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- A ERR T ARG aE, P ECTRAZOEA m"ARBiELE56%a, 83075 m"A
fEAh4z B Ay RNA KR 4E, AWM & TaECT3 /A mb A 4 &6 % & vy B 1% 35 W38 69 JLEL , KAF 5 M)
% Fielder ##+ W L2 TaECT3 AW CDS &K, xR #ATAEWREEF 5. EREAN . TaECT3 KB 64 %
R(CDS) kB % 1854 bp, % 617 MR AB, LHBEGLHA —ANECT RAxEGRA M YTH R T LMK,
TaECT3 & @4 F &4 66.93 kD, F o &% 6.48, F FRRAETEZFE, L ZBEMALHMN AW (79.74%)
Fo oA (13.450) A £, ZBEMBEMETZRAELA M ALLS R, RA#RNKS BT % TaECT3 5
X % HvECT3.% # SbECT3 #v 4245 ¥ BADF3A X M AR LM F % K £, = A8 TRA AR T, EM-
SA 3 27 TaECT3 T FGH F M4 m  AS4F RNA; B 2424 T4 T @R ; qRT-PCR % #7
AW, %R (37 “C,6 h)fe PEGS8000 A4, F F (15% .6 W &2 5, > % Fielder P TaECT3 ¥ &k 2% LA T
W, KRBT T D& TaECT3 A mPA LS FOTHAL HEBL FFMEME,
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Cloning and Functional Analysis of TaECT3 Gene
Encoding m®A-Binding Protein in Wheat

WANG Jiakuan, SHI Tingrui, MA Yuhang,MA Yutong,ZHOU Ruixi, LI Zenglin
(College of Life Sciences, Northwest A&F University, Yangling, Shaanxi 712100, China)

Abstract: N°-methyladenosine(m®A), the most abundant epitranscriptomic modification in eukaryotic
RNA, regulates plant growth, development, and stress responses through a dynamic “writer-eraser-
reader” regulatory mechanism. Among these regulators, ECT family proteins act as m°A reader by
recognizing m® A-modified sites to participate in RNA metabolism regulation. To investigate whether
TaECT3 acts as an m’A reader protein in stress responses, this study cloned the coding sequence
(CDS) of TaECT3 gene from a wheat cultivar Fielder and conducted comprehensive bioinformatics an-
alyses. Results revealed that the CDS of TaECT3 spans 1 854 bp, encoding a 617-amino acid protein
containing the characteristic YTH domain conserved in ECT family members. The TaECT3 protein
exhibits a molecular weight of 66. 93 kD and a predicted isoelectric point of 6. 48, demonstrating in-
trinsic hydrophilicity and thermodynamic stability. Secondary structure prediction revealed a predomi-
nance of random coils(79. 74 %) and a-helices(13.45%), while tertiary structure modeling confirmed
the presence of a typical m®A-binding pocket. Phylogenetic analysis revealed that TaECT3 exhibits
close evolutionary relationship to the ECT proteins of HVECT3, SbECT3, and BADF3A from barley,
sorghum, and brachypodium, respectively. Electrophoretic mobility shift assay (EMSA) confirmed
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that recombinant TaECT3 specifically binds m®A-modified RNA. Subcellular localization analysis

suggested its potential membrane localization. gRT-PCR revealed significant regulation of TaECT3

expression in wheat cultivar Fielder under high-temperature (37 ‘C, 6 h) and PEG8000-simulated

drought(15%, 6 h) stress conditions, compared to the control. This study demonstrates TaECT3

functions as an m®A reader and participates in response to heat and drought stresses in wheat.

Keywords: Wheat; TaECT3; m®A reader protein; Gene cloning; Subcellular localization; EMSA

30045 W 38 S 29N (Triticum aestivum
LOME5MBEEI N EEAREER R, A 2K
S AR A S K B A e R N F A A
R B R A RO At MRS T e
R BEEYZ — NE R4S 2 ERE 8™
W 2065, ARG E R BOR BUZE P L Rl ik
IR BRI A8 52 R T X /0N 2 390 45 i)
V7 53 F T 2% B O B R 5 TR B A RO R
WL 38 78 /N ZZ B0 0 3 AL O 42 6 A% O R 4 T
F 6 SEBUORE HE 4 1 B B AR B R B A AL
AHEEZ L,

T4, 22 WL F5 5 4H 2% (epitranscriptomics)
V%) P S TR SR Sy fifk BT AL ) 05 5 R 5 AL Ak AR T T R
ft . o, NO-FJE IR T (m® A AE S B AR
mRNA & 5 i 5 A AE A  8 d Bh A A s
(5 -8 BR-D 132 7 BIL A 5 RNA A Can 8y
e Ao vk R KA 1E TR e AR P 09 AR K R R
BRI R, mO A B Y A P 2 D REAK T R
FEF R Wl (writer) (5 W 3L AL# Ceraser) FH B4k
2t & M (reader), 1M & YT521-B Homology
(YTHD &5 80 3 H R W% B i 2 m® A
S E N RSB Y T2 A, B
DIRE LR B IR 45 6 mo A X — % UL RNA Wik
e T 8 75 RNA AR 227 . 7EA 9
HLOYTH ZE R R R IF P iy ECT2/3/4 #1
KAE CPSF30L) Al i i He AR 7 9 YTH 454 3R
S m® A B AL L TR 4 e R OC 3 B
DREB2A . RD29B ) [l 4 357K - . ik 35 3 588 A8 ) %F
TR AR W A Sz B dn, e ST
ECTS @il 454 m' A 2 1fi B mRNA, #1 5% DCP5
A FHAR RNA (9 B ff . DA 2 47 0 W38 N A9 48
JaFa AR, XL R, m® A B AT B E AR
E R 38 15 5 30 I O BT AT A RNA AR, 1
WSRIEE 7R TIR LR o3t M e a2 B SN

SRS m A PR R 28 A U A T B ) BE B
W i W AH AR /N A2 5 — S 2R S A AR AE W v B F
FEAAE T E BB B . /N2 B K A e K HAFTE 2 A8

RITAPEN I m® A B4 (9 Bl A5 8 45 L ) B 4
] 5& R0 43 F B o R W RS A BT N &2
m’ A G5 G 2K 110 T 18 B H R 45 I 45 AT
VE ) 2 WL st 2 01 5% 1F i, 30 T Shy 356 A 4 6 4 R
A4 m® A PR TTOE B PR R AR A
WAKHE

WA AL R MBHH KAV E B F 5 R
Y e W) op S S A0 T R m® A U TR A R R 5T
Y m A & D) e RS T O
JtE AR LN R i b R X NEE ECT
KGN TaECT3 JE B EAT T W 38 2235 73 W7 o %t
P R G 5 1 B A B HEAT T AR WA B A AT ST
A0 i E 437 . 2lifk T TaECT3 % A I 9617 T EMSA
Sy, #E— L BGIE TaECT3 & M m°A 454 &
FUE M. ARBER AR AR /N ECT Rk
& DR A 36 me 7 v B A FH AL R AL T B A R
2R /INZZ B PR 43 7 AR AR TR Y S B RN B e
Weds

1 #MHE5 7

1.1 RIEH A

HE A B R 7S A R /N2 5 B Fielder JAR TG
MR S PE AL R MBH R E R S5 R %
1.2 HEYMELE

W /N2 Tl 7T VR T B B T RO TR 8 AR
Bl B AN BE SR 0L 5 R, 5 A SR SR 48 h a5 5%
JEHESR BE 10 000 Lx,JEJE A 16 h YGHE/ 8 h
IR 22 °C MR 6200, &K= ik A
TSR] 30 Ak B0 (T 37 °C 35 35248 h 47 i R b
HLH 15% PEG8000 i 47 T 54k B , 534> 4b B
WE 3 AR B AT 6 h )5 Bk i R I
A ] 1 &0 B IBORE S WA R S AR AE T — 80 C
VKA
1.3 TakECT3 BERRRESHEME

*H Eastep® Super Total RNA Extraction
Kit G 2 4%, Jb 50 R B Fielder /NZE —m-H 0 F
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B RNA, fff | All-in-One First-Strand Synthesis
MasterMix(H 5} 28, VT.75) & B ¢cDNA %6 —%5%.,
Primer 5. 0 8P HRE 7 W93 51 ¥ TaECT3-
F1/R1(F£ 1. LI cDNA R, P38 TaECTS3 %
X A58 &4 TaECTS 3 [H CDS #y 2 K ¥ 51,
f#i | HiPure Gel Pure DNA Mini Kit(Magen, )
N B H By Be., R A TR P58 A W] 5 8 20
I (R 1), 38 o [\ U5 8 4R N K TaECT3 % 2
# pMALMCS # 4K, 5 1 2 DH5a B2 25 20 Ml
W B B 5 BN AT 45 3] MBP-TaECT3 23k #K,
M TEE i, R A RS 0 R E 4519
(F 1, o [F IR & 4 &N TaECT3 % # %)
pCHE70 4K , 5546 % DH5 o 37 2541 i, T FE %,
Yy BN Al 45 3] 358 EYFP-TaECT3 #4541 i ki
AL 40 E A

1.4 4£YEERESH

i WheatOmics 1. 0 48 fl MG2C 2.1 43
Wi /N2 TaECT3 He PRI #E 55 P 20 vh i) 48 D1 50 g £,
K& 7 I SPMA Fl SWISS-MODEL 43 #7 % 14
JT = LR s Expasy 43 B 8 H TS HL A
H5®&E A0 JH NCBI #4E & 7 1% Conserved
Domains Database Tl 7 81 8 H 7 5F 45 #4358 ;
DNAMAN 6. 0 #17 2 J¥ 51 tb % ; FJ§ MEGA 11
MR G R T AR,

1.5 TaECT3 & 8 1YL 4 A 7E fiL

F)F 7E 28 B DeepLoc 2. 0 #iil] TaECT3
WA EAL, R 1.3 F o Jr kA gt 7
FIK#AK 35S EYFP-TaECT3,358= EYFP 5 %
AN IR B S K B AT A GV3101 Bz s
ifrh. W5 PCR 56 UF PH M IS #8514, 28 °C 85 5%
16 h JEiESH My b3 1 d K5 5% 2 d S AE
WO LR W RUE T A5 .

1.6 TaECI3 ZEEMIES RO BHWL
1.6.1 TaECT3 & & &% %

FIHI 1.3 R4 5 vl i T R IR 3k MBP-
TaECT3, Fifi J5 1% © A1 157% A Ji iz 38 Wi bk BL21 J&
AN N AL R A A TR PR PR VR A
FsmLETAFTEFERMN LB WIARR LS, 37
C,200 r» min ' R AR, BIRBEFEN
B 1:100 8 AF 300 mL S AT HHZEMW
LB WRARR FR B P 4k SR 7 55 9% 3~6 h 2 OD o
=0.6 £ MALWEHR 0.1 mmol « L' )
IPTG,#E 16 °C .80 r » min ' &M F 4k 55
7% 20 h, U5 S TR, 2 KBS 0 WA T R

J& A 1 X PBS 22 ph i H A4, Z W 10 min, | H
12% SDS-PAGE Hi Jk & I fil & 85 1119175 ' 3k 1
B, AR LRI IPTG 75 5 B WA Sk B X R
1.6.2 TaECT3 & &g # 44t

WA SR G . A 1 X PBS 28 wh il T &
Oy WS 4 AR v B B AR . i A B T AR
P R TR VT TS RS IR .
Dextrin Beads (Coolaber, Jt 5 dlifk 85 H. 7 I
FERTHE b0 F U8 B 08, & A4 ddH, O i Bk
TRV A5 - A7 5 A B R IE R i 5 J5 78 4 2 Mk
WO i W S B2 AR RGN 4 G AR TR A M R R
ARG, Ve e W R 1. SDS-PAGE
o ) 4l AL e i
1.7 TaECT3 BJEE R ER L

FIFH UGUm®AA,UGUAA £y EMSA #
DUHRET F Uy I AR EE L TaECTS 2R H f 4
ARSI G, #E 22°C ) PCR AU IR E 20
min, fIFERTSE T Uk, 2R )5 LUK 50 min, 5
EMSA & /N I 1) e 0 I A 2 4 8 v LA 380
mA fEFLE B 30 min, fR47JE Je BN , 57 B 47
SHMACHR 1 min, 4 ACHRE 09 T & A 50
mL BSA I 5%t 19 45 2, ST A 122 4
IR b ZE8$E 5, BB 45 min, FEHAGE B A BOR
o E ALY B (HRP) Aric i ik, ERE S F 30
min, B¢/ 2 BREEIEC ) FR R WL, 1] PBST Uk ik 22
PR VERE 2 YR PBS 2 pP R VERR 1 3K, Bk il 5%
%% 7 min, B0 E WA, Y50 E BT
M A I
1.8 TaECT3 LR EE PCR H 17

Hl Primer 5. 0 #£31 qRT-PCR 4% & 519
(#£ 1), JF7E NCBI Primer-BLAST #4745 5 1 36
WE. UL TaELF N Z3E ., A Tag SYBR Green
qPCR Premix(H B} &, VT 70) #E479¢ 2 7t PCR
SHr. R AR %1 X Tag SYBR Green gPCR
Premix 10 pL, cDNA 2ul, b F#5I ¥ 4% 0. 4
pL,ddH, O 7.2 pl, RMARFF:95 C 30 5,95 C
10 5,60 “C 30 5,40 PMEH, KA 2 27 5
AR XS ik a .

2 HREAMN

2.1 TabkCT3 EREKZRERFSISH

LN R cDNA SR, X TaECTS B
19 CDS J7 AT 1 . 473 7= W) 7E 2 000 bp 247
(KD, &7z Hirps 4K 1 854 bp, g b
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Table 1 Primers used in this study

5194 FR 519751 ik
Primer name Primer sequence(5'—3") Purpose
TaECT3-F1 ATGGCAGCCGCCGCCGCCGCC S
TaECT3-R1 TCAGCAGCCATTTGCGACAGCCAA Gene cloning
TaECT3-F2 GATGGCAGCCGCCGCCGCCGCC B i
TaECT3-R2 GCAGCCATTTGCGACAGCCAA Protein purification
TaECT3-F3 ATGGCAGCCGCCGCCGCCGCC A
TaECT3-R3 TCAGCAGCCATTTGCGACAGCCAA Subeellular localization

RT-TaECT3-F1
RT-TaECT3-R1
RT-TaELF-F1
RT-TaELF-R1

ATGTCACCATAGGCACCAGC
CAGATTGGCAACGGCTACG

CTGAGCAGTGGGCAAATCCT

SR 30 E 1 PCR
Quantitative real-time PCR

CGGACAGCAAAACGACCAAG

TaECT 3-F2/R2 435t Bam H TFl EcoR TEEY) , S ARHEH BV AL 75 TaECT 3-F3/R3 4351 i Bam H TR Xoa 1R, 218 8 B V)7 87
TaECT3-F2/R2 were digested with BamH I and EcoR | , neither carried restriction sites; TaECT3-F3/R3 were digested with

BamH 1 and Xba I , with both restriction sites retained.

B BH 617 NEEERA N . #id WheatOm-
ics 1. 0 B4R 2 Xof 12 5k IR A /DN 22 55 DR A v 1 6 DL
BORY 0 AE r HEAT S, 25 L R 2 R R A
F/NE 5D e fafk 508 975 113~508 979 213 X
B, 75 ABD LR A& A — 801, 54k 2 4D
S BIET 5A ek 618 006 335~618 003 177
5B YLtk 616 944 382~616 941 243(1& 2),
i3 Expasy ProtParam 78 28 84 23 1 1% & 14 5
TR M Coois Hisit Nagr Oos Sz - JiLF B K 9 230,
Sy Fith 66.93 kD, 55 HL S 6. 48, HARNT &AL
h59. 53 %0, SR SR K PE S —0. 721, FUI Ry 23 K
PEE AR E R BN 32. 28, Hilll ka2 E H .
2.2 TaECT3 EEHNEYERESH
2.2.1 TaECT3 & & # £ # 7|

SOPMA 15 28 5 %} TaECT3 & H K45
A1) T 0 45 R (TR 3) S s HL 45 4 4 43 L TG A )
B hECHE 79, 74%) R o BRE (13, 45 %)
J B-Hra (6. 81 %), KW ZHE Al g B A B & Y

Bl TaECT3 HERE
Fig.1 Cloning of TaECT3

Gt RS B B R AR, BT SWISS-
MODEL V- & 1Y = G458 43 i JE AR 5 — 91
S5 O — 2,
2.2.2 TaECT3 %& & # 5 7] b3+ & % % 3t 4L 4
ST

FIH DNAMAN 6. 0 Xf /N# TaECT3 K H
[FlVRE 4 #E4T Clustal W Z F 3] LlL X, 45 % (A
1) 5%, TaECT3 7K (145 380~516 i % KL iR X 1
T LRSI YTH 45935, 3T MEGA 11 48
@R RGEEAN (B 5, RM/NFE TaECT3
5 % SbECT3, kK # HvECT3 K % #f 5 Bd-
DF3A RN — 3, B /R il ReAF1E D Be R ~F 1 o
2.3 TaECT3 ZF B L 4 il 3 it

ARS8 33 Deeploc 2. 0 78 £ 444 10 i 7R
TaECT3 £ M Al e L T A0 MR . A 35 ik 3% it il

B 2 TabECT3 HHE 3@k E i
Fig. 2 Chromosome location of TaECT3
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B3 WM TaECT3 EEMZREM(A)F=HLEH(B)
Fig.3 Prediction of the secondary(A) and tertiary structures(B) of TaECT3

Ta:/N ;Zm: EK; Os: KA Hv: K s Bd: BRI A AR IT
Ta: Triticum aestivum 1.; Zm:Zea mays L.; Os: Oryza sativa L.; Hv: Hordeum wvulgare 1L.; Bd: Brachypodium distachyon L.; At:
Arabidopsis thaliana L. .
4 TaECT3 EBRTFHEMIE R YTH 4113 5 5 Lk 3¢

Fig. 4 Conserved structural domains and sequence alignment of YTH domain of TaECT3

5 TaECT3 2B R HfthFiRE B KBRS 4
Fig.5 Phylogenetic tree of TaECT3 protein with other homologous ECT proteins
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G5 M T EYFP %6 E Rl A Rk Hk, @
T AT B A T 1% I B 2 b A [0 2 3% 12 44 g ()
Af i B 35S EYFP 25 AR AE S [ 1 X B, 286
IO SR B , 25 2 A0 A% N 20 i R IX 5 349 A

MR FOH NG S (K 6) IE LB L RS A
%, T 35S= EYFP-TaECT 3 # b4l v, 98 YoM 545
S b AT A S X SR (& 6) , B TaECT 3 2K
P12 T 41 e

B 6 TaECT3 Z| B I 40 i %E fi
Fig. 6 Subcellular localization of TaECT3 protein

2.4 TaECT3 m°‘A ZAZEAMETE
2.4.1 TaECT3 R &k Aok G 4h4L

Wt gt i B TaECTS3 2K 1 #E47 EMSA #
M TaECT3 & & Al IG5 & m® A &1 i RNA, B
i TaECT3 2/ EA m°A L5 FE AR IRE,
1t #e E# MBP-TaECT3 A% R KK, 7E 16 °C 4
R4 0.1 mmol « L' IPTG 53 £ k)5, SDS-
PAGE HL 3K/t /R 7E 100~140 kD &b H 38 H b
7 (107 kD) , 5 #UI 43 F R AHAT . & M2k
163515 MBP-TaECTS3 Bl-& & 1 (F 7).,
2.4.2 BIRIEAEE

JUEB] TaECT3 & 15 m® A &1 RNA 1
Fes g G e 1 R RARICH UGUmM' AA
(& m* A B UGUAA CRIE M) 2R & #E 47 5k
BRI, R FEW m° A B 5 MBP-
TaECT3 & (A L0 & I H 200 19 3 B8 BH W 1
I ARG 4T S MBP X 18 41 24 o W 88 31 45 & PH
%2 (K 8), £ W TaECT3 & [l L4 F i1 5
m® A B 5 BRIEHAE S mo A G5 AR,
2.5 BrERET/INETAECT3 HIRIESH

KM oRT-PCR # AR & W JE 4= 9 W 38 *F
TaECT3 HEHNFRIKWF M, UL TaELF FEFAER
WS HEAThR LA B, 255 R B, 15% PEG8000
ML 230, TaECT3 Fik & 83 FiM;37 C
EIRME S TaECTS 3R B % FEFE L (A
9. RWTaECT3 AT eSS /N X1 B iR 45
Uiy SENL T A
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B 7 TaECT3 & HRA =¥ &N
Fig. 7 Purification of the expressed protein of TaECT3

MBP # [H 4 % I 1 + Al — 2 G RA RIT s 87 k4878
HH-RNA 25677,
MBP is control protein; + and — indicate presence and ab-
sence of component; Arrow indicates protein-RNA complexes.
8 TaECT3 BEEHZE m'A iRt
Fig. 8 TaECT3 protein binding to m* A-modified probes
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CK 15%PEG8000 37°C
i AL 38 Stress treatment
x Fll % Fe R A0 B 5 XF B (CKO 20 4 0. 05 Al 0. 01 /K22
SHE.
* and * * indicate significant difference compared to the
control(CK) at 0. 05 and 0. 01 levels, respectively.
B9 FTEMTELETIaECTI EEM R
Fig.9 Expression of TaEC13 under drought and
high-temperature treatments
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Sk g XoF 22 Tl AR A 4 ik 3 L A 4 0 A B 2% Y
ST IR, mbA BN B A Y mRNA
I W R AL R E 2 — . P4 RNA etk .
BPRRCR 95 B T AR AR, Hodh  ECT Kk
FEN mb A G5 A8 OB I BERL
TR B ST B A BIESE LA /N A L Bl Fielder
R RE I TR TaECT3 K214, 38 i 2B W1 15 .
SO MriE s Ho gn i R (1 H A LA YTH 2544 3k,
WG /R TaECT3 AIREAEH m A 454 & 1 &%
EH. Z 750t 5 & g it 1k 4 0 & 9,
TaECT3 76 RARL ) F a) 52 B0 & P . (A
EREMNZ, qRT-PCR 20 MriE 58 &5 i (37 °C) FAE
PLF 5 (15% PEG8000) Wil 4% TaECT3 1) %
Ik UL AT B 2 55 /N 22 300 055 0 25 R Ll R

¥ 3235 M 2h 4l ik MBP-TaECT3 filt & & (A . 3 F
FH EMSA S280 3 KUESC % 8 R S A m° A
B RNA 85, 53 F K P8 3iE TaECT3 1
m® A GEAEAIRE. LA, 40 a2 1 SE K R
TaECT3 $5 5 22 157 T 40 i J5, $fi 0 HL vT 3 3 1ok
PSS G RNA I a0 40 M 5T N Bt 38 A ¢
B PR 194 2 K S B0 P 368 ) 7 T

R T B, TaECT 3 5 55 3 L K 4 4%
RABHYFP ) ECT 8 A 2648 R, B /R 78
) R R AR AR ) h D RE BN PR SF L D
& TaECT3 A HEA R F LA m' A B RNA
(IRE ST, T & A 1 YTH 453k 7E 8 s 7 ECT2/3/
401 (CPSF30L™ MK f YTHO7 ™ [A] #¢ 47 75
ECT2/3/4 fEMt R AE K A H b 3R 2 B4 bl
VEFR IEAEAE A W0 i3 ABA i 157 b 48 85 L 51 m® A
RAEINFE . CPSF30-L i 1 31 1) m® A 9 458 3k #%
T 22 B8 IR 7 8 1k (polyadenylation) 52 W T 4. , B 7%
e 1 By A AR, YTHO7 5 EHD6 2K 11
AR LR A ) 45 A o A B A IR R L T A 2
BB A L) OsCOL4 W AR 2, kR
X i A B DR P kAR R AR . NEE ECT R
AR LRSS T e . (A5 T W &, EMSA 52
5 W8 TaECT3 /X5 m® A & 1fi i RNA #8445
B ARG IRE T AWM, X —Het S5
YTHDF FKjE & AP — 85, % m°A
& i IR AL 7 B AR A B Tz R sE g

TaECT3 Wil 7 15 i A1 52 1 38, 08 B 5 0T B
S5 /N W A R e ) R DT
ECTS 15y &k i 38 1% J& 45 1 5 M 10 m® A & 1
) mRNA DL 4E £5 46 9 76 1B 3800k 28 8 4= # A
&1, ECTS i HA A AN P ABA ¥ B2 1 )
fE.7E ABA Wi F/EH TECTS By 33k & M i Tt
1 SR 2 ML Y ABA YR B A Ak 3 S A 4 AR
P AR — WA 43 15 B B ABA 24K mRNA, A
T S B S 45t A 45 ABA 5 5 M iz 396 B3 Jilp 3 1L
R S AR L R 241 55 24 PE W] B IR T TaECT3
TR 4 B 45 )2 2% T L T R 5E i 45 A a4
K mRNA B m° A M 07 21, P RNA
T Chn e e M ol RH R R0 o DT 1 58 /N 27 1 0 B
SATIZDA R

AW RGSENT T /N TaECT 3 (L5 MR E
LR R K F IR GESE HAE N m A 5 EH
TE/INAZ W0 858 e 7 v ) TR AEAE . BIF 5 45 SR i A
AAERAVE Y R S N g 4 i TR IR
W Gk m A JEPETC IR BN SR B T
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