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Research progress on the regulatory mechanism of m°A modification and its

functions in development and stem cells

ZHANG Lu-Chun, YUAN Meng, CAO Qian-Zi, HUANG Xing-Wei, LEI Lei*
(Department of Histology and Embryology, Harbin Medical University, Harbin 150081, China)

Abstract: N°-methyladenosine (m°A) is one of the most important epigenetic modifications on eukaryotic RNAs. It
is identified by many proteins and forms a complex network, which plays crucial roles in regulating development
and diseases. In this review, we briefly introduced the concept of m°A and its readers, as well as its detection
methods. Furthermore, we emphasized on the m*A’s biological functions in stemness maintenance and embryo
development, summarized the connections between m°A and other modifications, then discussed the effect of m°A
in rRNA. In the end, we prospected other processes that m°A may participate in.
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FEPR ek, DNA Bl %R A0 s 1 RNA [
i AT O R BB 170 F, ARG N'- B 3L AR
(N'-methyladenosine, m'A). 7- H £ & 1E A (N -methyl-
guanosine, m'G). 5- F % Jifg % i (5-methylcytosine,
m’°C). N°- L RIE A (N°-methyladenosine, m®A) 2%,
A AT mRNA. tRNA. rRNA ZZFh RNA L,
W RNA friz e s EAEMBKEKES
AR, R AR 2 AT B HA AR
Ak, S )ROSR AT AN 2 M 1) R AR R R
G, W RERIRAE. RIERGERIIRE. A
RGN 7

2 m°AfEl

N°- HIIERIER (m°A) /& 15 RNA JRIE 5 /A7
N JE ER A B, AR T RERE M.
WA EZ P A ED U e — R, 2
mRNA b & EHEFE KR RELSm, Jf HAE
rRNA. tRNA. microRNA. circRNA Z£3E4%f0 RNA

Enhance
Translation

FABA . m°A BAARA R 741 RRACH (R
REAHG, HIKEA, CHU), HEEFET
KAHMNRE T kB, UK 3 AR . 1y —
Tt sh 2 0] 30 (R MAE M, m°A S V2 R E A,
WRIETIRERIAF, I = KK “hmb a7, “IH
s ” A “itdds” (B ). Zmidas 2 fa & fh H 2
HeAe g, HA I RNA 7P A BMREN, X
FAL$E METTL3 (methyltransferase like 3). METTL14
(methyltransferase like 14). WTAP (Wilms' tumor
1-associating protein)'”. 14k, B4 VIRMA (vir like
m°A methyltransferase associated). ZC3H13 (zinc
finger CCCH-type containing 13)"", RBM15 (RNA
binding motif protein 15) Z5— 6 2H 4, ‘© 14L&
LB RS M 2 SR SL R A T RE . “IHAS AR i
m°A ({15 HEALE, HATR LKA FTO (fat mass
and obesity associated gene)™® £ ALKBHS5 (alkB homolog
SPV W, AILE T A RBR m'A RS
Wi “Behdds” i — KFEMIRER, B8 YTH X

cap

mRNA decay

MRNA
stablization

’IKDM 3\3\\

T H3K9IMe2 {
3\ .

) ap )
R3
Cytoplasm AT

METTL3. METTL14. WTAPVL & 5 HAHEAEH & Fh i 0 —RHAKEMACOME &4, AmRNAJEE S 7SAIN E7R I H
F; METTL147] LR 20 8 HH3K36me3 3 5 RNA Pol I 45 &/ S8 EmRNA L fIm A& 1fi; FTOS5ALKBHSHATm AR 2
HIEALThRE: YTHDCA] LA I 45 S NEXT & &8 B MRS m  AME 1 (1 4 65 A SR TTRNAs, I8 1] LU SRSF345 4 /1 $:mRNA
B A B PAT AT AR BT B2 T BE, 16T LS KDM3B LA K SETDB 145 & /i S H3K 9me2 Flili #% 53t 4% T TAP_E [fTH3K 9me3;
YTHDF2 DL A TORRER I 77 200 BAmRNAGEAT F %, —Fh /2 il i HRSP12 5 RNaseP/MRPE &N mRNAZAT N VI, F1—
FhU il CCRAYNOTHE AWk AT L IR E21k; YTHDF34H 32 PAN3-PAN2E A A K mRNAZEAT A i EFk; IGF2BPA] LAl HuR
MATR3%5 84 Zm AJmRNA; YTHDF1EA (2RI ThaE . B Lk 2RI (U2 S me A M BAE IR .
Bl m°ARIYRISEE. 1ERRES. IR REMEEIER
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WA IGF2BP FKj%H H (insulin-like growth factor
2 mRNA-binding proteins). FMRI (fragile X mental
retardation type 1) 5, ‘EAITHE W P 5 H ZEALAZ 1 1)
mRNA, HEZESAESHE S, WEERTRIL.
m°A [EIE B AL S SRR, 78 KM DL &
JHE Rk, 7R HIAN R 1A AN AR5 R 1
Rik. BEEX m°A TFAREABIRN, m°ABHAN
TH RNA 0L AR PUACRH P45 25 Fh 2 e 18
T

21 mlARIEEASHS S FIEE

211 Ghhds—— WAL

AT m°A FEAG 1 R R T R A %L
14y FBALHE 3 Ff : METTL3. METTL14 il WTAP.
METTL3 BAT N S i, W E R R itk DL &
B R B R A, R R E A
METTL14 5 METTL3 Z [a] B A7 56 24 (KA B AE A,
B2 H R AT OB AL, AN RAfAEE, R
Xf METTL3 A2 2| A6 4 B /E HI,  4E 4 METTL3
g e 1. WTAP A B g 1, E2 e
LA B 2 & W Al A 2 A, IR R EEE & YA
mRNA (1355177 1,

METTL3 {4k A4 P K 2 % i) mRNA ) H 3 4L
&4, H[AYEE H METTL16 (methyltransferase-like
protein 16) 7] PLif$%5 U6snRNA Fl1/b &4 mRNA #)
m°A &1 ", kA, 84 METTLS (methyltransferase
like 5).ZCCHCH4 (zinc finger CCHC-type containing 4)
&, A rRNA B m°A 5 — & ik hag M.
TEIEE R S Sk, —8g 4 0 f3E VIRMA,
RBM15/15B. ZC3H13 %5 0] DUAE g i 15 7 2 B 45k
] 5 WTAP M EAEH, €115 WTAP — &
% MACOM B &1k, 15 S BN R &AL )
s e R B Wl AT A R 1 4 B 52 miIRNA
g 1,

WO, mA R TER SR RIS AB I,
METTL3 DL A 77 Al s e B Qe i b, A
PR TR, I HPRMEEN &SRS
RNA &0 s rEpE o M, (AR B E &
VAT A7 A RNA LA 58 W 3t A28 e 2 1

25 55 ) AT SR A T T o
2.1.2 AR ——m AN B

YTH Z B EAE N m°A R EEA, LFS
NFKIEA G : YTHDF1 (YTH domain-containing protein
1) YTHDF2 (YTH domain-containing protein 2).
YTHDF3 (YTH domain-containing protein 3).

YTHDC1 (YTH domain containing 1).YTHDC2 (YTH
domain containing 1), H i XF T YTH &5 #) 35 14 7
m°A [IHLEI O & TR HL RS 2. YTH 25838
BIVRF 5 FIREARER, K EREARAMNE
m°A RIS I R [ 2 TR AEAEAR BAR A, i ELIE
RETE IR ) =G4, F m°A [ R A A A
£, R m°A FEAT R Y. YTH 458438 5% i
HEX S RNA R E M. BRI SREAEE
LHIER] . YTHDF1 #2iA B A fie 3k P 1 D) e .
I7 YTHDF2 B A7 [ RNA fF . &l Bldnd 53
LR IR FREE E &%) CCR4-NOT (the carbon catabolite
repression 4-negative on TATA-less complex) | & F
m°A i) RNA FR 5% RNA BT FEAR, tHA] L
DL N 2 1 HRSP12 (heat-responsive protein 12) {F
MFEE, ik RNaseP/MRP (ribonuclease P and RNase
MRP) % & 4 D) i X RNA 1) 4 38 3 47 59 1) 1
2019 4E, WFFUE WA, YTHDF & [ YTH 454 3 1-
W —BC P X (LCD) REM K AE m°A {8 ¥ AH 43
BOLR, XA RS MMM A %", YTHDF3 5
YTHDF1 Zh gL, A LA 5 YTHDF1 — & #) [ i
2 mRNA FHi¥20%, H2% T YTHDFL, 3 =)
BRI RAH B0 U L. AT FR4LIR
YTHDF1/2/3 3 A2 58RI, HIEEA RS
KA~ A R, DA — A 0 % 80 75 20 AR 4 e R i)
m°A &k X RNA BEAT B = 1 o) — s = A
FI QTL 3 #T R M, m°A XTEIERImE R, HA
H T B b 2 i s ] Y

YTHDCI 52 YTH ZX ik o € 0o T 40 i A% /) &
FJ, &R A5 BIY) A7 SRSF3 (serine and arginine
rich splicing factor 3) A1 SRSF10 (serine and arginine
rich splicing factor 3) M EAF M, 454 A m°A mRNA
Mk P BT ), I B X m°A mRNA [ HZHBE —
SERIMER . YTHDC2 i\ A RS 4% RNA 18
FEHREML,

HNRNP X ji% p% 52 £ #5 HNRNPA2/B1 (hetero-
geneous nuclear ribonucleoprotein A2/B1). HNRNPG
(heterogeneous nuclear ribonucleoprotein G) PA A2 HNRNPC
(heterogeneous nuclear ribonucleoprotein C),
HNRNPA2/BI Jii47 I B R I RNA 255 [X 35 (RNA
recognition motif, RRM) LA & C i (A 5 4% FEF [X dk
(low complexity, LC)™!, 1 N A ) m°A [ 3 2%,
T HEH UM RGm°AC 2 /7, BL METTL3 {f #i ] /7
U 4% RNA By 28 8 1 87 V), JF g 48 ) 3 A 14
miRNA [0 THERE, 5Bk HNRNPA2BI f) 2 /i m]
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BBIVR AR, I BB miRNA B &g/ B9,
52 KR, HNRNPG [k & 44 X 481 RGG 3%
J¥ (Arg-Gly-Gly) 7] LLE #2456 RNA R4 8 1%
TR Ak 1) 2 S5 K iy 45 #4) 35 (carboxy-terminal domain,
CTD), FFBEHEIR AT A RNA BY07 5 I 1) m°A
B, 5ErA: RNA M EAEH, 5o R ik
ER TR R

IGF2BPs 1 /2 17 47 3 4% %5 52 tH 2R (1) m°A [i] 132
EE, ERMESFHISAEE RNA 458 EAX R, A
A 6 RNA 5538, 45 2 4> RRM XA 4 4~ K
[ 95 45 #4343 (K-homology, KH), KH £ #418 F 2k
A N mRNA b m°A &4 (#fF F . IGF2BPs A
A% mRNA W DhRE, X 0] g7 i nT DA 55—
s RNA 452 2 1401 ELAVLI (ELAV-like RNA-binding
proteinl). MATR3 (matrin3) 3K & ¥ FH 2l g 2,

I Ah, b A I A ) — 28 %] 52 & 40 FMRP
(fragile X mental retardation protein). PRRC2A
(proline rich coiled-coil 2 A) Z%, ‘EA14%F % RNA
RS E . RNA RS — & RIMER, (HRAK
BILHI 3L 75 EEHE— 22 BRI 7
2.1.3 RS ——EH AL

H AL m°A 22 FI3E{LEEA FTO 55 ALKBHS
P, FTO & AEMEAR G (1, H AT 4k m°A &5 H
HAMAEH. FTO J& T o i & — R (o ketoglutaric
acid, 0-KG) F1 Z M5 1 Fe( 11 ) #K#ift) ALKB X(
IS B KR, AR R AZ A s B E L. B R
AMWAGERIR - N Sims BN C Imsi i g N imdh
Ry 5 UM ARG 2R PP B AR ST, C I 25 A6y 4ok 32 ke
EXHMMVERA . FTO X m°A 2 HEELIIHLEA m°A
T 5 1 A AL B hm°A (V-hydroxymethyladenosine).
f*A (N°-formyladenosine), 4R )5 i 2= FF % A1 HH 2 56 1%
ZHIAL PN, B, FTO R HFAMALE m°A,
N°,2"-0- — HIBEARIENS (m°Am) PLK t(RNA _Ef) m'A
R IR M. 2019 4, BUEE DS U413 15
T FTO IR E G ek 451, it 17 FTO 5%
AN AR ELAE ML P AT & B, FTO 3% 14
148 BARAE S U 2 A4 RNA BRI K 731, H
A H TN 52 456 N-6 FHEL R i pE,  Hoo HA
AR NS RO B 0 m®A B mfAm FLA A A
()25 FE AL TG M, R B FTO K28 FF 384k i 32 2
PRI AR AL 1 RS (R B R S B EE (1R, T AN 24K
FAZHEIR, F HASE A RNA =045 1t 2 52 3
FTO (L IIRE .

ALKBHS [A] FTO —#, g+ — k& 1.

a-KG R ) ALKB SUIMA R K IR R 2 —, 5
FTO R[A, ALKBHS %} m°A {2 F 340 F R 75 2
K 2R, MR ERERAT R, AR
7~ ALKBHS ] B2 mRNA [ iz 1,
2.2 m° AR A

HIF m°A HLA fEAN b i 4 xd & BAUIR. &
KRG TE AN T A 2 R R i SRR AR, oo A T Ty
IR R ARAAT AR LB N e . H Al EL SR )
BEARA WOAH B3 - BB BCH (LC-MS). B fiZR
(Dot-Blot). A LUTiE - M 704t (MeRIP-seq) 55,
EATEES B E S . MeRIP-Seq %A [ 3 E 5
TR JZ K 40 B 4 ) mRNA $2HUH Sk, T B pk 100 nt
EAK R B, RGH m°A Sk k17 0 8 &
m°A [f) RNA BT &4, a7 i
m°A [ F Ik P X Bl 7 i 4 1R B AT R
BT LSRARFIME R, BHEHEARERR, M
H TGRS B R R K 1 o P . BE TR ROR,
AL H SRR %, W PA-m°A-seq™” . miCLIP
72 P A

BEERFFROR R IE, — S AR T Bk 1)
m°A KHE ARSI &, 112019 49 H, Meyer™
& T DART-seq %, it s ng fii z B APOBEC1
5 YTH it st &, #et 7 APOBECI-YTH it
HEA, ZEATIRG meA A IR m°A JEH C
AR U, 38 I R B B R S R, T K
m°A RGOSR, HILE RNA &R N 10 ng, KK
B T RNA HIBLNE 5 2020 4F,  BIREDT 46 [41BA
J&% 7 m°A-SEAL (FTO-assisted m°A selective chemical
labeling method) 7%, {1 F] A FTO # RNA # 1
m°A # A4y hm®A, 3R 5 R (DTT) 5
hm°A Jz 84 B 5 A4 5 B9 dm°A (N°-dithio-lsitolmethy-
ladenosine), dm’A - i 5557 3 1T LA R e 4 Qe
Ji# (methanethiosulfonate, MTSEA) Sz W 3R 27 &% 24 il
FRic, AT BE 2 5 0 Hedb AT s A aidl . Fp 45 Jim 45
a3 A% 07 VRN B e R R R
I T AT Jo 2 A A0 A o S P 0 s o £ A U
Ah, A HA K m°A K AR, U m°A-REF-seq
(m°A-sensitive RNA-Endoribonuclease-Facilitated
sequencing)®. SELECT (single-base elongation-and
ligation-based qPCR amplification method)™, m°A-
label-seq™ &5, M2, HIRIE m°A KA L o4
A TIRRIEEE, HR A TR WA % 5 &R
P, B, JRR—MhfE s, P, RS HoR G E D
() m° A KRB ARA SR T I — 52 Pk R .
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3 mlATERERR TR, EREREFLEM
FHIL EHHIThEE

VEN—HiA AR 2 R0 E Hor AT iZ ) RNA
B, m°A NSEYFDRBREZFMZRE, T
CLI T 20 A 07 1n), R B BIERE, 1 H
XT e DL B A 28 2R G S5 I R AR N Fe A 35 B
FLHIREHA .

3.1 m°AS SRR TR 5 LR

JERGT-4H i (embryonic stem cell, ESC) &5 M
R R B SR Aa R R b A B R ) — St A
BRI UK Z T T e, fE AR, R
T RS R R ST 2 W 18 55 T TR T2 I N
5o m°A 5IRIE TR 4ERE B EAHDE, L
S E N mOA [ B AT DA 41 i 4k +5 2 9 B IR
AU g, ARG T4 R R 4L R (1 H3K36
H 2t % % B SETD2 (SET domain containing 2) J&,
H3K36me3 (histone H3 trimethylation at Lys36) PL &
m°A [KV#R R B AR, H R H R E R A
Oct4. Nanog. Sox2 ZEFMEARIEN b, T 5K
(kT 5, AR T4 AR A A b oAb 2 B4 U7
EHA LR =SH THRMLEE. iR m°A B
SRR SR 4> ZC3H13 B WTAP 1)
FEAITT LAY mESC (mouse ESC) m°A [{j36i%, RNA-
seq 73 AT R I A G B DR 3 Ak T B T 43 40 AH 5K
SR A, BRI T meA X £ AR 0 i 1R
F O A S = X AR R AT T S NN Bt A
K UAE Mettl3 i 19 mESC th, #54H m°A &1 i)
ZWRERE R mRNA LA E K, REAEE,
B ACRE T2 BH,  AEARSE AR (3853 oAk R H UM
& (embryoid bodies, EBs) J& i i bl 34 () 14 2 7T,
B mCA &1 1) PR A BE 95 38 0 22 98 A8 5 [ mRNA
AR E M R IEIK- . (B, EMARE (primed) T
HIAMIZ T 20 (EpiSCs) H Ik Mertl3 1135k, 4
JL B R W e 0 BRI B A, R S B
MEFET.. DR, moA S R 5 0 5 40 i 1 5
REG K. D (naive) [ 40 585 [ T~ 4E+7
LEREIRAS, mlA RS R O mRIA N 2
FERIFRIR T G 5 IR AT 4t T m) o s %
25, mA KRR S R A ST R m RIA B,

IbAh, BEE B RIAWIRN, V2 2200 T4
M4 AH ¥ meA AR OE IR R Wi g R B, 0 ZFP217
(zinc finger protein 217) g€ % @ ik 5 METTL3 &5 &
I F oh B k> mPA (7K, T3 ESC

(2 B RetE A g AR R MY 5 ZC3HI3 [ R K 2 0%
/> WTAP [ #% 52 1L, K m°A B KT, i
ESCs ff1 & EH ISP 5H m°A &1
() 4F 4 i RNA linc1281 % ESC ) T 1 5 5 5% i,
AR [ mCA 7 s TCIEIRRE line1281 k3 B
(¥ ESC 734k 574 & M, 3 S R 1 22 (8] (i 4 BB &R
DL AT RE 1) A T e 75 2 B 22 R S
32 mASS5ESZETHERNERE

7S 2 e T4 M0 (induced pluripotent stem cells,
iPSCs) & F8 K4 T 2 REMEAH ST R T N R4, A
M4 SIAG T 2s i, B 2 moari i
REMIAMASR A, P A R A — IR . R
FERZRe TR HTSEX, EIE T2 N8
BB R, WiESRCRIR. MR e %,
AL RY, METTL3 it %A &8 m°A 195
UK Z W He R K Oct4. Sox2. Nanog 5[] Fik,
P iPSC HEm L ", g, ZFP217
AL METTL3 AHEAEF, 4K m°A [I7KF, ZFP217
(IR 2 mOA [KSF BT, 205 Sk o i 5 4 A
ZH, BIRZERE LR RME, HiXAgRE
ARG BT ZFP217 [ i A& m°A BBz pi .
SSRUE, m°A XF iPSC [ 5 B A AT A A 1E 17 1
fEFEER . 2020 45, BRAEDLREZ4 K, YTHDF2
A1 YTHDF3 w] DL it A (7] #9385 45 1 4% 26 2 12 1) sk
£, YTHDF2 u] LLif it CCR4-NOT Mt iz H 4k 2 &
A A A 11 A S5 L ] mRNA () B 3 B, T
YTHDF3 Il /2 i i PAN2-PAN3 k% mRNA 347 it
JRTE A FE PR AR, B AT 2 (R a3 4 i R R 2 0k A
VR4 7] 2 B4 L AR ™Y M 1iE R I YTHDF2/3
1) R 2 52 e | Bz 1] )it 4% 4F (epithelial-mesenchymal
transition, EMT) A 5¢ 3& [K| Tead2 1) 3 iA 3E 1M 52
EMT, %4515 iPSC (K EWFERE.
33 mAFEERETRXESHKAE
33.1 mASKTEE

BrRRER—ANERAA R, FEM
i 3 AN B - R BTG B 5 O A RS SR AR, B
LRE RAVIGRE BRI « A REAH I S Bk ki o) 21
WATERET s FIERTEREBCNKERET. R T
RAEMSRES, mARE 7 EERREEEN. &
mA M6 (19, ALKBHS 4 5 [ m°A St 4E 55 40
6 P 5 T A R R B o AT )1 SR B8 2 AE 2013 4R FR
ALKBHS R (19 /)N SRBE 05 IE 5 4705, (EEME /N AR
FAAH M BT Y)Z B, AN, AR R,
15 BF 41 AR 28 3 (pachytene stage) A1+ B 41 A I/ 12
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SH, HERREERY KT RED. wxt T H
SLE RS B4 4> METTL3. METTL14 41 5/ m°A /K
B A 2 B MR 1R AR . E AR TR A B R R
M B Mettl3 B8, Mettl14 4520 m°A RS Ji T-41
IS BAAR G HER R R IE SRS [T 20 R R
b, X Mettl3 Rl Mettl14 [R5 245 B0 T R 2B
X5 BRIt B DR (1) 52 A A G, R R Ho
f—A, W7 RAEFAEZH R ™. £ YTH K
REEE N, Ythde2 RiBR /N RMEYE R EEVE AN AT &
M S8 ALAR N, ARG B AR 52 rh DS 1,
43 A Ut ok ZEL A B 4 BRI B — Ik oy 24T I
W, A DUIE N G0 2 A A T ik g R 2R IR B
B A5 B AE B 2R Y] (zygotene stage) FEFPIRZS M. H
W RILT cireRNA L1 m°A &1 (24 T & A
FER . ER BRI A B id 2, circRNA K&
BN, HIX L circRNA & K I I T80 B2 AE DL &
WA meA B R LGZ D T, FE AR R E AR R
W TR B IR, HA RN A 7 25
TR BIER T B,
3.3.2 m AL GO RE D A

RS, KRAH =702 —HEHE mRNA
S mOA B, X% mOA 7E U1 RES B 3
FIEEVER . Bk Yehd2 MIERAE, HIHEINEE
A HAT SR AT LA IR 58 R — R o R mT DLAE S
ORI R E AT, Yehdf2 SR R
M SR AE 5 B A A R A2 JE LB T DAIE R AR
WA, R a4 I 2- 4 B IS Xt
B R I T B BELE AT RNA-seq, K
B Yehdf2 Wb 2 BEJE A AR 1R & e i, R
L 45 BRI B Y. YTHDCI {E i
TR BT B EL A 4y, R HROE TR IR R AE R
ITEEMINEE . Ythdel FiVEmBROMERA T, O
REZ0 A Rl ok 2B BH, HLAB R BT 2 BRI RNA
FIRL (RNA granules). #t— 2 &, YTHDCI
Al LAE mRNA 2 & IR R AL 0 1) 50 DXL 1) 0 2 2
— CPSF6 (cleavage and polyadenylation specificity
factor 6) LA 2 7] 2% BI4J) [K] -7 SRSF3. SRSF7 (serine
and arginine rich splicing factor 7) #H EAEH], Ythdcl
) i o ] BT AR BT ) B e AR, gk TR B R AR
Agpmn ¥, SRR, Yihde2 WIRMRAR S
MEMEART, UPEARN, AR RE Y BT YTH
F &, METTL3 X} 51 BEZH ) 2 b A s . fEBE
VR TAA N R Mett]3, 227 mRNA [IE1E2K
2, SRR SR R, IF Ha RBBHES T

4 (maternal-to-zygotic transition, MZT) f e %,
2020 4F, 55256 5 15 H KIAA1429 18y F 3L 72 g
(BT 2E 4, T8RS AR S M R o I 2 5 3000 B4R /N
AR R R, JF H e i@ g 4% YTHDC1 A
BY U)K ¥ SRSF3 (1€ A7 2 nf AR 8 P, M4 55
MEVEARTE BYo (RRXS TR T 20 AR T b
(1) ALKBHS, 742 P BEZH L 2 i i 72 HR AT 5
AP EEMEH, X3 ALKBHS 5 k504>
SR 42 1T B T A T o
333 mASRBERE

RER G T30 2R 5 IR IR R 8 1 — N BB
REFE, ALFE BEE RNA [ R R A 7 525 R 40 1R s
PSR SYy, Hodr, RABAETERHE A T i 2
TEEREEEN . BT DNA AL R A 1E i,
T AR R mCA TEREJE A 1 3 b (0 Bt 38 T 4
Bl. 2017 4, A])1|s286 2 &3, YTHDF2 {EBE 5 ik
G E TR R REE RNA (R4, #tJc YTHDF2
SAFREAR R B R P, s, B AR R A
FEUERA T YTHDF2 X £ RNA J5 R RI/EH ¥ {5
HAT AL, 75 m°A SRR A 7 45 T 10 784558
#Bb, BRT YTHDF2, m°A &40 Ab A 5 K 1 2
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