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Abstract In recent years, more and more studies have shown that RBP (RNA binding protein) and vari-
ous types of ncRNAs (noncoding RNAs) have mutual regulatory relationships. The interactions between RBP
and ncRNA have diverse mechanisms. On one hand, RBP can regulate the biosynthesis, stability and function of
ncRNA; on the other hand, ncRNA can also affect the function and structure of RBP. At the same time, the interac-
tion between RBP and ncRNAs also plays an important role in the regulation of other target genes, therefore partici-
pating in many biological processes, such as tissue development, metabolic diseases, neurodegenerative diseases,
antiviral immunity and various kinds of cancers. This review focuses on the research progress of the regulation
mechanisms between RBP and several common kinds of ncRNAs, including miRNA, IncRNA, and circRNA.

Keywords RNA binding protein; noncoding RNA; regulatory relationship; miRNA; long noncoding
RNA; circRNA
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71, 5 RNAR R 5 F0 AR B AR 322 4 e
FIRNAZE 4 45 K438 (RNA binding domain, RBD)4}
F 0, RBD=Z—MEAMEREM L, HATEAN
KB4k 3 6002 M 45 1) AN [F] 1) RBD, 4 57 Y %
RNA k-[A] {3 /7 (k homology motif, KH). RNAiH
A (RNA recognition motif, RRM). #4545 14
Ik (zinc finger domain)%§"', t4), RBP_I4F 4B
g5 M3 (auxiliary domain), %4512 FHEE
-t E AR BAE S5 K. — A Z M RBD4S
W5 — A B2 ANl Bk DAAS R i 07 UL e e —
&, A F HIRBPY,

RNAL RBP4 & ¥ it B 1% & H (ribonucleo-
protein, RNP)&E &4, 7EmRNAA: i (K54 J7 1 K& 4%
DIReAER , B AGE PR . mRNARTIRET 3, £
FRREE. g . mRNASERLZE 19, K RNP
TV RS R 86 B 52 EL K 52 1 05 () R A AR g o BnAE A4
Z ARG, RKERP 55 5% € RBPAH BAEH M
S EIAT; AN, RBPS mRNAK) 454 % JH [ B A
DRI K B S5 A R AT TR SR A i 5 A
R,

Fs b, RBPAM AW 5 mRNAM HAEH,
7] PL&5 A ncRNA(non-coding RNA), W1A% B {4
RNA(ribosomal RNA, rRNA). #iz RNA(transfer
RNA, tRNA). /M%Z{-RNA(small nucleolar RNA,
snoRNA). piwi-RNA(Piwi-interacting RNA). fil/]>
RNA(microRNA, miRNA). K RNA(circular RNA,
circRNA) A 3E4m TS RNA (long noncoding RNA, In-
cRNA)Z ), ¥E4RiE, 5 RBP4S & ) ncRNA (5 I# 3,
EHAIANIL T S RNA 90% LA |, 7T L, RBP5
ncRNARZE S AE AR s e . H AT CAFAE
—LE T RNA-RBPAH ELAF HI 9% Z A ) _E TG0 2 AN
B e, W catRAPID(http://s.tartaglialab.com/catrapid/
omics)!" e —™ HI ) Fitil RBPAT RNAFH H.AF HI
T H ; ncRNA B /E% 4 starBase v2.0(http://starbase.
sysu.edu.cn/) ISR T RBP-RNAAH BAE H K R IIME
1, RBPYE neRNA BLA/EAE A fi A v b 45 i E 1
F. —J5TH , RBP5 ncRNA #1454 1] LASE 3 HAth
FE mRNARU T, W25 ¢ 5 2R R IA K, H B
THIAMRNASI T, B, Hia. @R AEEEee; 5
—J7 1, RBPHI neRNAFAH B.AE 2 52 3 2 5
YEFI Y RBPENcRNA [3E, M2 IIfE, =
2 P BREAE H) R AR R R, AT P AR AT IR

ARV 1 2% R e 48 70 AR SOl 3 B SR AE W L
NPy WK RBP-neRNAY 5 6 R IEH 7720, Zh
REMLI . S R S OB Ut F A — ZRid

1 RBPSmiRNARIHEE1ER
miRNA — Bt K N21~23/ 1% 5 R 1Y) B0
RNAUT, B 75 3 B, miRNAT] LA 35 1 7L 35 4160%
DA bR DR 20k U™, P 8 HES 4l B MG 3 . A=
Ko BT RIEFMR FE. KA, mIRNATEATE
DI e 52 oA 43+ (19 715, WiincRNAs. 4% 5% [l
T+ RBP%, H A RBPXTmiRNA ) ffl %5 e 5 2 1) /F
Hlo RBPSmiRNA [ 7% & FZARHLAE LU R34
J7 I
%, K5 RBPATRNABY £ K 7RI RNA I
T, 7849 miRNAAEY) & B 7 5% 5 5 1
e 2 B ) miRNA BT AE Y& 5 P07 % miRNAA:
Y& R A0 AF A i RBP 3 224045 : Pumilio RBP.
AN — 1% 1% B 11 Al(heterogeneous nuclear ri-
bonucleoprotein A1, hnRNPA1). & = HKREE
6C(trinucleotide repeat containing 6C, TNRC6C)/
AR E 7 51 55 1 6 A(trinucleotide repeat con-
taining adaptor 6A, TNRC6A )& [ 5 ik 1) i o1 45 29
(B 1A). #iln, fEMAGT40 e, RBP Lin-28[AJf
%7 A(lin-28 homolog A, LIN28A )55 45 & miRNA
pri-let-7 (AP0 DX, 4 A48 miRNARF #7541 i 5
W I A AL E AR P E AW, AT RENS pri-let-7
YU TN B 1et-77; 7 KHZS #4348 1) RNA
454 8 M (KH domain containing RNA binding, QKI)
1 5 A7 A8 F ] pri-miR-7 [A] 5 24 miR-7 ¥ i 1. 2¢)
5o AN, B KHEEFF ¥ RBP KHESH I RNALS &
&5 A 9% 1(KH RNA binding domain containing,
signal transduction associated 1, SAM68) & A/ T 4L tf
Jiif&, 5 Drosha(drosha ribonuclease IIT1)#1 Dicer(dicer
1, ribonuclease 1I1)& FAH HAER, MTI7E#: % 5K
SR B ] miRNA LI miR-29b (¥, 335 1 1 15 i
P A B A R A AT A B B AR BT X miRNARY
FEIA BRI A F (Y RBP 32 EEA0 45 : RISCEE#
W) 3 TARBP2(TARBP2 subunit of RISC loading
complex, TRBP2). DNDI1(DND microRNA-mediated
repression inhibitor 1). RNAZE A2 /7 55 [ 38(RNA-
binding motif protein 38, RBM38). ANfa e gmfith [X 2

4 82 M (characterizing the coding region determinant-
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binding protein, CRD-BP)%% (€ 1B). %1 QKI5
B miR-20al) 45 &, v] DURRE F4ERF miR-20aff
KA, JEAE IR 5T BF 200 0 988 v R A% i g A o 1 FH B9,
RBP SART3(spliceosome associated factor 3, U4/U6
recycling protein)5 pre-miR-24a%% &, 7] LA 5 miR-
34alf)FRIE K-, DT 5 0 S /)N 4 i i s 4 B 1) 4
o AR RE 2, [FIRT, A 2EPi)i R(human antigen R,
HuR). A —1 %8 & H (heterogeneous nuclear
ribonucleoprotein, hnRNP). #% AN — A% % 5 A

Al(heterogeneous nuclear ribonucleoprotein A1, hnRN-
PA1)FI % BEmsIE [X 45 4 £ (polypyrimidine tract bind-
ing protein, PTB) A XUEAEA , BIXS AN [E] H) miRNA
A LLE A B e A

H U, RBPAJ DU #E miRN A #1J [K] 25 45 437
MG . RBPIEIE S mRNAM 0450, 55
miRNAZE A7 51, 23 miRNAXT mRNAFIRS] .
RBP Pumilio RNAZS & 5% i 71 1(Pumilio RNA bind-
ing family member 1, PUM1)4j p27 mRNA] 3'UTR

P

Mature miRNA
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, |
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A: RBPYE N HIHIH 7, FEAEmIRNAR) A 5. B: RBPYENEGE T, HWEmiRNAM A k. C: RBPFZIIMRNAM£5 1), 1 H 5 FEEmiRNASE 447 4,
{2 HFmIRNAXS 45600 SR D: RBPEmiRNALE &, KA VHAMEA, 12 3EmiRNAX #ImRNAKIZE & o E: RBPFR 4+ 45 rmiRNATEfEmRNA
RS A, T miRNAX I mRNA 45 4 . F: RBPAEMRNA I miRNAZS S 47 ST 454, FEmiRNA S5¥EmRNA 45 4 .

1111

A: as an inhibitor, RBP reduces the production of miRNA. B: RBP acts as an activator to enhance miRNA production. C: RBP affects the structure of
mRNA, exposing miRNA binding sites and promoting miRNA recognition of binding sites. D: RBP interacts with miRNA to promote the binding of
miRNA to mRNA target. E: RBP competitively interact with the binding site of miRNA on mRNA, thus affecting the binding of miRNA to mRNA tar-
get. F: RBP binds to the region near to the miRNA binding site of mRNA and affects the binding of miRNA to target mRNA.
Ell RBPSmiRNAKIER AR
Fig.1 The interaction modes between RBP and miRNA
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SEEMN SR R A5, 25 H miR-221/222 45 &
AL, AT E miR-221/222%F p2 7 (AT , 16 FLARNE
{40 M 3 R R R e B F B EH (B 1O)PY 541,
RBPI&F] NI miRNAPREVEH , —i#d 5 mRNAZS &,
TFTmRNA R F2 5 PEAI R 3 (1D), WIRBP HuR%54E
miRNA let-7/8 5 5 c-Myc mRNARI3'UTREE 4, M
N iflc-Myclf) 22145, RBP HuD-5miR-203at/ [A] 1,
F ] T INSMF% 3% #0151 [A -7 1(INSM transcriptional
repressor 1, INSM1) mRNA [ iABV4E,

PR, RBPFI miRNAT] DL 5% 4+ £ 1 17 mRNAY)
R PR 2O, A S0 o fAt ot B 1 ol = P Y i ke A7
FEH) EEHLH] Y, RBPAImiRNA & RNAFFMR ) 24
FERITHE TP, At LR a4 lil. (1) RBP
5 mRNATE miRNAHE A7 s8I 47 5 B85 &
Al fE 4B IE miRNA 5 RNA S UTERE 41K (RNA-
induced silencing complex, RISC)HI4E &, M ik
#E mRNA R ASE P ANEI 2R (K 1E). #iltn, RBP
DNDI1 A L5 miR-2213& 4+ 1% 45 & Bim(Bcl-2 inter-
acting mediator of cell death) mRNAF3'UTR, M
FeE BimF 02 B th4h, RBP HuR &S & i 2 R I
fif§ 5% 14 2 (erb-b2 receptor tyrosine kinase 2, ERBB2)
mRNA 3'UTR_F5E3 miR-311-3p# 25 1 & & UK
4 (U-rich element, URE), 5 miR-331-3p5% 45 &
&, AT PH1EmiR-331-3pXf ERBB2 {1 H, $2& 5
ERBB2{#H % /K1 B9, (2) RBP5 mRNATE miRNA
EESA LA TS mRNAKM S B,
R AR RNASER AL, M0 miRNA 5 RISC
&4 BB 1F). B 7 mRNA, RBPAI miRNA 7]
PAFE[R] 3% 4+ IncRN A 25 A 47 5, W0 HuR Al IncRNA
HOX#% 3% J« L RNA(HOX transcript antisense RNA,
HOTAIR) W) IE K-V AE S W 223t 2 IEAH G . 8
18, HuR‘5miR-135 4, 255 HOTAIR, 3458HOTAIR
mRNA (15258 P, AT I I g 1) A R e Pol

AL miRNA S RBPIIEH 77 XA (th—Ff, Bl
REE NI E R . Bilin, HuRZHF A £ [ RBPZ
—, A[E ZFHLEE T miRNARI DI RERY, — 5T,
HuR AT LEZIA miRNA I AEY) & &, AT 5200 miRNA
)L . W HuRAEMM)E 5 miR-1645 5, F3
miR-16FR LK PRIE N, 55— T3, HuRi& ]
DA miRNAFK) W45 7, @ik 5 miR-21145 4, fH
1E 7 miR-21 588 Y40 g 46 T2 K -1~ 4 (programmed
cell death 4, PDCD4) 454, BEM FEAK T miR-215%¢

PDCDAFH PRI 1 F U9, fad >k, miRNAH AT A
71 HuR #3157k F, 41 miR-34a. miR-16. miR-
12521 miR-5194 R] LI i 5207 HuR ) A2 5E 14 58
PRATT HuR™ ., 55— RBP, KHA! B 3221875 5
(KH-type splicing regulatory protein, KSRP), AT
PIE N Droshafll Dicer & & #0120 43, 717 miRNA
FIAEY A, nfEdt pre-miR-206 11 Al 24 ), T H %
Ik, miR-206 7] L5 KHAY BT #5240 45 & 1 (KH-
type splicing regulatory protein, KSRP) 3"'UTR [ &5
RLrighie, M KSRPI#IL ™, 28 B )., RBPY
miRNAMH EAERTE A Z e LR 0%, — &y
FER e AR AL, 7B &M AR 72 rh it A B
YEH .

2 RBP5IncRNAHIHHEER

IncRNA — e 52 O 200 M2 H R, HAS
AR 5 RNAMT, 2R BT mRNA, #7> IncRNA
B JE , EANNAZ TP ST BT . B, DL A AT
R dndE . ISR, 5 AR
RNAFHEL, IncRNA H TR, AT AE 1 2/ S5 4635
B REIRA A, BB S KEE B AT S, BRI,
IncRNARJ LI A 5T 2 RA IR 6 7. P,
KHEB7; IncRNAHSH] DL 5 AH S i) RBPAH ELAE ] 9, JF
AE - 20 R A= 2 AR iR AN R R AR E D B
Ban, N AN —PERZ B 5 K(heterogeneous nu-
clear ribonucleoprotein K, RBP, hnRNPK) 5 IncRNAFH
HAER, BT RAY T HAd I R drip 21 (1) 5%, #2 fHlmRNA
ffa e HEAEIPE, i incRNARE & 4, 117 38 K 4145
FZEP, IncRNA S RBPIZE & 77 AR D) he 240 5
PAR JUA

Z%F—, IncRNA 5 RBP4 & J5, — g i 15 HAth 41
B #iltn, IneRNAJKES b R R TR 1(urothelial
carcinoma associated 1, UCA1)5 RBPZ BEIE [ %)
454 H M 1(polypyrimidine tract binding protein 1,
PTBP1)4i &, K PTBP1524E 3| 5°-Z & LIt N IR &5 1
2(5’-aminolevulinate synthase 2, ALAS2) mRNA I Jf
Faxe Hoeak, TG o ML 21 28 1 ARV & i, fE 204
HEL 0 B BUCIE 2A); FEREAE T, IncRNAJE 53 &
fiz 1% 3 [F19(cancer susceptibility candidate 9, CASC9)
5 RBP A 5 5t 1 il #% ¥ E #% 8 1 L(heterogeneous
nuclear ribonucleoprotein L, hnRNPL)Z5 &, 4% —41
FEIE R G PIBK/AKYE Sl . DNASR {5 5 id s
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FERI R RIE B, HE4h, ZEMYCN(MYCN proto-onco-
gene, bHLH transcription factor) & 424 34 [ /& fa i 48
R i dRg £, RBPAE T &5 [ 3(matrin 3, MATR3)
KixwFE bF, HEEEREFFEMK, MATR3S
IncRNA /MZA~RNAZE 3= £ [ 1(small nucleolar RNA
host gene 1, SNHG1){45 & A RE I 1T RNAB#;, =
L5 0 SR R, AT 2 3 e 2 B 20 R 1 a1
74k, IncRNA p5315-F 1 9E 4 i RN A(p53-induced
noncoding RNA, PINCR) 7 L. $54E RBP MATR35
P3G TN E GRS G 2 p5 3L LA 1 1 9 1 X
W, AT — R F1p53i5 T B IE KIPI(KE]2B).

% ., IncRNAT LLifi 15 RNPE &4 41 RBPH]
EME R e M, M2 RBP S #EmRNA S5 &, #11
il B2 1 mRNA R EIEK T . A2 IncRNA B 5
Wi RBP 54 mRNA R 45 & 2 51, B IncRNAW] BL7E
4 RBPI) 554+ 1 P JH RNA, {4 RBPJL S5 5 mRNA
(24, AT RZ I #E mRNA 8 2 (B 20). B,
IncRNA OIP5-AS1(OIP5 antisense RNA 1)A] Lfi
HuRZ & & A4 mRNA, MM FFARIX 28 H bR 5%

(A)
RBP j i IncRNA

YOIt B9, T4 5 IncRNAFZ I RBP4 i ML il
A B, AHERR T BE2 0 RBP4 . 51, In-
cRNA DNA#151%5 52 K] 7(DNA damage-inducible
gene 7, GADD7) 525 mRNA#4 3% I LAIFEE 1
RBP TAR DNA%;4 5 1 (TAR DNA binding protein,
TDP-43)45 4, M52 TDP-43 55 J& 11 2 4 it ik
liF6(cyclin dependent kinase 6, CDK6) mRNA 455,
Ffil &% CDK6 mRNARZEAZ B, th4bh | IncRNA H19
FE/N B C2C12 LA L 5 RBP KSRP&S &, T3
KSRP/ 3 EEEE R e AR AT E B i dh, —Hh
FEFL B 4= FIA 1) IncRNA DNAH AT
15 M 3ESm S RNA (non-coding RNA activated by DNA
damage, NORAD), & Z 4= AR5 I RBPLE &4
M, 5ZARBPYHAMEAEA, H5RBP PUMIL
g4, PTLARRACPUMI I 14, AT $2 =88 mRNA )
FaEtt, (R FEmRNAMEIE, RHESE5H 2R
AR I mRNA )R, 311 5200 40 i i BB,

%=, RBPH A LAY IncRNA ) R LK F.
filr, RBPJE B R AEKE FmRNAG G EH

=
.S
Q
S mRNA If‘>
&)
(B) IncRNA
TSS
g
kS, Enhancer Promoter
E 3 1
E @ transcribe
©)
=
8
g
3 RBP

A: IncRNAZEEERBP E#ImRNA I, ML RBPX S mRNA KT . B: RBP5IncRNASS &, FL[RIVE FY T35 b (0 386 51~ i LAt 0 68 ) )

o C: IncRNAGE M 5RBPL: &, MM 2MIRBPS HAImRNAMI 45 &

A: IncRNA recruits RBP to target mRNA, which promotes the regulation of RBP on target mRNA. B: RBP interacts with IncRNA to affect the enhancer
of target gene, promoting the transcription of other target genes. C: IncRNA binds to RBP competitively, which affects the binding of RBP to its target

mRNA.

&2 RBPSIncRNAMIER N
Fig.2 The interaction modes between RBP and IncRNA
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1(insulin-like growth factor 2 mRNA binding protein
1, IGF2BP1)FJ LAFE M7 HE R 1, 55248 S 405t RNA
AN CCRA-NOTH, 5k 2 & 4R I 5 1(CCR4-NOT,
transcription complex subunit 1, CNOT1), M 53
IncRNA HULC(hepatocellular carcinoma up-regulated
long non-coding RNA) [ FEA#CY; 1k 7k, *4HOTAIRH)
ZFRARY A AR, HuR 225 5 HOTAIRZ:
&, it ZE4E let-7-Ago2(argonaute RISC catalytic
component 2) & &K FFICHOTAIR R £ g 15,

F4h, RBPHI IncRNA H) 45 4 18 B8 1 75 % In-
cRNAZEHZ AR EME. 41 IncRNA NORADI#E I 7
4 RBP PumilioZ ik (45 & G R 4ERF L R 41 A
7€ PEL RBP hnRNPK A] BL B #2 5 IncRNA XIST(X-
inactive-specific transcript)fH FEL/EF , M fd XISTHE
e A T RS X Gtk BV, BRitkZ 4h, IncRNA
AN RBP AR T A Y34 T DUAE 2 IncRNA % & £€
U1 RBP hnRNPK A LA 5 45 SIRLOIN(SINE-derived
nuclear RNA localization)ff] IncRNA &4, {3 In-
cRNARI &5, 25 EJrik, RBPAI IncRNAF £
TR 57 2, BB E R A 2 ARV R .

3 RBP5circRNARIHEEEA

AN P A B B i cireRNA N & T a4 5 T4
B, HZ AR T EAZ A, 3Bk H BT AmRNA,
HIRNAZ A BEII(RNA polymerase II, Pol II)#% 5%,
7E N ZE (Jpoly(A)-RNAH, circRNAT] GE H 7 1%,
circRNA 1] R ik K P BAK, 45 MM R e, 2 500r
T P9, H DA A A2 s S Ty 3R AR
JRE cireRNA _E RBP4 A Ar s 2> T 4 L 28 15 1)
mRNA, {HRBPjcircRNA [ A1 H.{F i ¥} circRNAF]
AW BN T e R S A B R T A

circRNA A& AFE L2 F 7 3, Hd RBPIK
SR EER R —. £ LLRBPIRSII Ak
MU, RBP QKI5 Fi/A mRNA_ IR BT HEA7 5 i
BN & 1454, WA BEcireRNA T O (EI3A). [
ez Ab, WEERNAZE A 1 (double-stranded RNA bind-
ing proteins, dsRBP)AJ i 45 5 43 7€ Al A mRNA 1
W T EAME R RNAXS T, SKAEZE cireRNA =42,
i1, dsSRNA%S £ 2 FINFOO/NF110 B 5 mRNAR{ /&
H B3 N BB R AP 51 45 4 DU cire RN A
BRI, Atk , dsRBP AT DL i 3 RNARCH A4
TE RANH cirecRNAITE R, H7E cireRNABYFZE, 1T,

&, FREAE R RIEER . filln, RBPE =
¥ F R 8 5 )7 51 5 [ 6A(trinucleotide repeat containing
adaptor 6A, TNRC6A )1 TicircRNA circ0006916114E4)
AR, K2 M AR B b AR A

circRNAIE ] LLIE 9 RBPHY “IF45 , 24T cir-
cRNA-miRNA WA EAEH 773, 2 RBP-circRNA
HEW) (K 3B), RBP-cireRNAM FLAE FH i R 2
— & circRNAM =R 25 ) L 2 M mRNAJT 4 R 5
SRR AR AR 45 A BE ), PERIE , RBP-circRNAH)
FHELAE F AT RESEMARBP I Z5 44 . ThREAN L4 i 72 7,
ATV A2 B A0 B2 U9, 41 circARSP9 15 RBP
UL16454 2 M 1(UL16 binding protein 1, ULBPI)
i, BVHULBPLPERIE,, TTHE = e 48 BT NK
Y1 A B P AR U7, 41, circPABPNS RBP
HuR %54 7] LI HuR 5 2 AR R 45 & | A &
13£[A [poly(A) binding protein nuclear 1, PABPNI]
mRNA 255 Re ), FEAHILRI 4

circRNAIL fE 5245 RBP & Hi# mRNA |, {e
RBPX#EFE R R 45 . W cireMYBL2JE T 524 RBP
PTBP1 % FMSHF % 2 2 i1 3(fms related receptor
tyrosine kinase 3, FLT3) mRNA K5 FLT3 1%,
TS 55 H 2R IE U4; ¢irc0003998-5 RBP poly(C)45 &
[ 1[poly(C)-binding protein 1, PCBP1]45 %, M
fig 13k b Bz 18] i #% 4k, (epithelial-mesenchymal transi-
tion, EMT)#H 3¢ 3 [Fl il CD4474% 14 6(CD44 variant 6,
CD44v6) 161k,

circRNA 5 RBP I AH H.E FH & 8 52 Wi Ji i 1) K
Ao —J71H , circRNAS RBPH] LR AW FE &5 A 4L
BEERE I & A2 . T circ Ago2 A HuR & A M) 3 AH HAF
R, (R Rm Ak, RN, [
I 2 3 HuR7E#8 mRNA 3'UTR FAE 4, M PHLE
Ago2 5HEIE N 454, 1 Ago2/miRNAA 5 1) 3 [A]
DUERSZ B0, 3k 1 2k e oRg R AR AR B U0
—J5 18, RBPH] LLIH I #1] cireRNA [ 3R 18 KA i3
TS A0 L B B 5, 40, RBP RBM3 ) i 6 A £ 41 )
SCD-circRNA2(iff /5 1 2 i g A S B2 K 3'UTR
I RUE ) cireRNA) IR, AT 12 JH-4H B Ji (he-
patic cell carcinoma, HCC)4UMU )34 5EH ", circRNA
5 RBPAEYUN 75 )% P R 345 EEAE A . #ildn,
circARSPI1 7] LUt i HCCH ULBP1 ¥ mRNAF
EAEFKT, 3 BB 5 ULBPIE 51 X S8 A0 BAE
55 RNA TGl TR G 38 ULBPIJE R (3R, I
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(A)
Such as QKI, TNRC6A

¥

O

RBP sponge

N 4

(1) Location

RBP (2) Function
- (3) Structure

A: RBPHRNAZE &, (EHERNAIFL, 4 flicireRNA.  B: circRNAYENRBPEILIN T &, FEWIRBPIZ . ThAERIE L.
A: RBP binds to RNA, promoting the cyclization of RNA and generation of circRNA. B: as a platform for RBP assembly, circRNA affects the structure,

function and location of RBP.

E3 RBPScircRNARERAAR
Fig.3 The interaction modes between RBP and circRNA

T 48 5 N K 4 A P 40 P = RS

4 g

RBPZ) 5 JIT A & 5 g i 5 D] 117.5%), 3 %2
2N R 4 HLRBP, £ 4 C 41 RNASSE & 3t
J¥, WIRRM. KH. XUHERNAZE; 4 15(dsRNA-binding
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