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FEAE ST BT

BB, O AWERT, AN W, F O, Em¥, KO, T, Fag’
(LA HUE T SR A0 TR RBTFSE tPu/ RV 1L RN 4340255 27T 988 ROl B & BEta P R o i,
VLR FEE 2100145 3.7THA KRR F BT EYIIFE I V195 R 210014)

WE. =MHEEKKEE(Clover yellow vein virus, CIYVV) 2 DR E YRR EEN R BRI RHMEY
I U™ E G IR A TL IR SR IR R AE B4 SRR S PRSI H Y CLY VIV A R 20 )5 51 L B TR A0 S5 R A
I B R RGN CIYVV 43k R4 )7 9 R 47 S e, )P 9100 8 5 PR sk ARV 90 38 0 = S 3 ik 2 ( ClY VY-
IS) &ILHAFH, FEFA T 0Hras B BRI B YRR A 754149 585 bp, 4ifd 11 ASFE AR, NCBIJF4I L
XA RFIHZAT Y S T ARIER H A8 CIYVV No.30 4334 (ABO11819) #1723 41 [R5 M 5 , 3% 96. 37% , o 4w
SRR IR T 51 [F] P L 7 38 99. 06% , 1 5 b A B CIYVV 43 B 9 ( KU922565 ) #% 1 IR /7 5] ] U8 4 AH %o 45 4%
(94.74%) . BIPras R EoR CIYVV-]S IBA =B HoR o> 3, 5 D8 E Y i 888 HoA s 51 20 5013 AR TR
Vs

KW . MRS, B, &EFEA; JFH
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Molecular identification and genomic characterization of clover yellow vein
virus isolated from broad bean in Jiangsu province

GAO Xiao-xiao'*, TU Li-gin®, SUN Feng’, LI Shuo®, CUI Xiao-yan’, CHEN Xin’, ZHANG Song-bai',
JI Ying-hua®

(1. Hubei Engineering Research Center for Pest Forewarning and Management/Yangize University, Jingzhou 434025, China; 2.Institute of Plant Protec-
tion, Jiangsu Academy of Agricultural Sciences, Nanjing 210014, China; 3.Institute of Industrial Crops, Jiangsu Academy of Agricultural Sciences, Nan-
Jjing 210014, China)

Abstract: Clover yellow vein virus (CIYVV) , belonging to the genus Potyvirus, infects a variety of legume crops
and causes serious damage. In order to clarify the whole genomic sequences and structure characteristics of CIYVV detected

in the broad samples collected from Yancheng, Jiangsu province, the genomic fragments were cloned and sequenced. Se-

quenced fragments were assembled to obtain the full-length
B #5 H #7:2022-07-11 sequence of CIYVV-]S. Genomic sequence analysis showed
EEHE LA LA B FAG I H [ CX(21) 1011] ;B K that the genome sequence of isolate was 9 585 bp in
AARBLA R I H (32072506) 3 B ™l AR i 5 length, encoding 11 proteins. Sequence alignment results
AP0 (CARS-24-C-01) showed that CIYVV-]S shared the highest nucleotide se-
PEE B S mbELE(1998-) , 2o, Il g i PN B0 L F 502k, RN quence identity (96.37% ) with a Japanese CIYVV No.30
S FAEYIRREAMIGT . (E-mail) 2424054181@ qq.com
BIFUEE . T, (E-mail ) yangtze2008@ 126.com ; ZZHEAE | (E-mail )

Jjlyinghua@ jaas.ac.cn

isolate (ABO11819), and the amino acid sequence identi-
ty was 99.06%. While CIYVV-]S shared relative low nu-
cleotide sequence identity (94.74%) with the Chinese
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Hefei CIYVV isolate (KU922565) reported earlier. The results of cluster analysis also indicated that CIYVV-]S was clus-

tered in the same clade with other CIYVV isolates, while different clade with other members of the genus Potyvirus.

Key words;

# 5. (Vicia faba L.) & G0 58 19— H
LAl R T A BN AR TR, AT S
R HOEY) B ENA R AR IR
KA G RNAE A KA E IR T &)z, T
TR LAFRFE AR R E 7 R T S & Y
WeVE v e AR AR A K Y 7 i S
Pt AR EAESRAE A O A PR A B A 9 S R AR
KBRS R HE B e 35 WA e
W FEE GRS R R RS B RTRE M
Ry A 50N BF £ A = R BKOW 7 (Clover
yellow vein virus, CIYVV) % & 4% {4 )% 7 ( Broad
bean stain virus, BBSV) . 3% 5 & f£ M J% 7 ( Bean
yellow mosaic virus, BYMV) &2 FE& AL M4 B ( Turnip
mosaic virus, TuMV) SERICT AR R Z R
ZH R SRR I R R AR D T RO PRA

— I E B KR BE ( Clover yellow vein virus, CIY-
VV) JE T S8 Y RRE Y T m s, B R
S win A R S AR 2GR & —
SEIREAEY T R A R B TR A AL
KR BE F i 7, T B LS AR TR IR AL K H IR
G PR T S A B 4 B LN AR TR IR R SRR
BE AR K MR A =l 2 S AR P R G TR
CIYVV fiz i i % [ 24 % Hollings A1 Nariani M 1 =
MR R B 2R EE T e M
RS s [ A6 [ (1 2 o o S b AR T T %0
XA EE ., BEihEET ClYVV ik
S BEFEAATE, 1989 4F 2K 4 NI AR 2
B2 S S R v R P I 25 D A ) 3] = e o
B KBRS VIR TREET CIYVV NEES
W5

2018 4, PR AE RS VT 545 i B RE o 18] 5 5
i, R BER A GF H BLEE QY CIYVV f& F B E
o it — 2B & B R A SR s i iR 26
FERA B A R 20 S5 40 R i A SR 4 1 T
BOG H AT S IRl o B 1 i 7 A AR AR ClY -
VV VLR 50 85 ) 4 5L DX A7 91, 4 #r R 2
SERIRRIE, IR LA ey, Dy it — 2B E S CIYVV
AR AL i 5 ] By 28 SR B8 B

clover yellow vein virus; broad bean; whole genome; sequence analysis

1Bk

1.1 iR

PR S R 2018 AR R A TULIR A SRl dx
FERL BRAR RS RATT—80 C KA .

1.2 ifF

RANiso Reagent ., PrimeScript'" 1st strand ¢DNA
Synthesis Kit i3] & . PrimeSTAR™ MAX . pMD18-T Ity
HEAY TR (K#E) A R Al (TaKaRa) ; Trelief™
So KM AT T IR 32 25 A0 A ) B b s SR A W
AxyPrep DNA SEMIE 1RG0 & 17 22 UGk AR P BoR
(B A FRAH]

1.3 RNA #2E5(

S MR SRS (07 %, R Trizol ¥4 4R B
SRR RNA $EUS B F-80 CUkAEIR A .
1.4 RT-PCR % CIYVV £EF =&

DA GBE LR AL A RNA B b, 2 I8 14 i 38
SEUO T AT R SR BT X ERGE Y CIYVV 4
JPIBcit 5 X5 Bl (£ 1), LL eDNA Jgfdi , 43
Y38 5 BoP S, PCR N B R 40 pl: Prime-
STAR MAX 20 pl, F R 5[#)45 2 pl,ddH,0 14 pl,
¢DNA 2 pl, § 450K 94 °C 1 min;98 C 10 s,55
°C 155,72 °C 2 min, © & 34 PMEH ;72 C 5 min, 12
C 10 min, ¥ 38 7F=W) 28 19 B JIG B B M v, K A
FIFH Axygen 37 & B RIS , 3% #% 2 pMD18-T
ik, FFH PG 1L Trelief™ Sa KT 5 &%
A, 28 PCR AN 55 U0 900310 5 K BH A S R 26 22
LGE A=A w AT R NIAE .

1.5 CYVV £EERF 59

HRAEI P 285 5% W AR 0 5 4 R BOR 3 T BF
Tﬁ,?ﬁ“ﬂ DNAstar ,Snap Gene ,BioEdit , Clustal X e
45 NCBI _LEE A CIYVV 43[R 551 k47 5E A
HEZERIRAE e Z2 F 751 Lot 50 # , 91 F BLAST
ﬁ;’j[ BLAST: Basic Local Alignment Search Tool ( nih.
gov) J AT [FIRE 53 B . F T MEGAT 304 i 41 4%
% (Neighbor-joining Algorithm ) #4704 DA K &
gr A R SRR B AT BEA T T 0007 A 7
S BE
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*®1 CYVV EEF I E5 %

Table 1 Primers used for CIYVV genome fragment amplification

5194 F el (53 e ¥ ﬁ‘)ﬁ‘)’g
Cl-1F AAAATATAAAATCAATACAAGACAAAYAM 49.3 2179
Cl-1R CTTTGATTTATCTTCYGAYACAT 49.6
CI-2F GGAAGCAGCRAAATACATAG 48.0 2 081
Cl-2R GYGCAAAACCACTTGTCATGAT 51.5
Cl-3F CARCTCAARAGTGATCCCTT 46.3 2197
Cl-3R GTTCACCTTCTCTCTCAGGAT 51.5
Cl-4F GAGACCAATAGAATGTTAYTTTGT 50.1 2137
Cl-4R ACAGTGTGACATRAACCAGAG 51.8
Cl-5F TAAGCGARTCCATYGTGTTC 50.3 1527
CI-5R CTCGCTCTATAAAGATCAGAT 50.1
CIYVV-CP-F CAAGAGCAGCACGATGAG 54.0 1042
CIYVV-CP-R CTCGCTCTATAAAGATCAGAT 50.0
0 LEHLEME Eﬂl‘ﬂ%%fﬂﬁﬁﬁé%)ﬁi&ﬁ%%*ﬁmﬂo TEFIH ClY-
VV B SR 519 (C1IYVV-CP-F 1 CIYVV-CP-R,
2.1 fRIFEHEEBRER CIYVV il ) HATY IS, K N ER IR TR B 33 A

2018 47, HIfa] i £ 2 B, SRR o HI R A G A A 19 Ry 3 2R A B Be (181 1) o it —
PRI LA | R ERE, R S A AL RS, PR IE S AR B B T CIYVV, BB 2
PROMETR A AT R 2 A5 BE DU B BAEIR (8 1) 0 e & EAFAE CIYVV Y RGEE

M CK a b ¢ d e f g h i j k 1 m n o p q r s
1500 bp
1000 bp
750 bp

A RFETE SRR B SO0 SRR s . RN TR & BHPERE S CIYVV FRREY A . M DL 5000 marker; CK: BAERS IR a~ s SRk A & PR
i JS-1~J8-19,
1 HEFEHEERR CIYVV R AR

Fig.1 Typical symptoms of diseased broad bean in the field and specific amplification results of clover yellow vein virus
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22 CIYVV 2EFANEK=E

CLYVV B ZH 2K 2 9~ 10 kb, A HF 58 % 4%
By AR g (18 2) 1t 5 X e XS ClYVV 25 A
FPANRE S 1 (3R 1) R A AL S RNA
RS G 545 2 A cDNA 43 B 4T PCR 9714,
W2 1% NEEEE R FBIK , 2551 5 X5 1y g3 5

2081 bp

H BRI A 451 (B 3a) . mICH 4455, 16
C iz pMD18-T #fA , P 5% 4k Trelief™ Sa K
FrRRAZ SN, Z8587% PCR i e FHME s b e , 77
LRV (B 3b) J5 2% 2 2 H0E AW A " kAT
JE I E

CL-1F}— CL-3F}—
1 !
| |
| |

2197 bp

2 CIYVV SRR AR
Fig.2 The cloning strategy of CIYVV fragments

M Cl1 Cl12 C13 Cl4 CI15

3000bp

2000bp
1500bp

a

M : Marker DL 5000 marker; CI1~Cl5; CIYVV5 5K A B

3000bp

2000bp
1500 b p

E3 CIYVV EFE4AH B RT-PCR #18 (a) F1PAME T FEESYIIEE (b)
Fig.3 RT-PCR amplification of five fragments of CIYVV(a) and enzyme digestion verification of the positive clones(b)

23 CIYVVIIHZBRESBYMEERAFLESHT
Sl BRI E T, T ST T DR
PAFTEHRE CIYVV VLR G40 B (CIYVV-]S) 25
KP4, 3 &4 T NCBI GenBank g |, /741 5 5%
54 0P296252, CIYVV-]S HE K2 429 585 bp, 4
X Al 43~ P1,HC-Pro . P3  P3N-PIPO 6K ,6K2 .
CI .VPg Nla-Pro NIb F1 CP (1€l 4) , 4k 11 I fE
B, FERAB1~191 bp Jg 5 45X, 192~
1 097 bp %ifith 302 aa LA XS 73 F T 2 2934 100
A P1ZE ;1 098~2 468 bp Zifith 457 aa 2H A AYAH
X3 T B 2952 2009 HC-Pro 2 ;2 469~ 3 512
bp Zmiith 348 aa ZH AL A XT 43 F I 2 40 200 P3
;2 469~3 160 bp+1bp 2t 230 aa ZH 5 A X

Pl HC-Pro P3 6K1 CI

Iy TR 2926 0001 P3N-PIPO &M, i P3 1Y N B¢
IR A PIPO 4, 3 513~3 671 bp % f 53 aa
ZH AR X 43 T 295 900 Y 6K1 2K 153 672~
5 576 bp 4l 635 aa 41X 73T B 2971 400
) C1 #1435 577~5 735 bp 4% 53 aa 2 WA AHXT
I3 F 296 100/ 6K2 ;5 736~6 308 bp 4%
191 aa ZHRCHAH XS 73 ot £ 221 8001 VPg #HH ;
6 309~7 037 bp i fi% 243 aa ZH AL A A X 43 T 5 2
227 300/ Nla-Pro 2 ;7 038~8 594 bp i 519
aa ZH B A AH XT3 F BT i 29 59 100 (19 NIb 45 115
8 595~9 407 bp % 271 aa 41 AL AYAH X 43 T i &
2430 80011 CP & ;9 408~9 585 bp & 3" dE 4t
X,

6K2 VPg Nla-Pro NIb CP

P3N-PIPO I

4 CIYVVIHBEENEMEFRMALEH

Fig.4 Genome constitution of CIYVYV infecting broad bean from Jiangsu province
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24 CIYVVIIBZEENBNEERAFIRES
#

A CIYVV 3 BUT SN P45 28, PF 455 3 5e 8%
H CIYVV T95 # & 7y s ) 4 3 N )y 51, A H
BLAST %3} 5 NCBI I E4zIE /Y CIYVV 45 1 7
GIHEAT L XT, 25 R R CIYVV TL95 % .50 B W)
(CIYVV-JS) 17 W )7 915 H A CIYVV No.30 435
Y1 (ABO11819) [a] I 1 £ 55 , 1K 96.37% , 5 CIYVV
TR IE 4> B W) (KU922565 ) [A) J5E Ky 94.74% | 1iij
5 Y SR TR [F)JE Ot 5 &8 AR i 7 ( Bean
yellow mosaic virus, BYMV) \%%ﬂiﬂ‘i‘ﬁiﬁ(Twnip
mosaic virus, TuMV) % & 46 M5 7% ( Lettuce mosaic
virus, LMV) \Z%J5 %5 % ( Plum pox virus, PPV) K
AL 9% 8 (Soybean mosaic virus, SMV) P8 JRAE M
W5 ( Watermelon mosaic virus, WMV)  3E 20 # &0
7 (Leek yellow stripe virus, LYSV) % & {& 15 1k
T2 ( Pea seed-borne mosaic virus, PSbMV) [ [A] J&

K2 REHAITARNNRETHERRIRES T

PEALIR50% ~70% (3 2) . EHERRIT 5 X 455R
& CIYVV-JS 5 CIYVV H Z& No. 30 4% & ¥
(ABO11819) & F R 7 41 [Rl PR e =, ik 99. 06% , 5
HAh CIYVV 53 B4 2 51 )7 5] [A] I8 4 93.07 % ~
98.99% (% 2), £ Clustal W Z # JF ) x5, F
FH MEGAT7 3R AAF4REL 471 0000 B 542 il 35 1iE 44
HRGRBFR,GHEBR CIYVV-]S 5 HA No.30 43
B %Y ( ABO11819) . &f Dendrobium 43 & ¥
(LC506604) , H [E A M8 43 85 41 (KU922565) | i [
BH 4+ B ¥ (1.C643587 ), £ H Ca 7 B ¥
(MW287328) . H 7% 90-1 Br2 43 B ¥ ( AB732962) |
[ 1A-2016 7r B4 (MK292120) . H 4 189-1 73 B
P1(1.C096082) [ Gm 43 B4 (KF975894) I A —
A5y 32, A XTI %, I 5 15 E NGSTPS18 43 85 )
(MW848532) I AR 4332, A XTI 2%, (HE AT THER R
KH| CIYVV KA (Bl 5) , ik S5 SRR W T
A L BB BN R IR T BRI

Table 2 Virus species used in phylogenetic analysis and homology analysis

[ P (%)
PR TE 24 B ] Bos GYEY) #FE X
BAHRITS) HIERR)T )
=R R R ClYVV AB011819 No.30 #E HA 96.37 99.06
=R R ClYVV LC643587 BH e i 95.17 98.80
=R o 2 CIYVV MW287328 Ca (R FH 95.17 98.05
= R B ClYVV MK292120 1A-2016 K ESE 95.10 98.89
=R o B CIYVV LC506604 Dendrobium Pay i [EaE 94.82 98.98
=M FEOR ClYvv KU922565 Hefei A T A 94.74 98.44
= ks B ClYvv KF975894 Gm K i 94.58 98.63
=R o T CIYVV AB732962 90-1 Br2 Wi H A 95.12 98.80
I o 7 ClIYVV LC096082 189-1 Wi D H A 94.92 98.99
I R ClYVV MW848532 NGSTPS18 "E T 83.16 93.07
SEE B BYMV MT153866 ~ BYMV-2018/1 "I = 71.75 69.25
Bl % S LYSV KP168261 INDIA Kk EJE 52.82 46.54
B AR B LMV X97705 E B % 51.24 48.20
Wi G AL PSbMV MK116873 PSB262CZ i o 50.66 43.76
2RI T PPV HG964685 Rec-Cdn08 T VN 53.88 52.19
K H AR SMV GU015011 413 PN XHE 53.18 44.33
JCH AL M B TuMV MH735112 CN7 b PELT 52.92 48.02
P4 AR 5 35 WMV 0K050524 Henan Liipia i 52.59 43.96
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MW287328|CIYVV

48
97| —LC096082/CIYVV
— KF975894|CIYVV

90
MK292120|CIYVV
AB732962|CIYVV

75

CIYVV
—— KU922565|CIYVV

100

100

80
100 {LC643587|C1YVV
0

{ ® CIYVV China Jiangsu
100L__ABo11819/CIYVV

L MWS848532|CIYVV

LC506604|ClYVV

82

MT153866BYMV

100

MH735112|TuMV

99

X97705LMV

HG964685/PPV

100

GUO15011|SMV

OK050524[WMV

100

KP168261|LYSV

0.05

MK116873[PSbMV

B5 ETCYVE£EEARIIMENRELEH
Fig.5 The phylogenetic tree based on the complete genomic sequence of CIYVV

25 CIYVVIIHEEHSEMERFISH
CIYYV L H 4 7 5 WA iy 25 R kW,
CIYVV-JS 54:7% ] NGSTPS18( MW848532) /3 B4
SN 9 DR T — 3, i — 4% CIYVV-]S £
2L 11 A FEFTFN 53X 9 o B kAT Hexs 34T
5L (3K 3) WoR PI ETRRIT S 5 CHRE R ClY-
VV B AR }89.64% ~96. 91% , 5 H AR No.30
SrE Y (ABO11819) [RIEYE i 5 5 HC-Pro W% AT R
3 6] J5E 4993.95% ~ 97. 16% , 52 [F Ca 43 B4
(MW287328) [l A i ;. P3 A% IR 7 40 [a)
K 93.20% ~ 96.84%, 5 3 EH 1A-2016 4 & W)
(MK292120) [R5V % & ; P3N-PIPO FYK%FE IR T 51)
[F] R 492.63% ~97. 69% , 5 H A 90-1 Br2 43554
( AB732962) [a] i B 155 s 6K 1 FAA% AT 18R 7 471 ]
$189.31% ~ 95.57%, 5 | E & M CIYVV 5 B Y
(KU922565) [A) Y fi 2 5 CT B9 A% 1 TR 41 [) YR

7 91.08% ~ 96.38%, 5 H A& No. 30 4 B ¥
(ABO11819) [F]JEE i 1 s 6K2 FAZTFE IR 1) [ Y5 1
990.57% ~ 97. 48% , 5 ik [5 BH 43 &34 | 26 [H 1A-
2016 43 B9y ( LC643587 . MK292120) [a] I 1 5% =0
VPg WK TR T 51 [R) U544 24 96.51% ~ 97.91% , 5 H
7K No.30 73 BS54 . H 78 90-1 Br2 43 BS54 (ABO11819 .
AB732962) [al Vi 5 s Nla-Pro WY RE T 12 751 [ 4
K 96.71%~ 98.49%, 5 H & 189-1 7 & ¥y
(LC096082 ) [ Yt £ 175 s NIb FOA% 1 1R e 5] [) P
H 97.24%~ 98.46%, 5 H A& No. 30 7+ & ¥
(ABO11819) [A] M £ 5 ; CP A% 45 R 40 [R) IR
94.96%~ 97.41%, 5 H & No. 30 7 & ¥
(ABO11819) [A] itk e i (3% 3) o X LEZ R Uil 78
CIYVV iy 11 NEH v, VPg  Nla-Pro 1 NIb iX 3 4~
FE PR AF A oAb 35 PR AR S AR X e /b, AT RE A X H 4%
TRSF
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£3 CIYVV-JS 5Ef CIYVV ¥ EHME R EFEES

Table 3 Gene homology analysis of CIYVV-]JS and other CIYVYV isolates

[P (%)
AT TR HRT

PI HC-Pro P3 6K1 Ccl 6K2 VPg  Nla-Pro  NIb CP  P3N-PIPO

=R KRR ABO11819 96.91 94.16 9320 9434 9638 9245  97.91 97.81 98.46  97.41 92.63

=R R LC643587 93.83 9395 9482 9434 9244 9748 97.03 9698 97.43  96.80 94.80

=M FLEE KR R MW287328  89.64  97.16 9597  90.57 9333  90.57 97.03 97.12 97.30  95.94 96.97

=R R R MK292120 92.17  95.41 96.84  91.82  91.08 97.48 96.68  97.39  98.07 96.19 97.54

=R R B LC506604 90.42  95.04 9482 93.71 9244 9560 9756 96.84 97.24  96.43 94.80

=M FLE R B KU922565 90.19  94.01 93.68 9557 9349 9560 97.03 9698  97.24  96.56 93.35

= ko B KF975894 91.29 9431 95.01 89.31 92.55 9245 97.03  96.71 97.37  94.96 94.94

= KRR AB732962 90.51 96.86  95.01 91.82 91.39 96.86 9791 97.39 9756  96.06 97.69

=R o B LC096082 91.73  94.31 94.73  91.19 9339 91.82  96.51 98.49  97.62  95.33 94.51
3 3 i KB, CIYVV " A TR B A i R IR A

AAHFERT 2018 AFE VLR fx 595 15 ik ) A 3
H SR 1) 2 T2 GE AR A 32E 47 95 A 0 B R 3, R 3%
Jrri A G B AE CIYVV R Y AL F ik imi i il 43
B AT CIYVV-]S 3L R4 51, B A T H 3
R ZERIRRIE . RGBT EE R BIR % EY
J&T CIYVV I — iR ee bk &, H 5 H A EY
(ABO11819) "™ #% 1 W& ¥ %1 IF] ¥ ¥ & &, ik
96. 37% , BIEIR T HI [FIIEYEIE 99. 06% , 1fij 5 H1 [E %
B B (KU922565 ) 1 %41 R Jy 81 Rl S 12 7 1
[FJEYE 2> 91 h 94. 74% F1 98. 44% , B IRITIN 5 %
B kAR BT, (L A4 B A O R R B A
1o A TR S X A2 SR BB ] CLY V'V (B AR 25 4
FLA S 2% LY CIYVV AR YL IR AT BEAS 2 I I 1 %
#.

THEASE Y TR S AR B i KW — N JE  BE
{2 Y Z2 Tt B~ R RCT- AR ) , A 4t A5 PRl s
B 20 = i o 8 VR S Hoh
BOAMRYE =bsRY HwRE B L E R 2R
BHEY, A=, CIYVV AT DL 5o 00 e ) 32 6 4%
P HR AR AL G2 B4 7 8 R O, 206 0 A T
ZAEEIH K

Hp ] 2 G A T AR S T AR L, VTR R R
TSR A 7 R AR 3, 8 A P T ARLEA 1. 333% 10°
hm® 26472 (B RTET X A 5 A S AT 5T A X
B, 2018 4R FEEhIR A | ZE M S A R A h

W HKIiKS50% ~60% , Tk EUEET, B
b g SR LWL B 2 A 2 A, AR ARV TE
TATAE T KBS, PR, 26 7 v 1 Y 28 D) O T i
I 14 R A Ao B 1) S M R T | 3 4 A%
BEAREE B, VI s A iR die kA 58

B3k
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