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(HE] BH T3R5k RNA(circRNA) circZNF652 f2 37 7 i % (PCa) A4 B PCa ta il & b #9 & ik A 2
¥ At B Y Fe T aEALE . HiE AFABENHERENE PCaf R Rarsl A BPH) B4
w2 F &k W circRNA, 58 % % & % PCR(qPCR) M & circZNF652 f£ PCa %8 #2 % (22RV1, LNCaP,
DU145,PC3) A= iE % A7 5] i £ & 20 . (RWPE-1) ¥ 89 2 A 0L, & #F circZNF652 R &k KF 5 PCa &% &
A H (OS) B8] B e R s B AF ARG AR 2 . 28 A 26X A £-8(CCK-8) 52 36, %, %8 mx, 52 % . Transwell £ 3. 49
B R R 3 EdU 28 B3 78 5 3o A7 T 45 circZNF652 3¢ PCa  JiL38 74\ R R E Rt Bk h e Hm, &
& 4% B TargetScan FAM circZNF652 f# miR-140-3p X [ 89 £5 A1 5, W& X F B & & B 5 %, RNA pull-
down % B35 E circZNF652 fo miR-140-3p %948 Z A4 A , i@ it £ PC3 = DU145 8 i ¥ F . circZNF652, vA &
f£ PCa #» BPH % % o 3¢ & 3 — ¥ 15 4E ; starBase2. 0 FAM miR-140-3p fe 5 i # £ %% & BI(HMGB1) Z Ja ¢4
A5 5 £ PC3 F= DU145 @ it # il i & 3% miR-140-3p & HMGBI1 % ik K F & 4, Western blot # M
PCa.BPH %% £ % ,PC3.DU145.RWPE-1 #m it ¥ HMGB1 & ix K PF, W& X F 8K E L BH £ RNA &%
#303% (RIP) /2 RNA pull-down 5 3 ¥ £ miR-140-3p = HMGB1 % 48 Z 4 /A ; 5F #o il £ & R F # & 4 (si-
NC.,si-circZNF652 # 1, si-circZNF652 # 1 +inhibitor NC, si-circZNF652 # 1+ miR-140-3p inhibitor) /& % PC3
F2 DU145 #m e HMGBI1 # & 5, A #t — F 9E &£ miR-140-3p A 344 HMGBl, &R A AL HH AR
qPCR £ R % 9 ,PCa & F 2 P circZNF652 ¢4 % A KT 4 BPH & # 7 &, 51K 5 PCa #= BPH & & &,
FHB R PCa & H f P circZNF652 £ ik K -F LB (P<0.001,P<0.01), # RWPE-1 @i k45 ,22RV1 . LN-
CaP.DU145.PC3 fm b F circZNF652 % & K -F L8 (P<0.05,P<C0.05,P<C0.001,P<C0.01) ;circZNF652 &
K ik 64 PCa %4 OS B 18] 32 circZNF652 1k & ik 69 PCa B & £ 42, W6 KB EAFAE D AT R 7, circZNF652 £k 5
PCa £ #1(T 5 #4= N 5 #) #= Gleason #4548 % . UK circZNF652 # & & T # 4] DU145,PC3 4n B 3% 74 42
# it A, ELHMIEE TargetScan M circZNF652 5 miR-140-3p L H Z 4B 5], R L £ BER S A H £ 5%
% RNA pull-down 5 3&3E 5 circZNF652 £ PCa 8l ¥ 7 % miR-140-3p #9447 ; PC3 4= DU145 @ fe + ., F 4
circZNF652 £ ¥4 4E 8] T iX — % ; miR-140-3p /£ PCa % F o X F o) A ik 4 BPH £ % X 9 2 Bk (P<
0.05);PCa &% P miR-140-3p AiX KF 5 circZNF652 & ix K-F 2 fi 48 % (r=—0. 888, P <C0.001), #3& &
starBase2. 0 2 #7427, HMGB1 mRNA 3-UTR 5 miR-140-3p & /& Z 4k & 7 , miR-140-3p # F i# ¥ 3k B
4 HMGB1, R %kt £8ikE A B %% RIP # pull-down S 3 4E % T miR-140-3p 5 HMGB1 % la & 4 4 4,
Western blot 52 8 & ILit & 152 miR-140-3p $ % DU145.PC3 28 e 7 HMGB1 & & K -F Ak, B circZNF652
#9 & 38 F 5% DU145 A= PC3 o e HMGB1 & A K F K, mapH miR-140-3p W sk i# XA T, i cir-
cZNF652 #9 it & i 7738 i 842 miR-140-3p/ HMGBI i@ %42 % PCa %) it & fo 45,
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[Abstract] Objective

PCa cell lines,and its impact and possible mechanism on proliferation and migration. Methods

To investigate the expression of circZNF652 in prostatic cancer (PCa) tissues and
Differential ex-
pression of circRNAs in plasma tissues from PCa patients and benign prostatic hyperplasia (BPH) patients
were detected by using gene chip technology. The expression levels of circZNF652 in PCa cell lines (22RV1,
LNCaP,DU145, PC3) and normal prostate epithelial cells were measured by quantitative real-time PCR
(qPCR). The correlation between different circZNF652 expression levels with the overall survival (OS) time
and clinicopathological features of PCa patient were analyzed. The effects of interfering circZNF652 on PCa
cell proliferation,colony formation,invasion and migration ability were assessed through CCK-8 assay,colony
formation assay, Transwell assay, wound healing assay and EdU cell proliferation assay. The online database
TargetScan was used to predict the binding sites between circZNF652 and miR-140-3p,and the dual-luciferase
reporter gene assay and RNA pull-down assay confirmed the interaction of circZNF652 and miR-140-3p. This
interaction was further validated in PC3 and DU145 cells by interfering circZNF652 as well as in blood sam-
ples from PCa and BPH patients. StarBase predicted the binding sites between miR-140-3p and HMGBI1, and
the HMGBI1 expression levels were tested after miR-140-3p overexpression in PC3 and DU145 cells. Western
blot was used to detect the HMGBI1 expression levels in PCa and BPH patient,PCa cell lines (DU145,PC3) as
well as RWPE-1 cells. The dual-luciferase reporter gene assay, RNA immunoprecipitation (RIP) and RNA
interaction between miR-140-3p and HMGBI1, and the
HMGBIlexpression in PC3 and DU145 cells were detected after transfecting different constructs (si-NC, si-cir-
cZNF652 # 1,si-circZNF652 # 1 + inhibitor NC,si-circZNF652 # 1 + miR-140-3p inhibitor) to further confir-
ming that miR-140-3p directly regulates HMGBI. Results The gene chip and qRT-PCR results showed that
the expression level of circZNF652 in the plasma of PCa patients was higher than that in BPH patients,com-

pull-down were conducted to verified the

pared with low-grade PCa and BPH patients,the plasma cirZNF652 expression level in the patients with high
grade PCa was upregulated (P<C0. 001,P<C0.01). Compared with normal prostate epithelial cells, the expres-
sion levels of circZNF652 in 22RV1,LNCaP,DU145 and PC3 cell lines were upregulated (P <C0. 05, P<C0. 05,
P <<0.001,P<C0.01);The OS time in the PCa patients with circZNF652 high expression was shorter than that
in PCa patients with circZNF652 low expression. Clinicopathological features analysis revealed that the circ-
ZNF652 expression was correlated with the PCa stage (T stage and N stage) and Gleason score. Knocking
down circZNF652 expression inhibited the proliferation,invasion and migration in DU145 and PC3 cells. The
online database TargetScan predicted that there was the complementary sequences between circZNF652 and
miR-140-3p,and dual-luciferase reporter gene and RNA pull-down assays confirmed thatcircZNF652 acted as a
sponge for miR-140-3p in PCa cells, interfering circZNF652 experiment in PC3 and DU145 cells also proved
this point. The expression of miR-140-3p in the plasma of PCa patients was significantly decreased compared
with BPH patients (P<C0. 05),and the expression level of miR-140-3p was negatively correlate with the ex-
pression level of circZNF652 (= —0. 888, P <(0. 001). The database StarBase analysis results showed that
there are complementary sequences of HMGBI mRNA 3'-UTR and miR-140-3p, and the downstream target
gene of miR-140- 3p was HMGBI. The dual-luciferase reporter gene,RIP and pull-down assays confirmed the
direct binding between miR-140-3p and HMGBI1. The Western blot experiment found overexpression of miR-
140-3p resulted in the HMGBI1 expression decrease in DU145 and PC3 cells. Silencing circZNF652 expression
resulted in the decrease of HMGBI protein levels in the DU145 and PC3 cells, while inhibiting miR-140-3p
could reverse this decrease. Conclusion Overexpression of circZNF652 could promote the progression and me-
tastasis of PCa by regulating the miR-140-3p/HMGRBI axis.
[Key words] circZNF652;miR-140-3p; HMGBI ; prostate cancer

B 5 % 95 (prostatic cancer, PCa) & 3 M A 78 &
90 f i UL B R 2 — R M A OB T
SRR N B BB AR M R Y — K
By, BT, X T PCa WA RGAIY 7 kA R,
I R A B R SR 3l PCa KA R I 40 F HIL , LU &
IR AE ARG IR T % B e B A e L A e A

FERBEE, IR RNA (circular RNA, cireRNA)/E R
— MBI RNA 73, 2 B A Y rh B 4 i & 45
HENIRPEA Y5y . ENTRA #EA RS, IR R
HH 2 VR S A0 S R R S L AT AR R, R
Z AT FEUEYE IE 52 circeRNA 1E BN 988 % J2 0T 58 1)
B TU T, — B B Ok IR
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circGNGT7 , 7] 3 52 BH Wi #4k 52 £ 1 (heat shock pro-
tein, HSP) @2k , il i3 cirecGNG7/HSP27/ R 3 i% 1
B (c-Jun N-terminal kinase, JNK)/p38 #2234
JEIE Ak 45 H B i (p38 mitogen-activated protein ki-
nase,p38 MAPK) i # #1) il Sk 2505 8% R 4 M J 12F Jre .
cireMYH9 38 it 98 95 22 = iR/ T A MR AU & p53 4E+
AL JERA A Y Oy 2N o 4 W g kRN L FE I A
Jf g 20 T m6 A B K B cireMAP3KA i %3k, g
ity cireMAP3KA4-455aa, B 1 il 77 40 At 50401 75 5
MFE T, circZNF652 (fif F 4 5 fA 17, 47388673~
47389404) JE 1 ZNF652 & K AT A= 19 — Fh D g Pk cir-
cRNA, BB IES2AE I T cirecRHOT1 B89 %35, I8 i
et SMAD [6E % 5 (SMAD family member 5,
SMADS) 23k 5 I8 17 5 1 Ji 10 SO 51 S il ik
circZNF652 & #iik W BEAte it JH 40 i 68 40 i 1) 18 5 L 1R
ZAEB . SR circZNF652 76 PCa H 1 I g 1
AU . ASHIE ST B O R T T PCa
R N BC X KA 1 8 AR 484 4= (benign prostatic hyper-
plasia, BPH) & M3 F 1Y circRNA FiAiE, Wil
L SE 56 K R circZNF652 78 PCa & A& o1 AT 88 19 1E
B
1 #MRE5FZE
1.1 ##
1.1.1 06 RZ R F A

W 2016 4F 1 A & 2018 4F 12 J ] ja] 16 A< B £
BeHy 36 151 PCa 82 F1 R 45 B T A Y 25 4] BPH f&
F # BB Gleason P4 R 4% PCa 43l Gleason 1F
<6 S A 23] PCa 20 4 ; Gleason TE4r =8 43 )
E PCa 16 i, 4R 58 ~91 %, 4 AbR#E: (1)
VIBHIA I R & M PCas (2) #2452 PCa MR HE VI B A
J& 2295 PR 12 B2 1A i 5 S R B 12 PCas (3)
R e N N AN VR SN SR & IR 31
WBIT. IMAS5#H MR R &L T 45 Mg R &
oo ARWF R A A B 48 B2 S A E (L S
2021ZH018),
1.1.2 S A AN E

PCa #ilifd & 22Rv1,LNCaP.DU145 il PC3 K& IE
W ORI EIAIE Y RWPE-1 W B b B B2 B F G4
fi)% . TRIzol . Lipofectamine 2000 {5 & W T 35 [
Invitrogen %\ #); Prime Script RT 5] & #1 SYBR
Green Realtime PCR 5 & A H A TaKaRa /A 7 ;
si-circZNF652 FXF BT 51 (si-NCO I [ 16 5 3520
A, EiFREE E Bl Chigh mobility group box 1
protein. HMGBI1.,1 : 3 0000, GAPDH((1 : 3 000) —
Ptk A £ E Abcam A F] s EAU DNA 41 i 34 58 K
M5 B L Apollo Y49 . Giemsa eyl W [ ) M T 456 19
A RHECA RS R 5 U S 2R Tl 1 e 0 5] &
Yui 7 1 B 35 [ Thermo Fisher Scientific 2 &) ; Tr-
answell /NZE W H 3 E Corning A A » Magna RNA
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PEILYTIE (RNA Immunoprecipitation, RIP) iR 7] £ 1t
H 3¢ E Millipore 7y 7] ; 3 58 i {k 2% % Y6 (enhanced
chemiluminesence, ECL) i3l & 4 H € [E Pierce Bio-
technology /A ) ; A ¥ ZFric & 11 RNA pull-down iz
FlE W | L E S RAEYE ARG ARAF .
1.2 7
1.2.1 circRNA & B %K/ 547

HEHL 4 ] PCa 5 1 4 4] BPH B & Y I 2%+
A, % H Arraystar Human circRNA Array v2 & 4k
158, HAFEA A B RNA fff i NanoDrop ND-
1000 7 E =, Ew)5, M Arraystar Fr i P i
AT i i 28 AR 3 2 28 . 1 56, F Rnase R(3EH
Epicentre 24 a]) 14 B RNA, DITH B2tk RNA &
£E circRNA, Bi)5 . & £ M cireRNA 3 i L 51 9%
ffi ] Arraystar Super RNA Labeling i 5 & 947 9"
B AL S 9 Ot B R 4% BE A B2 (complementary
RNA,cRNA), #riEAY cRNA i J5 8 2232 3| Array-
star Human circRNA Array v2 &%t (8 X 15 000) I,
Z23% )5 . ffi | Agilent Scanner G2505C 434 F %1 , i@
it Agilent Feature Extractionll. 0. 1. 1 ¥ {4 Xt 3k Bt
B FES R AT 43 0. A R BMF limma 3517 43
DrER AL S 5 SRt b B . 0 2k 25 Ak RIS & W
WHYRT 20 A R R MR K B cireRNA il 7 $y ]
VL circZNF652 ik L8O . 500 circZNF652 15
FIRAM circZNF652 (K KA .
1.2.2 @Rk

JIr A 40 AR % 1020 iR A I i DMEM 2 Jfg 15 57
BT 37 °C.5% CO, T A1 B 18 I By 55 48 rh 8 R
T AL AR 2 k. o 40 M & 0 B0 KO e T
I
1.2.3 % 8f % % &£ ¥ PCR (quantitative real-time
PCR.qPCR)

ffi ] TRIzol I 77 42 U ifi. 3% 58 40 g &2 RNA. il
it NanoDrop 2000 43656 BE 112 L 260 nm 4k 9 1 J'
JELA oo ] K A gey BLIF Al B RNA ¥ B2 F0 450 B2,
A ooy /A gy HEHTE 1.8~2. 1 BN, R)5, A
PrimeScript K SR FRKE B3k 5 pg RNA K 5% A%
H 4 DNA (complementary DNA, cDNA), qPCR 43
Brffi ] SYBR Premix Ex Taq i3 & ( H A& TaKaRa
INAEDFE ABI Prism 7500 Fast Real-time PCR &4 F
#E47. fiH GAPDH JEHE RN S, R 2% JF
Pt & mRNA RIKKF, 519 )F 5, cire-
ZNF652: Fiif 5'-GGG CAC AAA CAG TTC ATG
TG-3', Fif 5'-TGC GTT TGA ATG ATT TTC
CA-3; HMGBI1: i 5 -AAA GCG GAC AAG GCC
CGT TAT-3', Fif 5'-AAG AGG AAG AAG GCC
GAA GGA G-3'; miR-140-3p: I ¥if 5'-TGC GGA
TCA CAC AAA GGC AA-3', T it 5'-CCA GTG
CAG GGT CCG AG-3';GAPDH: Lii# 5'-GGG AAG
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CTC ACT GGC ATG GCC TTC C-3', Fiif 5'-CAT
GTG GGC CAT GAG GTC CAC CAC-3',

1.2.4 @@+t #9K 7 &£-8(cell-counting kit-8, CCK-
8) E Ik

YA L S, 18 AR ROIRAS BAF A9 40 A, HE AT O
1B B DA S, AL 1< 10" /LAY 41 i e B 45 A
T 96 FLANMI K I H . S FE 0.24.48.72.96.120
h, BFLIIA 100 pL CCK-8 ik #,37 C.5% CO, i
MR EERSEFA DT 2 b, B, & & fL
A(’lBO){Eo
1.2.5 BB RER

YR L S, 8 AR ROIRAS B 47 Y 40 A L K 4
B LA 1X10° /LA 4t B ik FE 420 T 6 L 4t i 85 57 Ak
BT 37 °C 5% CO, M AT B 6 IR 85 5% A b 8
I o A8 UL A0 L ) AR A B0 RN B IR BRI B A8 Ak
R MM dERG AN Z R REE E 0. 5% 45 f 5 J
@, WAUE T BN M vE RE R, v BEIE R = A1 i
i A K/ 2 A B B X 100 0%

1.2.6 Transwell 1% 55

AL O e, 1R AR RS R4 Y 48 B, FH G i
WHEFEERF . EMT LR, TERMAE 100
A 1iL7E 19 RPMI-1640 35 3% Ak Mk 5150 . A
[) FSF 1) B 5 O R A B, P 4 0 22 3R R T
10 min, Bfi/5 H Giemsa e 4. BB BE=400. T
BT WG] Tmage J BRI BURZ R W E R
OF B4 B 5
1.2.7 mmxRE%

L O e, 1R AR RS R4 1 A R, BN %K
A % A, 2 1 T Ak B ER A RO HE R T 6
FLANME RS F2 537 °C .5 % CO, M FNye B 16 i 55 5= 48
HREE 24 hs 't 2 R 200 pL 4t sk 3 B T B 55 A
T A0 A e MR L SR S W R 2% W (phosphate buff-
ered saline, PBS) WP PB4 g 3 Wk, BRr %1 F 69 40 B,
ATIMFHEFE AR, 48 h 5 AR, WET R
P, & Al Image J 802 B 58 .

1.2.8 EdU a3 74 5 36

YRR G fs , T BUE KRS R AP M 40 f, 270 T
96 LA M TR AR T A F EdU 85 3R B R T
37 °C5% CO, AR EE R IR TIFE 2 he 4%
Z R P 2 20 min J5, 1] Apollo 4 44 4, 30 min,
47 ,6- K FRE-2-FR KLk (47, 6-diamidino-2-phenylin-
dole, DAPD % il T J44% 30 min, A1,

1.2.9 Western blot

YA LS 3 AR RORAS R4 00 4 MY, LA 4
Mo E SR A, BEAED 1090+ 2w 3 B R 4h-
52 TR I Tk i ¢ JB% B VK (sodium dodecyl sulfate polyac-
rylamide gel electrophoresis, SDS-PAGE) 43 & . 9k J&
1 3 B W #. £ % (polyvinylidene fluoride, PVDF)
B b B B4 PF R 300 mA BB 2 h. B e A
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HMGB1.GAPDH — #t & , 4 H B i 416 ) il
(horseradish peroxidase, HRP) #xic i —#1 7E 37 C
TWE 1 h, &Ja.H ECL LK & B K, L
Sl KB E TS HMGBI #3kK ¥,

1.2.10 MR FHIRE LR K

K HTELE s F TargetScan il circZNF652 1
FEMEIL ] s starBase2. 0 T miR-140-3p W AF #UFE A,
LA AR . FH Lipofectamine 2000 534t . 33 A% B i
1 X PLB(Passive Lysis Buffer) 2 fi# 5% v i i 1 . i 2%
WK RE 5 X PLB 2 i 22 vl g ) )8 . R AT s H: B
LI FEIRFEH 3 min, LAR Il (Luciferase Assay
Reagant [[ ) B il : 7 Luciferase Assay Substrate
fil Luciferase Assay Buffer Il ,JR& 202, —80 °C ikt
Yeff 7%, Stop & Glo Reagant B . Stop & Glo
Buffer B FEEF F,37 C ¥# 20 min, 5 F H ¥
50X Stop &. Glo Substrate i B 1 X Stop & Glo
Reagant, BRAECEL . FIH B IR &, 0 A PBS ¥E% (3
min/ ¥, 3L 3 YO W FRARW AR . 1 X PLB R 2
M (200 pL/HL) 2 24 FLAN M S = =R P2 IR 2
fi# 20 min, FAHM AR WA 1.5 mL B0 E L4
C 12 000 r/min B0 10 min, B EWER B EHE
OEPARICREH . a: I 5 mL BOE  BE A
100 pL LAR T A0 40 Al 24 % 13 W (20 pL) . B R R
B ARG AS ARG I L e HUSE O R W R B SR E . b
BLOEBUE L SLRTIA 100 L. Stop&-Glo Reagant, Jf:
AN RS s PO TR ASC e A 20 O R
it s o7 5 B . OB 't 2R Tl ) M LU = 20 3R a Fr il
BEHC/ AW b MR .

1.2.11 RNA pull-down % &

e 25 1 <X 107 440 i, IF f# H Lipofectamine
2000 Fe e i A T AW TRE C ) B A A BR 2 7] A %
AW BRI MY miR-140-3p (Bio-miR-140-3p 41) &
BAPE X IR (Bio-NC 2H)  JE 47 240 75 AL 2. HAK 25
R4y BEIIR &) BE & R IR WL BR. A Binding
Buffer 2 A EMA K 0.5 mL, HE., & T 14
143 30 s, KBR RIS . A 50 pL AW R bRid I
A A FE S ENR 20T TR R #E 30 F 30 min, %
BHREE TR E5E 1 min, 08 BIER . F
A 500 pl. Wash Buffer B4 & EMEMER., 4 C
FERESNHEZD 1 ho A RERG. BESHG,
BTE R E 1 b B W 250 pL
Wash Buffer #2844 85 2% 1 % WG 2k & T #4148 Loy
B 1 min, I FWEW . A 50 pLL #) Elution Buffer
HR R R R MR IR B PR B L 5~ 10 min,
BRI L8 1 min, AR BEMEW . VMW T Sz
HR i A Neutralization Buffer, FfiH i qPCR #:ll .
1.2.12 RIP

WERUES ;s T Enpendoff 1A 50 pl EEJS
R RE R 2 F1 500 L. RIP Wash Buffer, iR i¢/Z % 5



FTHREF 20255 2A% 5455 2H

BTN A 15° (0 18 2R W B — 4% 4R,
Bk LU AR VR R U SO B R — . Pk
W5 .0 100 pL (19 RIP Wash Buffer & &R ER, N A
295 pg MNP T BT, ZIRPEF 30 min,
WE )G, % & A BB Enpendoff & & T 128 |F,
F# EW WA 500 pLL RIP Wash Buffer, % i 52 % o
P HEWERE Y — KR EE Tk B, RNA
EEEH L EDNE: # 4 RIP Immunoprecipitation
Buffer, &4 Enpendoff % il A 900 pI. RIP Immuno-
precipitation Buffer, 3 fi# 7k 20 0 224 it vk . B+ 100
p L 2R AR W) 3 R 900 pIL RIP Immunopre-
cipitation Buffer 7 4 C Pl E LK. WE )5,
B B0 ¥ Enpendoff R 148 L5 BIE WK
BIIA 500 pL. RIP Wash Buffer, €% % 5 38 b5k .
ERIFEVE 6 Ik, A 150 pl. Proteinase K Buffer # &
BEEBR-BURIZ S5 .55 CHEH 30 min, EH %G K
Enpendoff 4 & F @ 122 L% LR WA — B 1Y
Enpendoff 4 ., /5. # %082 LU0 T 2k ) RNA
HEAT VR L 2liAk , IF R 1T gPCR A,
1.3 %itsxam

AT ER 3 Ik, RH GraphPad Prism6. 0
B b BRSO RS R R & £ RoR ] K
K] Student”s ¢ K4 5L R R 7 2293 T (ANOVA)
K M Pearson # 3¢ ¥ 4 7 48 5% miR-140-3p 5
HMGBI1 KR A e, L P<<0. 05 A3/ Gil2#

2 % R
2.1 circZNF652 f£ PCa &k e X R e & F 89 3
Rk

4 5] PCa B3 F1 4 5] BPH B MK AEA R B4
AR WLE 1A, [ BPH B3 4L, circZNF652
FIRKF-AE PCa H MK THE . BlJS . qPCR 24
ISHF R circZNF652 75 PCa B2 1ML 3% 6 35 7K 48
BPH &3 B 8 7t . H 54840 PCa il BPH &35 I
W B P PCa B MM circZNF652 B g 7t
E(P<<0.05), WK 1B; 5 RWPE-1 40 iy [t %%, circ-
ZNF652 7£ PCa 40 i (22Rv1, LNCaP,DU145,PC3)
H A 26 3k K SF B 8 JF /5 (P <<0. 05, P <C0. 05, P <<
0.001,P<C0.01), H 7 DU145 F1 PC3 4 ity F+ 755
A, WLE 1C, i #E$ DUL45,PC3 4l il - Je
JEEL5LEy . 4 Kaplan-Meier A 475087 W~ B T
circZNF652 ik 15 ) PCa B . circZNF652 75 £ ik
) PCa & OS WA 4 (P =0.003), WLE 1D, IIfs
PR BLECHE A T ik — 22 4878 T circZNF652 ik K F
5 PCa Mei 431 (T 43141 N 4331 M Gleason FF4)
MK (P<<0.05), W% 1,

2.2 UK circZNF652 #p 4] PCa ta o £ Kk 4% & Fo
it A%

qPCR IFAl £ T 07 50 T P08 e R #% i
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circZNF652 # 1 (si-circZNF652 # 1 4, THACE &)
AT RSS2 5, WK 2A, 1E DU145 1 PC3 21 ffi v,
CCK-8 S50, wi B Y ML 3L 50 . Transwell 5250 A1 R JE @
B R R M E W], 5 si-NC 4 G BB FL# , si-cire-
ZNF652 2 1 414 i 34 5 fE 7 . ve B P i BE ) . 1% 2% B
I FT B BE 1 AR (P <<0. 05), W&l 2B~E; H EdU
AN A SIS 25 R R, 5 si-NC 41 b #8, DU145 4f
Mo si-circZNF652 # 1 240 DNA & W% 3h B 552 230
(P <C0.05), W& 2F,
*1 PCa 8% circZNF652 Fi& 5 I K 7% 12 45 1F 49
MM (%)]

circZNF652 ik

i H n P

S 36. 3 <<0. 01
BPH 25 2(8.0) 23(92.0)
PCa 36 31(86. 1) 5(13.9)

AR 0.8 =>0.05
>72 % 26 14(53.8) 12(46.2)
<72 % 10 7(70.0) 3(30.0)

T 4+ 4.9 <<0. 05
>3 28 22(78.6) 6(21.4)
<3 M 8  3(16.7) 5(62.5)

N 4 3.9 <<0. 05
NO 28 10(35.7) 18(64. 3)
N1 8  6(76.9) 2(23.1)

Gleason P43
=74 26 18(69.2) 8(30. 8) 4.6 <0.05
<74 10 3(30.0) 7(70.0)
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il AE B8 JBE TargetScan TN VEAERD EL N, &
i RNA miR-140-3p 5 circZNF652 B & H 4§
G WK 3AL WL S B A R SE 5 B oR, FE
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BRI A Y AR W E AR IC AY miR-140-3p (Bio-miR-
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DU145 4 ffi &, Bio-miR-140-3p 4 MY circZNF652 &
H£RE Bio-miR-NC 4 9 & 1% (P <<0. 05), L &
3C, TH circZNF652 19 % ik J5 (sicircZNF652 # 1
ZH) . si-circZNF652 # 1 44 miR-140-3p )2 1k /K 4%
si-NC 2 B .3 £ (P <<0. 05), W&l 3D, M4b, PCa
B L2 P miR-140-3p MRk K ¥4 BPH & # W
WREML (P <<0.05), WWIE 3E., Pearson #H &4 47
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