA FIE IR IEKE TR
R, H & BN RS 371X DNA AL 5L N 2k 1%
) F B LN 2 —, i AT P S R T R ek U
ST AR U F S R, 2Rk e o 2 £ b
ARG BT XA T 55w IS, iz
G2 n] B Sk 410 o) e R IR A B SR R, A S
DRGSR UCER, (ke i) % A J . ik DNA H
Sk ) R0 A el 5 PR 2 HR Ak, AT AR R R P 3
PRI, 305 s 0 i 1 S5 P 34k, RS A S
PR Y 5 £ 15 R 1) 90 9 6 PR E BT ek 1T R #E4E H
AT 7 P g A A T AR ST AG I & B, i
51 B9 21 i 2 T CircRNA-100395 B (%3236, H
e B IX R AR R AZA ZLH 3L
QAP CircRNA-100395 FRik KRR, HED
CircRNA-100395 Ik 2235 1 /2 HEEH S 3+ X 7
W AL T TR AMA E B AZA FH AL
ARFRIE RS P A %) 1 B RN A 22 R B A7 )
M, X5 JEZIORSKA %5 SV 38 Ay 3L A i3 3 1
X &4 IS, mRNA FRK PG, 2 HER
T U AT A o Bree 2B B B R RS I A5 SR AW 7

W CircRNA-100395 445 i 5] Ji g 14 7] AE
Ay FHL, 5T 38 A U5 2R S DR 4 45 52 06 4y
Br & B, miRNA-136-5p 5 CircRNA-100395 17 7¢
A0, H miRNA-136-5p 1o F35 REGE I G I4AIK
CircRNA-100395 B A 7 Jio 2 ' 25 BTG 1, #E DU

HATHEN CircRNA-100395 Y R IE/E AR 5 . A1,

A BIESE A BRAE 2 Bl E S A BEFE H miRNA-136 A]

FAZ AL A AT T Smad3 2 H, miRNA-136/Smad3

BN A RV AEVR Y T AR I (5 Sl Y

THEIRA M CireRNA-100395 J& 75 A 35 miRNA-

136/Smad3 Hli K I8 75 i 1) s ) K LR R e, AT ST

i i Western blot SZ 55 K ilE & B, CircRNA-100395

T kAT DL E AN p-Smad3 Al Smad3 & Kk,

1M miRNA-136-5p 2 22 18 W AT {2 2 FEAIK p-Smad3 Fl

Smad3 HHFRIK, 455 WIOL R PR i 25 5 4f

Il CircRNA-100395 AI i3 i 1 2 W Fff miRNA-136

K{%E Smad3 BYFRIL, HEMTE TS IR A4 e

PRI, 3K — & A A7) Ht s 11 i AR O e A% )

IRITWIRTIT R B PRI Bl
Z& LTk, CircRNA-100395 3 [K )i ) F X Y

S i T AR T AR RS i A0 A Rk 0K

o, 4 AZA EWPEALAE IS CircRNA-100395 ik

PRIZ, FFAMHI TS e An i rY g sE A iR 22 RE ), HE

Al fiE 5 CircRNA-100395 #1U [1] ] % miRNA-136-5p/

Smad3 flify . SAMBFFAFAEAN R ZAL, ARHF5E N

SR ARSI, B i REE S E, RIS

WA 75 ik — 2L B 1F CircRNA-100395 £ 3 B A

IR Ko T o

S 3k
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