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Abstract: RNA-binding proteins (RBPs) are key regulators of RNA metabolism and play crucial roles in various RNA
processing events during cellular development in eukaryotes. They interact with RNA to form ribonucleoprotein complexes
and can undergo phase separation, leading to the formation of dynamic, membrane-less condensates. This review begins
by outlining the fundamental concepts of RBPs and phase separation. It then provides an in-depth analysis of the molecular
mechanisms governing RBP-mediated phase separation in plant cells, highlighting its critical functions in plant growth,
development, and responses to environmental stresses. Finally, the review discusses future challenges in researching RBP
phase separation and its potential applications for crop improvement.
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RBD)/™ 5, IXLL4E G I8 EEE 1N R E I RNA JF 51
B =R EEAZ G RBD B245 RNA R
¥ (RNA Recognition Motif, RRM). £ F5 45 #4)4,
(Zinc Finger, ZnF). KH 25435 (K Homology, KH)+
RGG %:J7 (Arginine-Glycine-Glycine, RGG Box)-
DEAD/DEAH 12 i€ B 45 #4) 18 (DEAD-box helicase
domain). ¥R 7 &5 #4358 (Cold Shock Domain, CSD
domain). YTH &5#43(YT521-B homologs domain)
S0, X BRI AN [ 2H A5 1845 RBP HAA 2 4F
AR Dy RE R e 52 ) e

I 2 A S A D Rer I, B AR RBP REL
SRILE, BREE SRS ERN) RNA 4568
[1(Serine/Arginine-rich Proteins, SR & ). & & H'&
B[] RNA 45 4 & [ (Glycine-Rich RNA-Binding
Proteins, GR-RBP) . = iR LIk EH X EH
(Pentatricopeptide Repeat Proteins, PPR %5 1)«
DEAD-box RNA fi# i i (DEAD-box RNA Helicases,
DEAD-box RH). RNA 4 15 (RNA molecular
chaperone) #l YTH 4 [ (YT521-B Homology
Domain-containing Proteins)%5 (5% 1).
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Table 1. Types and basic information of RNA-binding proteins in plants

e

Name

S HIFFAE

Structural characteristics

AR fiE
Physiological function

SR HH

Serine/Arginine-rich

N i & RRM Z5H43,

N-terminus: containing an RRM domain

protein Cifi: B SR LEEg
C-terminus: containing an SR-rich domain
GR-RBP N ¥iif: ¥ RRM B{ CSD £5#435%

Glycine-rich RNA-binding N-terminus: containing RRM or CSD domain
protein

X fE 73 1% CCHC BUEHRELT)

C-terminus: containing glycine-rich region(in some

proteins, this region is interspersed with conserved
CCHC-type zinc finger motifs)
P BRIRELR 35 MR

P-type: tandem repeats of 35-amino acid motifs

PPR K

Pentatricopeptide repeat

protein PLS 2%: ™1 P35 (35 aa). L HEFF(35~36 aa)fll S Hf
(31~32 aa)H ik
PLS-type: composed of P motifs (35 aa), L motifs
(35-36 aa), and S motifs (31-32 aa)

DEAD-box RH AR DEAD 355 & Q. 1. I 25455k, 5 ATP

DEAD-box RNA helicase & ##ift] RNA fift i 1%

C 3iff: A7 R & HEARXIREB M 2RI & AR

PERTR mRNA BT, Hi2 e, S 5HEYAEKRE R
(INZHIE5E . JFAERT D), SE58 &R IR AR ARVl & BT
Regulates precursor mRNA splicing, transport, and translation;
participates in plant growth and development regulation (e.g., cell
proliferation, flowering time); enhances adaptation to abiotic stresses
such as high and low temperatures

et RNA 78, WRFF. 8. IORENE: @EdssRE 5
THPFFAE Ao BT R G R BT 2

Promotes RNA folding; responds to drought, salt, and low-
temperature stresses; regulates flowering, circadian rhythm, and seed

germination through hormone signaling

BRI 2RI AR Gk, 81 RNA g, B8 KA e, R
SAER. VAR RRRRE, S5

Regulates mitochondria and chloroplasts; controls RNA editing,
splicing,

and stability; influences photosynthesis, respiration,

embryogenesis, and participates in stress responses

AL RNA — 0 85Mf#iE, 25 518 RNA I TAnN &7
BIRZ. TRNA ), T AR AR T EHa i 2 1k

Containing conserved DEAD motifs (Q, I, IL, II, V, VI) with Catalyze RNA secondary structure unwinding; participate in post-

ATP-dependent RNA helicase activity

RNA 73 715

RNA molecular chaperone JE4 577 RNA £55 5877

Structurally diverse; some belong to GR-RBP or DEAD-
box families; exhibit nonspecific RNA-binding ability

YTH %A
YT521-B homology

domain-containing protein

S L AR
meA FIALBMSE &

Containing conserved YTH domain (approximately 140

amino acids); specifically binding to m®A methylation

on RNA

ZEMIZRE, #4)J8 T GR-RBP 8 DEAD-box 5%, HA&

transcriptional RNA processing (e.g., intron splicing, mRNA
maturation); regulate growth and development, as well as tolerance
to cold and drought stress

I I RNA R S 4e L ThRg, IR MHE N fRY" RNA
FaiENE, (b4 RNA A, SR mie st s5is i sg
Maintaining RNA function by correcting misfolding, protecting RNA
stability under stresses such as low temperature, promoting

chloroplast RNA metabolism, and enhancing plant stress adaptability

EARTH YTH 2532 140 MEIER), 5 RRM AA Ml R R B mRNA, 845 RNA R, £4EKEH
RETZ RS B RIELEH, 5 RNA LR

(nm R AR AR S TR T8 47) K AR A JE i 7 (il
A TR AR

By recognizing epitranscriptomic modifications of mRNA, regulate
RNA metabolism, maintain gene expression stability and
homeostasis, and play key roles in plant adaptation under different

environmental (heat, salt, drought, etc.) and biotic stress conditions

Jii. DNA H1 RNA 5 5751 A B AH 70 B e SR A
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s R AR

RBP [IAH> ESTERE) 1] RNA AR5 38 5 ¢
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FHAHDEMIRE . RBP 5HEAH RNA HFEZSE
I, TERBhAS O SR A, DASEINT RNA R
W 2R . RBP MM B2 38 E A
T 45t RE AR . B 1 J5 12 Ui (Post-Translational

Modifications, PTM). 1 5(5 5 2 RNA 1&11%5 2
DRI 2= () PR R 458, 3 G PR 3 A I [) /075 ) _E A B3
Wi, TR T A e BE Bhas HOR HE ) 4z o £ 210,
2.1 RBP WERALHFHEXTE D SAVIERN{ER
RBP & AEAH 73 B IR 32 52 H e SR AE 1) 1
7, A2 N TE TG T X 38 (Intrinsically disordered
regions, IDR)F RBD. IDR i & ok = [# & =4k
CERII) 2 IREE B, IX SB[ RS, Refgidid 55
ZW A AR (Y5 1 2 T 2 AN B e St
M [ B AR R AH BLAE D Z 54040 55 . IDR 18 R
U B B P A R 2 A R e A R & &S
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77, (R E A0 TR N SRR T A 4 &5
HIEE R YRs], 28 A% (Prion-like domain, PrLD)
ST PR S A AR PEAN T R LRI IDR, T2
Z 5ERWIE R T AL fEREETT R, A 474
Fh i A AL TN & PrLD26), PrLD 7E45#) AT R
FERIT I E, #ARTEN T RBP AH B K
FEETER

¥ RBP 1) RBD 44 Kydsl 2 AH 2 28 it f2
R MO, FMN RBP B — a2
MRS RBD g5 #4938, Jfil i ix Le 45 #4385 RNA
gh 4728, —2E RBD 45443, W RRM. K [FIJRZE
}4J3(KH, K homology domain). ££48(ZnF)3 5%, A
I REW R RN IR 25 & RNA 70T, IEREBE N
A2 IDR PREMVEA, filkfH 5. B, 7Efm
RS RRM Z543801) RBP i id RRM 5
IDR [IHRFIFEF, 3856 T 8 5 2 (i A EAE A
ML A3 B 27, 7 RNA fFAEREL T, RBD
SERIIOE RERE TR IE A 2> B Bh SR . @il s
RNA 437 ELAEFH , 3 86 45 fey ek T DASZ i gt SR AR 1)
KA TR R ML S AL 43 [ Bh A8 28 #1281,
7£ RNA fRiHid 24, RBD 5 RNA 4545 Al fg
AR B AT, (EH IS S RNA [P0 LA
AbFE, ML RNA AU 8047
2.2 RBPs HERREFFREIHECPTM)MHES EH
VERY]

R A IS BPTMERY) RBP 255 (1)
VAT R IR AP Ok H 2 FEPEH - PTM it e
RBP [PLEEPE A EAEREE, R AR A > S R,
T SRR A AR A R B R PR B PRI Y

WA B WL PTM 22—, 7EJELe sy R oy
DAfEit RBP [AH & . filln, 7ERIlm T, S
filf FERONIA(FER)¥ GRP7 5 A1 IDR 4% 5 o7 s 53
ITHEIRAL, IXFRBEERABIE SN T 4 B L ff (1) I
FH, B T GRPT & A H A > A A ERAL PR o
T AH A3 B R B 201 1 i R B R FELART 20
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SRS N B R . e AL, WERRAL AT e i
IR A0 o 1 2 () AH LA A 7 A 5 e HE
KAMFIF B, 72N RGN O X IARIEBY, H
TEREP R AR R I AU I I 1 o

B T BRI Ah, HoAh PTM I 34k . 2 &K1k
A SUMO 1h&5 75+ RBP IAH > BAT A h K 4%
HEEAEH . XSS 8 T A = I L Y B A o ok
SR 1R 4 F 2 [RIAR EAE . BB s A o &
AT . fENERIEYH, AW 7RI PTM
WA SR .. YT, REXXE PTM 2
) i[RI FH BRI e 42, B SRS ABL ) 1 42 ML it [
FEAAAE. AFEIE PTM AT RELEAS [F] A B 26 AR 5l
A) i B R AR, DA RBP EZH A 6 R385 45 5
A N RTUAH 2 B TR S A TC 1%, R S BRI 87
Yo BT P AR R AR A
2.3 ZEZRHREMEREES S

IS S b R AH 2 25 A% O 1R T TR 7, J%
WA AR B EE B . R BIEEAR K
V1707 5 = P €A ) RS LS ek ERe B i S i A 1p- AL
RBP [RIEKT 40 5 A7 K 25 15 18] A B
ER . X—idFEi@ % fEBE PTM kA, @ iR
by ZHRENEZMEIMHEE RBP FIHAPIRES. 28
IKER KM B =40, NI sh A5 5 RBP [FIAH 2
BAT ONRL2240 ) [F]F, RNA EM(U0 meA Al m'A &
R GRS 25 500 4, /i 3E RNA 5 RBP (£
FIHAER, HE5aM 48 A A A R . RNA
AN AT LU i S RS A5 5 1 TR, ik Rg
5 PTM JE R RN, 3[R 9838 AH 4y 2 1 AR 4
IhRel72, jhAh, RNA A5 57 RBP H
R RO, R E IR, RNA MY
RN R IMO Z N AL, EE T E &
IR E P B S 1 S A DR 285 ke 42 1l A 40 3 A
ML RaEtERIThRE . UL RIEE A, AFZE
A RNA BB SR 4 5, T sl
e AED 22 ThRe, anif i LR ERIA . RNA FE 1
KHERCRRY, XL R AN H PR B, S
[FRE e — A sh AR R 4%, 4115 RBP IAH 2 2547 A
e % TEAE M) AN [F) % & M BRORH 22 e 38 6 A 1 1R
e N AR, R SEE KK E . 1@
T 2 I 3 I R

3 TR RBP KD REN T

TR AR KEZ 517 B 10 RBP, J5 g 4]
BARIAESNRE TF . SRiE. BEE. KFg. il
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EX/ESvr R RS RNA 4543k RNA R F SR
Biological process Name Gene ID RBD RNA metabolism type Species Reference
FFAERT1A] SR45 AT1G16610 RRM RNA H#% RNA splicing HNRETF Arabidopsis [33]
Flowering time HRLP AT2G44710 RRM RNA B54% RNA splicing HIRTF Arabidopsis [33]
UBA2C AT3G15010 RRM %3 Transcription PRI Arabidopsis [34]
FCA AT4G16280 RRM BARTFERAL Polyadenylation LB IF Arabidopsis [35]
SSF AT2G47310 RRM 5% Transcription W FTT Arabidopsis [36]
CPSF30L AT1G30460 YTH EIRIFERAL Polyadenylation  # I JF Arabidopsis [37]
EHD6 0802G0517531 RRM mRNA (75 7K # Rice [38]
mRNA sequestration
YTHO07 0804G0608800 YTH mRNA [ 7K Rice [38]
mRNA sequestration
R RE SERRATE AT2G27100 ZnF C2H2 miRNA i T PRI+ Arabidopsis [39]
Leaf development miRNA processing
F5EIE K SIYTH2 SOLYC01G028860 YTH S A i Tomato [40]
Aroma formation Transcriptional repression
e e N RBGD2/4 AT2G33410/ RRM mRNA #i2 HUFETT Arabidopsis [41]
Heat stress response AT2G33410 mRNA transport
AGO1 AT1G48410 PAZ PIWI miRNA {73 LRI TT Arabidopsis [42]
miRNA protection
GRP7 AT2G21660 RRM #3% Transcription HNRTF Arabidopsis [43]
BT E P R DCP5 AT1G26110 nil mRNA &5 ARETT Arabidopsis [44]
Osmotic stress response mRNA sequestration
NS ENE S ECTS AT1G79270 YTH mRNA P&f# L IT Arabidopsis [45]
Salt stress response mRNA degradation
R P EIVEES DRG9 0S09G0421700 ZnF mRNA & 25 JK#5 Rice [46]
Drought stress response mRNA sequestration
SiYTH1 Seita.9G534000 YTH 3% Transcription /INK Foxtail millet [47]
T G B RH6/8/12/20  AT2G45810/ DEADRRM  miRNA fii L ARITT Arabidopsis [48, 49]
Plant immune response AT3G61240/ miRNA processing
AT4G00660/
AT1G55150
ECTI AT3G03950 YTH mRNA [55 ARITT Arabidopsis [50]

mRNA sequestration

Tk R E ST AT E ) I AR AE 4 55
F A HHEH RBP(ELH 2/ —/ TV RNA 455451
)0 o LA e, INE B 10% 2135 18 /N 22 1
27%ANEER1320 ) RBP I8 A 2 2 ML 7E A A 1 £ Fol
AR RO E R, BRI TE. K
B HEVTILRK W (R 2)B3350,
3.1 1EY) RBP {5 E5H AT EHEE

HPINE FRAEKBIETE A KA, 23] ZF
AR R A A 4% . fEIX —id A2+, RBP T
BT RBRE T I0 T 458, 2513 8T
TEIER P FRIE, KRR T T AL 8]

ERLF I, FLC(FLOWERING LOCUS C)&—
AN CER LSRR, HRKF B e )

(T A€} 18] . HRLP(hnRNP R-like protein){f y—Fi
KEER) RBP, @it 5878 A F SR45(SER-RICH 45)
P EVER S T BCRA TR I BT A% N SR AR,
FLC WL BT, BEM K FLC Rk, 2 FLC
FIKFEACIT, THAE LS S Hesos, HEshENE
FRAEK A KL, HRLP 8 AH 5 B ML R
WTE FLC MERIE, DU ORI YIAE & 18 R B 2 A
NIFAE, $REAEAE TS B,
UBA2c(UBP1-associated protein 2c)s& 54 7+
H— MR R EE RBP, &P RRM
Fl—ANK I 2 (38 (PrLD) . #li4k 1) UBA2c J2 3
PrLD 7EMRSMRE T % IE i, H UBA2¢-GFP [
FRAP(Fluorescence Recovery After Photobleaching)
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S 2 W) HL TR B Bk AR B AT B ROCIR RV . AE 4K
N, UBA2c JEZMM%BE A, RRM B( PrLD )R
AR SRR IX AL B R A, 1568 RRM AT PrLD X}
HB A R E R E L, UBA2e AR M 5
AN (T E e P R R I (B i W £ 2K A el B P
FLM (FLOWERING LOCUS M)I{1%65%, M ifn#isi] 5-
TR B,

FLL2(FCA Like Flowering Locus Protein 2)t /&
SRS ST A (] ) 55k RBP, HLRAE sof78
KU B E ML IR R, FLL2 5T
RNA 4548 H FCA et HAHHAER, FLL2 Al {2
Bk FCA M40 B, 0 FCA #AREE A K/, FCA
Z oK 2 BIRHRM, H5 RNA 1 3
T3, PLEAT e G R Rk, 5k
I FF LR 8] A 2 425 1 o

It 4k, P-body(Processing Body) i 4> DCP5
(DECAPPING5)LL f2 RNA 454 SSF(SISTER
OF FCA)YZ 5 | JF4Em 1] (1) 1456361 DCP5 1 SSF
I PrDs KA B, TRk E T B 61, 1E
FLC (e RO EEZAE R, il 7Tt
TERF ]

CPSF30-L(Cleavage and polyadenylation
specificity factor 30-large) /& f0hFg 7+ mCA [ 12L&
(reader), ZHEHMAE A YTH &5f8, REEIH
WIS S mRNA L meA 181, H meA 455 ThhE
TE 146 55 48 7% B2 (ABA) i [ Hh &8 56 5 B 671,
CPSF30-L jEid 5455E mOA IBIA S &, WEomiiRg
A% PBERARIE I, IR mOA BT oo, M
T 2 SR R AL S RERE . CPSF30-L HhJess
FECIERRE X AE K, I mRNA B, BEm5]
16 ABA U Y. . FE/KFEHT, YTHOT [FRHENE
YTH 53801 m°A [ H, 75 EHD6(EARLY
HEADING DATES6) H.AF, JL[F45& CONSTANS 4k
I F A 0OsCOL4 (CONSTANS-like 4)mRNA
ff) mSA 1&1fi. EHD6 &4 PrLD Z5#43k, RE65 740
BT EAL RNP RORLRESRY),  HILBERA
AT RO . EHD6 J8 i AH 20 S ML YTHO7
A% % RNP ki, ff OsCOL4 mRNA Bg &, 1
W R PR IR PR AR OsCOL4 EHEMME . BT
OsCOL4 S AEAMHIR 7, A R B i PR ik
Ehdl(EARLY HEADING DATEI) ) . T il A6 & %%
BRIERIE, IR 3E K FEFFTERS,

32 HEYIRBPHAESMHALE

SERRATE(SE) & F 72 —28 C2H2 BUEHRE H,

TEFA 4 B R D 7IMA (Dicing bodies, D-bodies)H ]

rh E 7K FERL 22 (Chin J Rice Sci) 35 40 %55 1 1 (2026 £ 1 H)

TERHE RN - SE R A A IDR, AIERSMNE
OB, FF 2 DCL1(Dicer-like 1)« HYLI(HY
PONASTIC LEAVES1)%4 Fi#E NIX S o £
A, SE B 1) IDR RAZZFHLIE D-bodies Ik,
I HIXFh 93 8 A JGIETRAME SE DIfgdk 2k RAZIK
H L5 3 0 A2 A R AR I 1 4l AR R B9,
3.3 fEYIRBP A HIFIERILSERR

SIYTH2 & i — R E 2 YTH 8 A, 1EH
PR 0 7 i JTUT HRFE OSSR . SIYTH2 Jiid
FHA B RNA- BRI TE G, BB HE K
MW R G ARSI K] SIHPL(hydroperoxide lyase)Fll
SICCDI1B(carotenoid cleavage dioxygenaselB) ]
mRNA FHHX LI 8. mdbR SIYTH2 P
# SIHPL A1 SICCD1B [, G AN K
PEVI ST ) P B, ST R ST A A, T ANFE A SR S
FA RSCARIMRERE , T g 50 3 i SR e R B it 1 VB A
SRR 1401
3.4 1EYI RBP T ESEIRME

RBGD2(RNA-binding glycine-rich group D 2)#!!
RBGD4 &ML F 7+ H A i B RBP . EAITAL &
RNA 5 5l &5 #4485 (RRM) R 5 2% 5 45 74 38 (low
complexity domain, LCD), LCD [X 35 g & R %
[ % (tyrosine residue array, TRA)TE =i friE T I
NSRS, TR I SG. TRA FAZ AR
5785, IR RBGD2 Fil RBGD4 £ SG A (¥t ik
71, FFE 55 HO mEriR e R E . SRR,
RBGD2 1l RBGD4 HJILAE R £ 4™ it , 5 5 2 N
S E AN A N, mRNA AH LA, AT 4 1 1 96
YIAE i B AR AR RE I,

. ¥ 7F ARGONAUTEI(AGOI1) /&2 miRNA
(microRNA)F siRNA(small interfering RNA)/ 53
UTERHIZ O E, 0 AL TR A TR . B
BARAE AGO1 FEAM SRR AP LR, Jf 5 siRNA
MM T SG 43 FL5E L. AGO1L 1 N ity Poly-Q £5#4)
S HUR TR AR, TSR B . SR
TR SiRNA 415 AGO1 5 miRNA {145 & K #
PRUIENEE, FRRESRAT i r] REE I RS & AGO1
DARIF L DhRe, 17 3F B R A R R R 3R
1% H g AEAE 42,

GRP7(Glycine-rich RNA-binding protein 7)7& 4
M A HERE SR RNA 456 EH. iR
BT, GRP7 Wl ¥ BB N BRIk, X —1d
AT A AT U 0 o A A R A A A S
GRP7 fEMRN AN AT A 73 88 . FER s,
GRP7 HIM 7 EHHIA BT SG KRR, FFild



JERAE : AR RNA 456 EEAH 0 E LR 0T el

% elF4E1(eukaryotic initiation factor 4E). CSP1(Cold
Shock Protein1)F1 CSP3 #Ii| L 1%, AT /D il
A LT A A2 ) AN S M (431
3.5 1EYI RBP O BESEEEME

P-body J7> DCP5 7E4UL B 7T B2 328 il 3 Fi bz
ERIREIEH . &Ry, DCP5 ZHIX IR
T IDR, M —B IDR HA 77N IH 2 &
(intracellular crowding sensor, ICS)IJRE . 7ES5 15 E:
H1, DCP5 B8] p BT 40M T 4k T =B IR EE i,
AR Ik A, AT G N, 1CS @il R
A FAE S B, TR HOAT I R AR, T
SR AN S EE a4
3.6 1EY) RBP #7BE 58

ECT8(Evolutionarily = conserved  C-terminal
region 82 fURI /- S5 —/ YTH SRR . hihia
N, ECT8 s M RIE/KFEZET i, HE méA &
Wil mRNA 45568 /11455 . ECT8 5 DCP5 HL#%AH
TAEH BAL AL, W] Rg R AH 23 B AL SR 2 i
mRNA GIADNAR A, s A48 £ o8 o 87 67 452
[AI-7- mRNA 75 A ) BEARLRE , DT 4G s A 5% 6 18
ISP, YERFEESRAERRAS, FEMEYIE N 2R M E
B P A A OC E L A (),
3.7 &Y RBP B BESTEME

DRGI(Drought resistance gene 9)72& 7K F&H 1 XL
% RNA(IsSRNA)SE G R, IR 2 F T R
TR, (BT RbE Tl B R SG.
N i IDR S o 14 o- S 0f A 43 85 28 ¢ B %2 . DRGY
g & 1T & F& OsNCED4(9-cis-epoxycarotenoid
dioxygenased)TE N RN A G K] mRNA, £ SG
RIS AR, g eR AR ENE, (et ABA &
B AR SR ARGt . [N, DRGY KA
i 5 OsNCED4 1) mRNA 4548877, #ET 52 K
FEPL R,

FE4 T, SIYTHI /E8 meA RBIE H, 8
FH 23 B AE R0 5B E th RS OCBE A . SiYTHI
B YTH S5k, @ Egufmih 55 A6, T
fETRME T, HiEdd &I E SidRDP(ABA-
responsive DRE-binding protein)F3% 14 481 bR A %
B mRNA, IERVEES FRPURRE . 14k,
WL R I T a5 SIYTHI T8 O i R 5t
BEERAA, I HIE mOA S5 & iH A B 1 M ot Bk SR A 1Y
TR,
3.8 1EYI RBP O BESENRE

RNA fi#ieli 6(RNA Helicase 6, RH6). RHS Al
RH12 J& T DEAD-box fift gl 50k, €A1EN T D-
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bodies, REWS 5 HICHEAL 7y SE & A AH FLAEH I 2t
HAHAY B, AMZERE D-bodies ¥ 1E 5 45 1T BE
FETETE AL 3 25 R YL 1], RH6/8/12 7EAH ML A Y
HRIRD, T3 D-bodies # i T F%, FHIXLE RBP
A 4 B 1% D-bodies [T, #5 BhAE 4 B X
BRI,

RH20 )& T- DEAD-box fl#IERE %R, &K%
SFOAEHRRE(BSMV) 2 i 1) yb(— i 25 170 BRI 1
WF)WEMEEA. €5 RNAL &&E P W
SGS3(suppressor of gene silencing 3)/RDR6(RNA-
dependent RNA polymerase 6) B.AF H e 7, 1l HE
ik f5 F A B . X =35 RNAL ™ FHIPUR
BERITEAROC, RH20 I 505 758 U 1) siRNA 7
R, IR RSy, FE I AR ) S e v i)
HE R,

ECT1 J&/K IR A 3 WA e i 2 () Y TH
HH. ECT1 i AH > S FEA IR H e B 1
BEORAA, % mRNA HIFSENE. 7EYH B RGLT,
ECT1 iR A4 EBM mRNA, 115 HE 4 U
FEPRIFIA,  SERRE A0 A P i b2 (501

4 WithHESE

4.1 RRHIAZTIRE

W5 A0 7 B ZE R RNA 454238 1 (RBP) T T
FAWIRN, A TZH AR X — L R K
KA ELEN S e p BB, RECA
KEMITEHER T RBP M4 B0 TR ThRE &
X ZAUIBAT IR I 2 PR AN AR AR K ARSI
WEFE AT LA CL R JUAN 7 T 2R ANIR R, LAES)
YA B TR R, HAE it AR AR AR =
IVAzE
4.1.1 Aa5 Heyat = A= hLEl

Hl, fY) RBP AH > B O 2 Wgg, (HH
WA EA RIS kB M B S e 261 S Bk
HERIEAIANTE 2 9 W PR B IR A5 5 Wi 5
Wi AH 73 55 (R TE BCS fBL AS [R] RBP 7 [R]— 4
W AR AT N B A R B S ERH . ARk
WA AT 45 AT A S B . il R 2 2
U P B E— RV MR TFBL, A 5
(PIENZS AR A e FL 2 R 25
4.1.2 RNA 4R35 485 3 69 %5 7R

RNA &4 meA . m3C)ZEREY) RBP #1455 rh
RIFHENEH, HBEAYLHIRRRNT . FlnA
[F A o] B (R BRAE BUAE 20 25, RNA B4 an e 520
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RBP 5 RNA H45 55 . ARBFF AT 455 RNA
BRI (U0 meA PP YRS P2 T7 %, it
RNA EAEAR 7> 125 P B T B L o
4.13 F¥AZ 5T RBP 404 &

TP 7 TR NS AR AL, W S B
i RS A 14, IR L5 S T el T A
BRI BERR 1L . 72 R 0) B RNA 2k R
B SR, AN RG-S an ey i i R i 3 % 4%
RBP AH 7> B AT AN o AR RAIT 5 5 45 5 3 R G 4
Gl T L E AR, TS S e
SN RBP AHZM &, DAIE /S ) & RS AR AL Y 73
Bl
42 RBP @2 BMREFISRPAEENA

A AR T 28 tH SR MY IR T Wi 22 Pk il
AR R A AU« ARl B VR FH 3R B
RAEYIMRE AT LR . IR ARE FAEIA
12 AREGHZIE ) L 3R RI 5 4458 . 4T )
WHF CAESE, RBP HIAH 7 B HLH] 5 r S ati itk
MAR ST HAAAE R TR R . ERXMERT,
ST RBP HIAH 7> B AL B RO N IX BE A A
W R E R TT 5 . BT — T TR T — ik
A g B AL B AR 1 2R A RE R K (Targeted
condensation-prone-protein degradation, TCD), i#id
WAL gAY SRR HEAE [ IR B, SEIN TR KRR AR
KRB KPUsEHIR rRE s RS . X — a3t T
— MR TR, T Y oS I R Th RE IR
AR VAR AR FE RLE— 4R Z RBP AH 7 25
DU SR E R ZMRZ AR R, 4563 2
AR ORI RAEWD S R B B T R
o Blhn, 38R I 5 T AL [ AH <) RBP AH
Iy ESHERE, W LM E A S R A 7 5 R
GFULHE, AEERIAEHIA S S B Ek, it
FEAR AR, AT T B R 5T o FE TP T7 18
2902 5 iam B RBP S HAH 7y B HLE, 45 8h T
B H &N 2 MR P a AR R . B AE el
el S AN 5 TR M P R R i R B A G i 1 4
RBP A7y it i, sfbkeE RBP MM 25 RETT
A DL WA W) AE W i 1 38 B AT A5k 4 4 4 N AR
B, IR FIRCERFBIERTRE S, WoRiE £
PN E, B OR > BARE M . I ARV i
T RBP AH 2 BAH R FE R 2 A5 1M 20 #7, JR45 5 H
()50, i 5 00 RAR R IRAR S 1 H AR AL 5+
MRS FhRC B A A BEpR, s &=, AR
i U AR B B .

Zi EPTA, #Y) RBP AH 2y B AT T T A2
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