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Study on Selection of SMV Resistance Genes in Soybean Germplasms and Segre-
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Abstract: Soybean mosaic virus (SMV) is one of the most important virus diseases in soybean production in China. In this
study, 50 soybean germplasms from domestic and abroad along with the F, , F, and F, populations from the cross of “Kefeng 1
x RN-9” were evaluated and selected for the resistance to SMV strains SC15 and SC18 using the five molecular markers
(Satt246, Satt286 and Satt634, BARCSOYSSR_02_0667 and Satt266) tightly linking to Rsc15 and Rscl8, which are soybean
resistance genes to SC15 and SC18. The results in this study through phenotype confirmation revealed that the coincidental
rates of selection of the molecular markers for Sat_246 and Sati286 to the resistance of SC15 were 63. 89% and 66. 67% , and
that of Satt634, BARCSOYSSR_02_0667 and Satt266 to Rscl5 were 67.92% , 68. 09% and 63. 10% , respectively; 34 soy-
bean germplasms with resistance to SC15, 27 to SC18 and 25 soybean germplasms with resistance to both SC15 and SC18 were
obtained, respectively. The resistant gene of Rscl5 was selected in the F,, F; and F, populations using the molecular mark-
ers. The results showed that the coincidence rates of molecular markers for Sat_246 and Satt286 to RscI5 in F,, F; and F,
populations were 72. 13% , 68.83% and 84.52% , respectively. The selection of resistance genes was performed in the F,,
F, and F, populations using the 5 molecular markers linking to Rsc/5 and RscI8, and 18 homozygous lines with resistance to
both SC15 and SC18 were obtained in F,. These results indicate that these molecular markers can be used effectively for the
selection of resistance to SMV germplasm resources and in segregating populations.

Keywords: Molecular markers; Soybean; Soybean mosaic virus; Resistant genes; Coincidence rates of selection

K& Glycine max (L. ) Merr. | E&IETHE, & HINEYZ —, KEHMTETE (Soybean mosaic vi-
5 b e dE (AT S AR ) B R TR, 2 rus ,SMV) i) 32 A T A4 R G X, FE R E AR

s B #1:201707-22
HETH : BHR ARPI2EH 4 (31371646,31571690, 31671718 ) 5 v e i A8 SEAR BRI AL 55 9% ( Y0201600115 ) 5 [F KA AR 7=l 3 A &R
(CARS-04 ) ; % 3k R A& o it P 33 B R KB 30 (2016 2X08004-004 ) 5 V17548 BURAE WAL P= W R A7 (JCIC-MCP)
F—1EERN XL (1992 -) & Wi+, EEMNFREIURBE T, E-mail: 2015101175@ njau. edu. cn,
BHAEE 611957 - ), B, #4482, %, FENF R GHHRBE TS . E-mail: zhj@ njau. edu. cn;
ZYL(1979 - ), 5 4 AR, EENFREHUFRE T M. E-mail: kail@ njau. edu. cn,



134 XA - 7 T ARICAE R SR BRI 2 B A b X SMV Btk 5 9 A B PR CR TS 15

A6 EE VIR R R O R X A kA 5
R PR, 1 ALK R RL BE 32, B K E G
JR S ER, TR P G TG Ak 2 25 500 A A R
6 SMV B B R P P AT 2 Bl 4520 T AT
(R N2 AR T e SR AR R (0 % 5
SERERR O AR . AR AT R RN T
PRESEAE RN (0 77 10 5 E R R SMV gL, (53% 05 1
FEAELLT )R (1) T 2K AE SMV Bk R, L%
PR LN SRR BN A 5 (2) BRI PRI — > H bk
RNRE IR 2 AN DL F SMV BRZ M T 5wt £
ARRBIUNE 5 (3) K NLE F AL Fp 4 2 i ) A5 B
Sl 2 FE (DR, A2 Yk B | 88 R 45 R S ), 5 9 i ik
oAbt ). DR, T B — A R T L LR
YETRT BL% SMV Bt % 2 7 12 LR AR sl il B B2 o 4
FELIREPUR B RISCE . W& 24 SMV Bkt A
(78 7, A HR a5 ot 3 R B A 4 AR IE XL
PEVEAT (B 3 26 #5020 b ic Bl Bh 2% $% ( Molecular-
Assisted Selection, MAS ) A % % 45 5t 11 25 52 i A
B LIRS (1) AT R X 24~ SMV #k Rk 7
VP 5 (2) AN 52 %8 2 I R) | 268 5 A 458 5 TR 2R 110 B A 5
(3) AT e AR i e 458 R Al A A R, DA [ Y
EA I FARICH K 40 SMV KL P8 %2 pe R 10
RZ Wk T 25 A5 40 SMV ARG SSR i
i Satt114 I Satt362 ZEXt 70 44y K & A 5 % IR UE 47
MAS I % 5 YRR R 5 K 82. 4% Fi1 68. 8% |,
Ma 2550 % 3 sk {7 30 Satt334 1 Sct_033 Xt
Rscl2 FI Rscl4Q 25 5 AR ST 43 7 Fn i 4l B
VEPR IR TE 85% L) |

HAET, o EH SMV 432k 22 4tk & B (SC1-
SC22) 1M Horr,SC15 A1 SCI8 Ji R 7 K A<
MRV RE EFE X SMY kR A
SC15 {2 YL 4B 10 Y RI2F 3, R BOR IR R .
AS2H 2 Yang %1206 RN-9 X SCI5 14705 32 A
Rscl5 SENMFRE 6 S Yk (C2 H81HE) i SSR
Fric Sat_246 F1 Satt286 = i), Li Z!" <Rl 1
57 %F SCI8 TR Rsel8 EMAER T 2 F Yt
A (D1b EHIRE) 2 4> SSR #5ic BARCSOYSSR_02 _
0667 il BARCSOYSSR_02_0770 2 [a] %5} 87 kb [X
BN, Hiztnic 521 SMV $iuii FE K Rsc7  Rse8 |
Rsc9 \Rscl0 Fl Rscl3 255581 . AWF5E 8 767
ARSI A RIS 43 FARic, XiF 50 FyFf i B U L B
“BlF 15 xRN9"HEM F, ~ F, 45 A BHEF YT

SMV #f Z SCI15 F1 SCI8 (i3 N 17 50 FAric
S s T R 50 £ K T R TR A4 A8 S B A B 2
FERHERR SMV £k & SC15 1 SC18 AT R A, 1
BRI RS R AT SRR, LA X 28 )1
PRICTE B R RHITPE % b R TN, 57 32 H X
SC15 FiI SCI8 HYHTIEA BEHFIVEAN 43 FARICTE MAS
TGVE T, ST HT SMV () MAS 7 Fhik 22 32 fit 4
ARIZHE,

1 M#EFE

1.1 ##

ABFF IR T 50 3ok A P E 1T AN TR E
SMR G SR (R) , RN R L A
ORI A B2 T AR TR N M Ty R LA ROR R
Fli, 2014 4EF| FH4T SCI8 #R R A “FHE 1 57 Fitdn
SC15 kAR “RNO” BLiil A5 40 & “ B 1 %5 x RN-
9" BA F AR, & Z 11w AR LIRS 240 £k F;
2015 AR F, H 2853 120 /> Fo. 58 252016 4F
RPN 0 S NN 5 ) O v 2 T =4 i e
A2 AP AR R B R A F AR 98 Bk, A
ARG 98 A Foy RFR . K FTH SMV & & 75 B
A EeAe 113827 FBHHORAF, LU BB e
TR KA R K G R R
1.2 EMEE

FEARCEHF 15 Ffe 1138-2 [RN-9 F1 7605) |
50 (A ER R B Ay B AR A AR (F, JF, o F F5, 40)
AR Rk T a4 M R 27 JE AR X6 i o7 P D 5
W, YL SE A R IF B SR A BT B By ARBE 24
SMV # % SC15 % SCI18, F, fll F,, f¢g 5 fp SC15,
HeRhE 10 d PHASE — I RO, B % 30 d i
SLMEEIR AN T SR R . AR SMV FE LR
AR 52 A3 R B (TCHE AR ) RIS (R SE AR
M RGINIE B4 A SRR AR ) o Xk 4 e R
BLICHEAR 9 S P AT 3 2 45 5, IARIIE IR 50 1) 1] 5
PEo DAREAR 11382 1 Jy it BE b, 320 5 o2 1w 24
B 0F 1
1.3 SFHRiCHER ST

FH CTAB JEHR IR 5t J2 2438 Ja ARAEA A ek )
2] DNA, YEHUS Rscl5'"™ Fil Rscl8'" B354 431 11y
SEFRRIC(ER 1) XSEAR L 50 3 BTk 58
JE AR AR (F, Foy FLFS, ) #PREST PCR 374
IR FRL K ARSI



16 K R 1

K1 BT SMV HEEssFirigl>™

Table 1 Markers!'*"! tightly linked to SMYV resistance genes using for MAS
Fric oo R WAL oo ik GEBIHE)

Marker Resistance gene Genetic distance/cM Chromosome ( Linkage group)

Sat_246 Rscl$ 9.2 6 (C2)

Satt286 6.5

Satt634 Rscl8 22.1 2 (D1b)
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Satt266 12. 1
N Sie 7l 1=t 5 ., .
P B R A IR, HHUMEAS 1 AH [F] I T roren

{0 1, SR EA ARy 2, 5 2% 3¢ F il A
MR A 3, L e B IR (ER 4 S Al il
FRVGER BB 1 B H R A B , iR K AL
2 Y H 3R A S F) B R S DA AR AT B BT
PRSP SRR R
ANy S USRS 8 LR
FUREERE _ o 1R 3 A BDRLE
T (%) T A | A3 A bR
IV ELH

TR e B R 2 BE R R E % 100%

FEe (%) TR 2 B PR
L4 HRDW
KR Join map 4.0 B PFHEAT AT

&

x 100%

9
/
&

Sat_246

200 bp
S TR -, 1 2 3 1 4
#7=» RS RR S
3 %é}o’q’

¥ RO

RN

A

Satt634
200 bp

ﬁ%*ﬁﬁﬂ;ﬁ?ﬂ—l 2422124
Ffmm— R SR S RRRR

2.1 MASFHRIEBTENMRKEMRFIEI SCI5 0
SC18 #k ZHIHLim 1%

FRGE S TR ICZEFR B3 IR X SMV Hods 13T
MR BCR A0 58 SMV BL9k & R 0 Fp 39 IR, 2 B
55 Rsc15 F1 Rscl8 B3 1Y 43 FAmic Xt 50 £ K5
FhBTHEHC DNA 47 PCR 414 FIEE e i kR il . 45
B R, Sat_246  Satt286 , Satt634 . BARCSOYSSR_02
_0667 Fl1 Satt266 435l % 7 H 35 .22 31 .35 Fl 41 5y
FRET S0 A (1 ) RIS A (2 BY) A AR R Y
FRIETEA (1) .

6 3
'\‘°QF11 245 6 7 8 91011121314151617 18 192021 22 23 24 25 26 27 28
e

Bhbeeee e

o

112211412411-1114421111411
RRRS SSSSSRRRRRRSS RSRSRRRS

2 34567 89101112 13 1415 16 1718 19 20 21 22 2324 2526 27 28

R DU 5 S B0 5 1 HUMGRE DR T 52 2 SRR L (R Y 53 2 2 G B (R Y 34 LR B (R Y
R: Resistant; S: Susceptible; 1: Resistance genotype; 2 : Susceptible genotype; 3 : Heterozygous genotype; 4 :Other

genotypes.
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Fig. 1 Polyacrylamide gel electrophoresis of Sat_246 and Satt634 in partial soybean germplasms
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Table 2 Screening of germplasms with strong resistance to SMV strains SC15 and SC18

Hi#E3£A Phenotype S3FHRICH T Molecular marker genotype
e i o E
Code Genotypes Origins scl15 SC18 Sat_246 Satt286 Satt634 BARCSOYS Satt266
SR_02_0667
1 HikS5 = LI R R 1* 2 4 1 1
2 HES5Y i} S S 4 4 2 4 4
3 s mt R S 0 0 2% 1 1
4 THk30 Ak R R 1* 1 1 1 1*
5 PI96983 25 R R 1 1 2 2 2
6 A 24 W R R 2 4 4 4 2
7 17 28 Jemt S S 2" 4 4 4 2
8 HE15 Lo R R 1* 1* 4 2 2
9 #RE 31 L R S 1* 4 2% 4 4
10 10 B IIER S S 4 4 1 2" 2"
11 WG TS = S R 1 1 4 1* 2
12 Bill1= SIS S S 2* 2" 4 1 1
13 JI| 5 14 & pu i R R 4 4 1 1 4
14 2375001 A R S 1* 1" 4 1 2"
15 HE 95 P R R 1" 4 1* 4 1*
16 WitED 8 5 Wi R R 1 4 2 L I
17 WK 53 1Ly R R 1* 1 1 4 2
18 Wi 6 = Wil R R 1* 1* 4 4 1
19 W% 26 WrE S S 4 4 2" 4 27
20 K15 W S S 4 4 4 2" 1
21 a4 %R R R 2 4 1 1 1
22 HE15 mk R R 1* 4 17 1 1*
23 SFRR/INRL T R S 1* 1* 4 2% 2"
24 BWHLHAE s S S 1 4 4 2" 2"
25 SEBY L R R 1 1 1" 1” I
26 I KB TLIh R R 4 2 2 2 2
27 KR WL R R 1* 1* 1* 1 1"
28 WERARK A & DN S S 1 4 1 4 4
29 Ogden 5l R S 4 4 4 4 4
30 W it} S S 2" 2" 2" 2" 2"
31 Wi 51 1L R R 4 1 1 1 1
32 Peking AL R R 1 1 1 1* 1”
33 Yr.56 17y R S 4 4 2" 2% 2"
34 PI96983 Cibiis R R 1* 4 4 4 1
35 Th# 39 b S S 2" 4 1 1 4
36 T A 5 S S S 1 1 4 4 4
37 i 82-178 R R R 1 4 4 2 2
38 I 15 0T R R 2 4 1 1 1
39 i 662 b S S 4 4 1 2" 1
40 XESE 7R R R 2 1* 4 4 1"
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gR2
PiPEF A Phenotype S FARICHT AL Molecular marker genotype
Fre i oK F
Code Genotypes Origins SC1s sci8 Sat_246 Satt286 Satt634 BARCSOYS Satt266
SR_02_0667
41 1= PinyE: S S 1 4 2 4 4
42 HmOls bawii} R S 4 1* 2* 2" 2"
43 Mk 87-23-1 T S R 4 4 2 2 2
44 Rk 87232 T R R 4 4 4 1* 1*
45 T 1L R ald R S 4 4 2" 2" 2"
46 BRFFHT ZHB R R 1* 1* 2 4 2
47 Williams82 23k S S 1 1 2 1 1
48 NELR 1Ly R S 1* 2" 4 2% 1
49 MEZET ;Y R R 1* 4 4 2 4
50 R S5 5 By R R 1* 4 2 1* 2

ReBU 5 S 80 5~ AL AL — 20 1 YU SR AL 2 SR JE R Y 54 HOp R A 50 TEa 2
R: Resistant;S ; Susceptible; * : Genotypes in line with the phenotypes;1 : Resistant genotype;2 : Susceptible genotype ;4 : Other genotypes;0:No band.

GUitali B 5 LR R LR  Jr TARIC Sat_246 |
Satt286 ,Satt634 . BARCSOYSSR _02_0667 #ll Satt266
I3RS H 21 (15 (11 (14 F1 16 fy e A AL 1 B H 3£
B PUAE B R B 5, 53 F AR ICPUR A R 500 Dk
77.78% ,83.33% ,73.33% .73. 68% il 76. 19% , F-
Y970 76. 86% ;5 MARICARICHURVERF &% 5351

63.89% .66.67% .67.92% .68.09% .63.10% ; Sat_
246 F Satt286 X SC15 Hrip P i & i V- 1o PEAF
& %4 65.28% ,Satt634 . BARCSOYSSR_02_0667 Fil
Satt266 X SC18 i P i ik 1) ~F- X B PE AT & 5 h
66.37% . BLHIIXLE Sy Hric 34 a) F T b o 5 6 0t
SC15 Fi1 SC18 HifPEIEFE (£ 3) .

%3 FRMEHER SCIS 7 SCIS AR SIARERAE
Table 3 Coincidental rate between genotyping and phenotyping in germplasms to SC15 and SC18

=2 AR ORI SRR
tric e b=% 4 Phenotype Coincidental rate of  Coincidental rate TR
Marker Genotype Total phenotype and of markers Average coincidental
R S genotypes/ % /% rate of markers/%
Sat_246 1 27 21 6 77.78 63. 89 65.28
2 8 4 4 50. 00
Satt286 1 18 15 3 83.33 66. 67
2 4 2 2 50. 00
Satt634 1 15 11 4 73.33 67.92 66. 37
2 16 10 6 62.50
BARCSOYSSR_02_0667 1 19 14 5 73. 68 68. 09
2 16 10 6 62.50
Satt266 1 21 16 5 76.19 63. 10
2 20 10 10 50. 00
RHU 5 S 8000 5 1 PO BE R 2 52 - JBig BE IR 2
R: Resistant; S ; Susceptible ; 1 ; Resistance genotype ;2 :Susceptible genotype.
2.2 RERZFEREEZHAR SCIS fifmtEry £, P 7EfRic Sat_246 [ BAT PR AL R (1 503

DSNIE7 T i o T W OISR R AW i 2
AP XTSR TR bR 2 SCLS BT P A e 200K, BEAL 1%
HU135 A F, HubkdZmh SC1S EAT RIS 2 MbRic ik

) B ARy 93 A, He v SR AU R T AL 11 A
BRIT 50 82 A 11 bR, PO EFEAT 5 5 88. 17%
HAT IR FE T (2 7 8D) 1 Bk 38 A, Hirh 7
JSEDUIR IR B SRR 19 bR, B EFEAT S 80R
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4 50.00% . W bR ic Sat_246 M- 5F G RN
69.09% . [RIFH, Ric Satt286 Xof i 5 Fl IS Y 2k 5
FF A 24 92. 22% F158. 14% ,SE-3 4 75. 18%
Fric Sat_246 Fl Sau286 1 F, {LAYEHEAT & 3714
K T72.13% (£ 4)

120 4 F, R 2, 35 SCI1S FEAT 76 10 48 o FlHy
RIGrHT . Hoh7E Sat_246 HA 1 A B K RNy 68
A, HA RAUEGTE (PUR A5 B9 ) KR FBYR R R
S31A 58 F 10 A P e B8 Ky 85.29% s HA

3R R Z N 30 A, Herp R AR HURE AR 19 5K
ZIM00 29 AL AN BUR BEFEAT 5 5N 96.67% ;
HA 2 BB AR N 22 4, o R ARG UR AR
IR R4 R 15 F T A, BG4 % N
31.82% ., M Sat _ 246 1 45 ic F & 4 K N
71.26% . [FH, 45710 Sat286 [ARIC LT &% N
66.40% . Fric Sat_246 Fil Sat286 £ F,, {4t 4T
RNy 68.83% (£4) .

F4 “BlE1S xRN EHAEEEM SCI5 RBERIEREFAE
Table 4 Coincidental rate between genotyping and phenotyping inoculated with SC15 in progenies from ‘Kefeng 1 x RN-9’

/A R HIATF A% RIC I E B 4 AR AT 4 %
glj:tl::: BRE fRid e Phenotype coinc;ﬁt;ite hCoinci?;nf:f lf Coij:identefr;eif
/progeny Total Marker ~ Genotype  Total e 5 % of markers/% markers in progeny/ %
g
F, 135 Sat 246 143 93 82 11 88.17 69. 09 72.13
2 38 19 19 50. 00
Sat286 143 90 83 7 92.22 75.18
2 43 18 25 58. 14
F, 120 Sat_246 1 68 58 10 85.29 71.26 68. 83
3 30 29 1 96. 67
2 22 15 7 31.82
Sati286 1 55 47 8 85.45 66. 40
3 34 31 3 91.18
2 31 24 7 22.58
F, 98 Sat_246 1 84 84 0 100. 00 83.33 84.52
3 6 6 0 100. 00
2 8 4 4 50. 00
Satt286 1 82 82 0 100. 00 85.71
3 8 8 0 100. 00
2 7 3 4 57.14

R:*f[ﬁ;seg:%%—( *ﬁ*u}:ﬁ_‘g) :S:@%;l *ﬁﬁﬁ%ﬂ ;2 @ﬁ%ﬂ ;3 ﬂgé’%ﬂ«
R Resistant ; Seg : Segregating (R and S) ;S:Susceptible; 1 ; Resistant genotype ;2 ; Susceptible genotype ;3 : Heterozygous genotype.

120 A4~ Fou RS 34 DMYURR R, ik
e 98 A FAREAR (K 4), AR 98 I Foy K
R EFD SCI5 E A7 3R 70 %5 28 Ay B 70 A, Satt246
1 Satt286 Xt SC15 Mg e F 4T 4 %44y 100% |, J&&
FRILEERT G %5308 50. 00% F1 51. 74% , Fnic -
WIRA 20 9 H 83.33% F1185. T1% , AR IR AT &5
RN 84.52% (£ 4) .,

25 LR .3 ThRiC Satt246 F1 Satt286 £ F, \F,
FE, AR SCLS BT ERRAT 5 R I TE 85% L I,
AT A 50k 72.13% | 68.83% FiI
84.52% , Ui W 43 FHnic nl FH T SMV o Pk i) E #%.
PRI A A 5% R 43 F A a2 7 2% 58 I ARE 44 X
SC15 #1 SC18 MyHTEEEH FEAT 174N T i+

2.3 HFiRiExt SC15 #n SC18 it & E Bk E

KT IRIERIA &4 Rscl5 Fl Rscl8 W4 & &
F,,EFEY Rsel5 Fl Rsel8 RN 5 50 Fhnic (R
1) 4B 1 5 x RN9" A1/ F, Fy A F CREA
HiX) SC15 il SC18 (Hi B K i 47 43 F AR ic v £ .
50 MR 240 BR F, bk b A 120 AN BB [R] 0 5
A Rscl5 Fl RsclS(TE 28 bmic L R BT HAT 1 RIS 3
B s FHBAT FL RATAE 9 120 4 F,, 58 & rh L0 156 5]
34 ANTREIRINT &4 RselS 1 Rscl8 ;48 F, K ZAGHE
1998 A~ Fuoy K R340 BOMG 41, 43 il 5 Bl SC15 A1
SCI18 FATRIY E , X Ptk R BA PR
ZAY R 94 F1 95 A~ ; B &k HEF) 18 A-xF SCI5 il
SC18 ¥R IHTys If Al i A2 Fr G b ic B BA 1 A AY
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Table 5 F, lines resistant to SC15 and SC18 from ‘ Kefeng 1 x RN-9’

ﬁ?@?\lﬁ%ﬂ Genolype

HiEE A Phenotype

Lines Sat_246 Satt286 Satt634 sapgs NCSOVSSR B SC18 S
_02_0667 Incidence rates Incidence rates

F,.,-6 1 1 1 1 1 R 0/21 R 0/19
Fy-15 1 1 1 1 1 R 0/14 R 0/25
Fy,31 1 1 1 1 1 R 0/13 R 0/15
F,.,-35 1 1 1 1 1 R 0/13 R 0/20
F,.4-36 1 1 1 1 1 R 0/15 R 0/11
Fyu41 1 1 1 1 1 R 0/11 R 0/18
Fy.,43 1 1 1 1 1 R 0/19 R 0/7
Fy.,-52 1 1 1 1 1 R 0/18 R 0/20
Fy,-54 1 1 1 1 1 R 0/11 R 0/17
Fy.,-59 1 1 1 1 1 R 0/14 R 0/10
F,.,-63 1 1 1 1 1 R 0/16 R 0/18
Fy.y 67 1 1 1 1 1 R 0/15 R 0/11
Fy.,-68 1 1 1 1 1 R 0/14 R 0/15
Fy.y 72 1 1 1 1 1 R 0/17 R 0/21
Fyuy-77 1 1 1 1 1 R 0/16 R 0/15
Fyy-82 1 1 1 1 1 R 0/19 R 0/12
F,.,-93 1 1 1 1 1 R 0/28 R 0/15
F,.,-96 1 1 1 1 1 R 0/18 R 0/15

LU R AL R 50

1: Resistant genotype ; R : Resistant.
3 Hit5itig

ARWFFMEE T R A E 17 A4 R E SN 50
YR IGFI T R . e %5 25 R W, X SC15
SC18 ¥R A “ 1L T 157 “MBEFK T 55 25
L. 4> THRiC Sat_246 F1 Sat286 Xf SC15 itk
TEHE I T B HERE £ R 65.28% 5 43 F A il Satt634
BARCSOYSSR_02_0667 il Satt266 %f SC18 it i
HAIE PR UERA O 66.37% (3% 3) . H BARC-
SOYSSR_02_0667 [WARic V-4 7 F it i, 1l g
SR R SR R 2 [ 1 35 A% 1 B A G, 154G I B
FRGIT , 40 F bR iC 5 Bk 3 TR 22 18] ) 38 e 1 L 2R e
1, BERSRIB S . AT 45 R 5 e T 25 %) 70
U35 TR B UEAT MAS 13 0 58 1 o R
(82.4% 1 68. 8% ) #4 e M A5 FABAT , 16 HH ik £ 53
Fhric# ] TR0 5 98I X SC15 A1 SC18 Hirik: i
VEFE. 50 3 R EF I AR icar B 285 P sk
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