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BREEE LR AT AE SRS
WMWE, A, /AN, & #, = #

R AR A B BT, 4 350013)

B E. YW ATTEEREN S (East Asian passiflora virus, EAPV) FEARHEVEEE R AE 0,
SR 2% F1 RT-PCR A IIE AR SRAL 1 VU A AEREA TR I, XS BAPERE i PCR =it — 20 s pie .
FERUPHT . SEREW, 11 O FE R I R Y W5 888 (Potyvirus) 3 83 L4 A 45 o BHAE, K E
1M i5E (Soybean mosaic virus, SMV) I 2=kl 45 539 0 BIPE; B Potyvirus J&EHBIYIN 11 43 F:
AR AT B T /N 660 bp (19 H FR B R AIEOW R, SErb 10 gy BHYERE S 5 SRS 1 Ok F e
JRE (Telosma mosaic virus, TeMV) {Z TR EE —E, 1 RS CHGER EAPV AZIFIRIT 51—
PR 98.3%. &% EAPV SERIRES (fv44 ok FIBXG-P1), 4S5 W 8945 80 FU0 K /N2 955 bp
P E B, 3RAFIMAM5EE 1 (Coat protein, CP) FEPHF414 1K 870 bp (GenBank &35 : MG650164).
JFHILERT I, EAPV 43 B54) FIBXG-PL (1) CP 2K /741 5 CHlGE 1) EAPV & HIR/TA . AR P43
PES3 50 81.0% ~ 97.6%F1 84.0% ~ 96.9%: RAKF /T4 REW], 38 M EAPV B BEMTERARE KRR
AP (Group I F Group 11D, Hrft Group I 24 AO #E%&, GroupIlh IB #i%&, FIBXG-P1 7> &HY))E
T AO Bk ZR . AREPHTE 1 EPAV [FRTH, 2 12005 8 78 Hh Kl b BXOR: A 10 1 R0

KB EE: RUATRER S 5T 8E

hESES: S667.9 XEAFRRRED: A XEHS: 0513-353X (2018) 08-1587-08

First Report of East Asian passiflora virus Infecting Passiflora edulis in
Fujian, China

XIE Lixue, ZHANG Lijie, ZHANG Xiaoyan, ZHENG Shan, and LI Tao"
(Fruit Research Institute, Fujian Academy of Agricultural Sciences, Fuzhou 350013, China)

Abstract: In order to investigate the occurrence of East Asian passiflora virus (EAPV) on Passiflora
edulis in Fujian Province, the suspected samples of Passiflora edulis were detected by serological and
RT-PCR technology, and the positive samples were further cloned, sequenced and analyzed. The results
showed that the serological test of 11 samples were positive for detection of Potyvirus, but all were
negative for detection of Soybean mosaic virus (SMV) . The expected fragments of about 660 bp in size
were amplified from 11 samples using universal degenerate primers for detection of virus species from the
genus Potyvirus. Results of sequence determination and analysis revealed that the sequences of 10 samples

were highly consistent with those of the reported Telosma mosaic virus (TeMV) isolates, and the
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sequence of one sample shared more than 98.3% nucleotide identity with those of the reported EAPV
isolates. For the suspected EAPV sample (named FIBXG-P1) , the expected size of = 955 fragment was
amplified using specific primers. The total length of CP gene of this EAPV-positive sample was 870
nucleotides (GenBank accession number: MG650164) . The sequence of CP gene of FIBXG-P1 were
81.0% - 97.6% and 84.0% - 96.9% identity with the reported nucleotide sequence and amino acid
sequence of EAPV, respectively. Phylogenetic analysis showed that 38 EAPV isolates were clustered into
two groups (Group I and GrouplIl ) , in which Group I was AO strain and Group II was IB strain.
FIBXG-P1 isolate in this study belonged to AO strain. To the best of our knowledge, EPAV infected
Passiflora edulis in Fujian Province is the first report of the virus in mainland China.

Keywords: Passiflora edulis; East Asian passiflora virus; molecular identification

LR EY WWEEE (Potyvirus) IR TU 84 (Passiflora edulis) &3 N ™ B 1 — W8 o
CRIE I R 1R R U B N % B mE 2 9 Bl ZRWVY RSN R (East Asian passiflora virus,
EAPV) (Iwai et al., 2006a, 2006b). PHEEA A EE (Passionfruit woodiness virus, PWV) (Wylie
& Jones, 2011; Fukumoto et al., 2013 L. 2 WF 45 16 M55 7 ( Cowpea aphid borne mosaic virus, CABMV)

(Rodrigues et al., 2014; Garcez et al., 2015) P FE R IR BN B (Passionfruit ring spot virus, PFRSV)

(Wijs & Mobach, 1975). Hkpq W &4 8 (Malaysian Passiflora virus, MPV) (Abdullah et al.,
2009) VY& & B 5 75 (Passionfiuit mottle virus, PaMV) (Chang, 1992). VUF%E Y %3 5; (Passionfruit
virus Y, PaVY) (Parry et al., 2004; Coutts et al., 2011)+ K AEMIHEE (Soybean mosaic virus, SMV)

(Benscher et al., 1996) FIR KA AL 8 (Telosma mosaic virus, TeMV) (Chiemsombat et al., 2014;
W 4%, 2017) 5. RPN # (EAPV) 24k PWV. CABMV ZJ5 5 3 MR e 5|
AL YA EAR LI 1) Potyvirus JEJi#E (Fukumoto et al., 2012b). EAPV 2 [ AEY) 2= FNLTE 2= 5
530 AO FNIB #R&R, WFHRES DM e, XOI{ET AO Bk &R 51 R SEm R MR AL, 1 1B Ak
ZUEBEESEIR (Iwai et al., 2006a). EAPV JERIZH A+ssRNA, A% —MKIF B EHE (Open
reading frame, ORF), Zif4RA&H I, AO. IB #R R4S WML KL 4K 5 520 10 046 F1 9 982 nt.

HAl, BEAPV O H A, 5 DA A [ 6 78 S5 0 M ] SR X Rl 82k A, ) 7 2 2 7 1 0 o
KT ANFFERE I 52m (Iwai et al., 2006b; Chong et al., 2018), {HiZ4 & 7E H E KRl Hu X i AR H
RAEMARIE . T EAPV X PG 2 AL 7 HAT BRI AR P DRI 2008 75 B 708k sz ) N
AT . R Bl X 43 4R WA 5C EAPV A %08 BB 7Tl . ok, ARt va sk
JREIIH, VU A AR T RURK T, 5 e R ISP R ) R ARG S 2, R IR R
A4 S B RO TR, R T BOR IS O o O B AR A E A R BEAPV KZE, 2016
BT A A P R S B AT T VR AT, B BEARE AR I 2% ELISA JiiA#IT . RT-PCR
HUFBIE BN 54T T EAPV AN, DU B Iy SR A 20 P 97 428 i i £ 1R 2 <4t

QY ViR SRS DARES

1.1 ##

WIGTEAR A AR = B R ST 8 . 2016—2017 SEAEAREARM . BT FF. T8, SR
M A5 ORGP T S BE BRI s FERDEEIR AR AE T SRS ai4e, 3L 60 10, WRGE G A
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TRAFT - 80 CHEARMAIKA & H

Potyvirus I8 HPUAKLIARF A G AL 5 (SMV) RlAF] &8 5 Agdia A5 TrizoL iR
FW H Invitrogen A w] s BENLG P 57, PCR mix J&J H Promega 2 H]; Tag DNA Z 5.
pMD-18T # AR B FAEY) CKE) HRA 5 DNA Marker. JRIFDECGF & B RARAE LR

(b5 AR AT . W51 A IER Legpoty-F: 5-GCWKCHATGATYGARGCHTGGG-3', % I

Legpoty-R: 5-AYYTGYT YMTCHCCATCCATC-3' (Wylie etal., 2010); ARHECRIEK EAPV 3£ [A
P AR S XA — X s 51, 1E 1] EAPV-F: 5'-CTTGCATGTCCTAGACCTCG-3', % If]
EAPV-R: 5-AACTGTGGTCGG TTTACCCAA-3'. 5 mATAY TR (L) BuaRAR S
Ji& o
1.2 MmEFZH

BUPG TS ERG I 0.1 g, AN 1 mL $2EUZEM (PBST, pH 7.4) 78BS, 4 “CF 8000 r - min
B0 10 min, _FIEBED A RES SO . Potyvirus J& I8 H HUAK IIR 5 65 K A Indirect-ELISA A1,
SMV A7 &K FH DAS-ELISA £l e BB BIEXS IS FH PR BRI (o I, J 5T 2 IR R &5
L ODyos nm. #:8/ODaos nms s > 2 FIE A PBHYE; ODaos nm. #8/ODaos nm. s < 2 F 8 A BIVE

1.3 RT-PCR #&i

&L RNA #2245 (2017) 7RI IS 2. B & 20t 0.1 g, AN AR 40 B
BT L5mL B0, A 1 mL Trizol i1, KIZUHRY 5 E 5 min: A7 200 uL, 7845514
A 30s, i F#E Smin, 4 ‘CTF 12000 min™ B0 15 mine ANVOIEL KM, IS4
AW, R A S S E 15 ~20 min, 4 'CF 12 000 r - min” #5010 mine 3 LW, Ul
JEF 1 mL 75% 4R, 4 ‘CF 75001 min” B0 3 min. 3% B35, |H 2 K VEHEERT
5T )5 F] 30 uL DEPC-H,0 %ifi#t, - 80 CIRfE#% .

RSB 4E (2017) SR JNER MBS, B3 pL RNA, JIAREPLS 14 1 uL. ddH,O 7
pL, 70 ‘C/K¥ 10 min JGIIEIKHE 5 min, FEIIA 5% M-MuLV [k B2z i 5 pL. dNTPs (10
mmol - L) 2 uL. RNasin (40 U-pL™") 1 pL. M-MuLV ¥ 58§ (200U - L") 1pL; 42 C 1h.
70 °C 10 min &% cDNA. it ] 514 Legpoty-F/Legpoty-R 2 W 44 2 J 441 : Legpoty-F (10 pmol - L™)
1 uL, Legpoty-R (10 pmol-L™") 1 uL, 2x Tag PCR mix 12.5 pL, cDNA #i# 3 uL, ddH,O 7.5 pL;
94 CHiANE 5min J5 94 °C 30s. 51 °C 45s. 72 'C 1min, 3t 35 MER, &Ja—#MEH)G 72 C
ZEfH 10 min. $5 575514 EAPV-F/EAPV-R [ N4k % J 46 f: EAPV-F (10 pmol - L) 1 uL, EAPV-R
(10 pmol - L™") 1 pL, MgCl, (25 mmol - L) 2.5 uL, 10x PCR buffer 2.5 pL, dNTPs (2.5 mmol - L™")
2uL, Tag DNA &M (5U-pL™") 02 pL, ¢DNA #i# 2 uL, ddH,O 13.8 uL; 94 ‘CHiASYE 3 min
Ji94 'C 30s.48 C 455,72 C 1 min, 3£ 35 MEM, &) —8AGI )5 72 CLEM 10 min. B 5 pL
PCR §#7=WH 1.5%B lbERER (75 GelRed Y4kl) #EAT HLPKAL I .

1.4 CPEATERFFINH
4 PCR § H3RAF 1) H 1 v B B IR B b e Il el 2lifb s, 34T pMDI18-T ik,

HAU KT B DHSo, ik B v, $REREEALFOR. PCR %55 Ja il o e i A TAY TRE (il
A PR A T 5E . P41 e 45 B Ee sk ) BLAST FiJ¥ Al DNAMAN %44
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1.5 CPERERZREMUERSN

KB KSR (Maximum likelihood, ML) & CP ZEH TRV ¥ E 4 EAPV R4 K
HRAR. EMET, fHH TranslatorX (Abascal etal., 2010) X} &4 351 JE T 200 ¥ 3E47 2 P01t
X, ModelFinder (Kalyaanamoorthy et al., 2017) TIHEH 5l AZ IR, FEZ i Ul
5 bR (Bayesian information criterion, BIC) &EHEM 24, NH IQ-TREE1.6.1 (Nguyen etal.,
2014) Hi EAPV CP RENARGUAFM, #70 SCuCi sl (B A5 BRI K H LA 2446 % (Standard
bootstrap) I Shimodaira-Hasegawa ITMEAR 455 (Shimodaira-Hasegawa approximate likelihood
ratio test, SH-aLRT), #H K 1000 XAFEEAT PR . CLUERBEIE M98 (Wisteria vein mosaic virus,
WVMV, AF484549) k4 (Outgroup) o HIT RGIKE /W1 EAPV KRR 24 37 4.

2 HiR50H

2.1 IMEFEZHENER

FIH S22 Y WWEEE (Potyvirus) 1B JHPTAXT 60 47 78 75 3490 FEUEAT Indirect-ELISA #5l, 45 %
RIL 1L ByRES O B, KRN 18.3%, RUIXLEHE 5 Lol Ge#E7 Potyvirus JEWi#E. KL
JWEE (SMV) [#] DAS-ELISA il 45 5RKW], 11 5 Potyvirus JEIEHPUAR SN 2 PHTERIFES, 5
SMV i e PEPTR SN A58 B, R R R 2] SMV.

2.2 Potyvirus BRI 514 RT-PCR | 45 R

EEXT 11 Potyvirus J& ML A A4 FHYEIGFE &, S0 7 8 RNA JE T % sk A i cDNA.
DL 1) cDNA AE R #EH, FIH Poryvirus J&iE H 514 Legpoty-F/Legpoty-R 14T RT-PCR, M
Indirect-ELISA #5I Potyvirus J& I BATERT 11 43 FF b, 3738995 2K/ 660 bp (1 H 7B (B 1D,
BT RINRAE, 408 NIb F2BR 3R 3R CP LR 55340 FE 8. 11 4 RE S PCR P29 H ) B
BE. ¥ fERET BLAST Lbxt, 4RI, Hr 1 fedh (FIBXG-P1) B 1FIRIT 45 GenBank
ARIE [ AR VG B B (EAPV) [P 41 s JE— 35, UL [ G785 254 KP114136 19— 350t i e
1 98.3%; HiAx 10 AR AT IR IF 515 GenBank L 3R3E IR FAE M # (TeMV) 8 AT
80, BEIA ) 98%Lh . FIREE RN, FE 5 FIBXG-P1 AT REHE W 4% W U 35 5005 55

1 000 bp
660 bp

500 bp

300 bp

100 bp

E 1 1118 Potyvirus BILFEF A REERASIY RT-PCR &R

Fig. 1 Amplification result of RT-PCR of 11 Potyvirus serological positive samples using universal primers
M: DNA marker; N: Negative control; B: Blank control; 1-11: Sample.
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2.3 HRIAEEFRESEEUHERE CP EEFYINE R L3 2
o 5. 75 75 3% 75 (EAPV) SERUEE &
( FIBXG-P1) #) H %¢ 5% ¥ 51 % EAPV-F/
EAPV-R #47 RT-PCR §"#4, MIZFES Ly 14
BRHPFB (B 2) , 1MBIPER I A48 1000 bp

M E N B

955 b,

S FE PR 8 BAR N B I B e '
LR, % BT A K 955 bp, LAY 000
#) CP SEPFS), Horh CP JER S KN 300%p
870 bp. ¥ CP I 7 HI#E4C 4 GenBank, /74
B35 MG650164. 100be

FER 45 R, %45 B CP 3L
W IR 91 % 2 T (1 e SR R PP 9 5 R 2 FEESEFS (EAPV) RILGERM
EAPV 585405 ELAT i B —50bE, ot o .
JFH1— ik 81.0% ~ 97.6%, Horh b5 e [H 657 N: BIFERE B: AR
VB KP114136 5155 (97.6%) : 5 H A Fig.2 Amplification result of RT-PCR of the suspected
) ABISS021 el (81%) + EILRRIFHI—5 e DNA e o EAPY syt ol
Pk 84.0% ~ 96.9%, trh5rhE&GE Y N: Negative control; B: Blank control.

KP114137 i (96.9%) ; 5id[E 4 5y
KY077656 ik (84%) o fEiZ5r &%) CP LK ZILIRITFHIH, 2 164 17 Al 18 N FEMR K N5 T
BEIFAEMISCH DAG (Asp-Ala-Gly) #5755 (F3)

IRAFEET

Conserved motif

TKSENDKEELGKDAIDAGNDGKRRDKEKERMVTTP
MNPNPKNSEFGGSSFNRKDKDVDAGSKGKMVPRL
QKITKKMNLPTVKGRVILDLDHLIEYAPNQVDLFNT
RATKSQFESWYSAVQREYELDDNQMSVIMNGFM
VWRIDNGTSPNVNGTWVMMDGEEQIEYPLKPLV
ENAQPTLRQIMHHFSDAAEAYIEMRNSKEPYMPRY
GTLRNLRDLSLARYAFDFYEVTSKTPNRAREAVAQM
KAAALANVSTRLFGLDGNVSTTGENTERHTVRDIN
QNMHTLLGMNSPQ

3 RTEEBERSE (EAPV) RS (FIBXG-PD) 45 CP EENEERFTI
Fig.3 Amino acid sequence of CP gene of FJBXG-P1 isolate

24 FRIFEFERSRCERN CP EEARFLZ BRI

R B2 T HLA S I CP 3R BRFE K Sy 870 bp, Hid & A R ACH ) TPM2u+G4,
HIMARZKEWWE 4 P, FrARARTEENTE (EAPV) 2 BSP LR & i & AE B o PAS
KiF. KEHA, EE., PE G SRS BPERA Group 1 1, J&T EAPV 1] AO Bi&: HAth
EAPV 7r W RIFE LA S BAS M (98.8/97) BRAE Group Il ', J& T EAPV [ IB ¥R R 51 AR
HERAT EAPV 73 254 FIBXG-P1 5P [H G HLIX 43 254 (KP114136 I AF208662) Hifi [ 43
2% DSMZ PV-0292 (FR694184) 1LJGEAE— N3N
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76.3/95 AF208662/Taiwan/H [E & % Taiwan, China
88.7/92 FR694184/DSMZ_PV-029 2/4i [ Germany
89.1/92fL.... KP114136/TW/H1[5 & % Taiwan, China
95.6/96|—-- @FIBXG-P1 f&@# Fujian, China
~ KP114137/0920-6/ [E & % Taiwan, China
85.4/96 KX5 20663 /CY/¥ [H &% Taiwan, China
e AB690439/AT1/H 7% Japan
9821001 AB690440/AT2/H 4 Jagan
83.4/94 - AB690444/YMO51/H 7 Japan
AB246773/A0/H A& Japan
84.1/9 AB627436/YW/H & Japan
36/08 AB690445/YW102/H A Japan
Lo AB690455/YW101/H 2% Japan
95.9/90 " AB690453/YW071/H Z Japan
85.6/74 LC038074/YW141/H A Japan
82704 1.c038078/YW145/ H 7 Japan Group I
80.4/59H........ AB690442/YWO51/H A Japan
- AB690441/TG/H Z Japan
--------------- AB690447/SY102/ [ 7% Japan
--------------- AB627437/SY/H Z Japan
- AB690443/SY051/H Z Japan
- AB690446/YM101/H % Japan
70 1/54f AB690450/SY073/H A% Japan
’ AB690448/SY071/H A% Japan
94.2/98|. - AB690449/SY072/H A Japan
- LC038068/SY141/H Z Japan
57.8/76 LC038072/SY145/H A% Japan
KY077652/DY16-1/5%E South Korea
- KY077653/NJ14-1/8%H South Korea
KY077651/SGP15-1/56 [ South Korea
,}’/ - KY077655/GH15-1/#[H South Korea
. - KY077657/GH14-4/%[F South Korea
" 1/77 2 KY077654/GH15-3 /& [E South Korea Groun I
: AB627435/Arata/ | A Japan oup
— 9811'7%757 ~ KY077656/GH15-4/E§[E South Korea
: KX5 20664/ CY/H [H & & Taiwan, China
98.8/97 KT724930/ EAPV-IB-dpd/sh [H &1 Taiwan, China
L AB185021/EAPV/H A Japan
v/ AF484549/WVMV/H K FITF Australia | sha
Outgroup
0.05
B4 EF CPERHEMFIIERNRGEL EH
GY3CN R EIEE S SH-aLRT/H23H (AL 78 SH-aLRT > 75%H. BP > 70%) .
Fig. 4 Phylogenetic tree based on nucleotide sequence reconstruction of CP gene
The numbers on the branches were the value of SH-aLRT/Bootstrap (only shown SH-aLRT > 70% and BP > 70%) .
A A)
3 e

KL % ELISA . I8 5 1Y) FIER SR 5 14 RT-PCR W) SKAE R BE AL 0 R b AT 7 A I AN 52
16 1 ORI AEMER A S EALH BAPV, 33X & [E KRG HL X PU 3535 |- EAPV R AR B U aE .«

B EAPV HET MG A MBI 277, LRSI, 7 v 3 2 TG 2 1 S A 2R 2 PO R4 sl 120
B OCHE. EAPV 5 PWV R YL Pb3R D [ FPERAHL, B2 Rk 5 PWV A, K2 ii—H
BN K e PWV MR R, (HILIERL CP JERPH1E PWV 1—BUHEAK T Potyvirus Fiiv K bR
#E, EAPV # HAIA 2 N Potyvirus —ASBIFIR TR (Iwai et al.,, 2006a, 2006b; Fukumoto et al.,
2012a, 2012b). WM&~ ELISA J5i& T4 . RT-PCR AR A S0 s B il () &% F - Bt o
T EAPV A 1 s AL AT IR A &, B LA R S ] Potyvirus T 38 FHHTAARR IR G2 70177,
FEXSASTIN Ay BH A A ity 12E— 22 I SMV IR e PE AR Skl , DA IA 2 5 A7AE Potyvirus J& 1 SMV .
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I8 H 1 95 14 RT-PCR 8 % Potyvirus J&WieE, TR T &% L, @1 TeMV R0 G NS 45,
2017). AWFFLLE R —AFSSZ VLGRS A 3 TVGFE [ Potyvirus JEIT EAPV Kl 5 1fiiE 2%
ELISA i 7y b, R TEH 5 14 RT-PCR J7yEANE A KHAL R FE S R, (HiZ 57k B
PR, REE, HA R IR E SRR ZA Potyvirus JEWEF LA

AHH T I R e 14 RT-PCR M AIIIGE , 3K73 T CP JEPR K741 SERU A (FIBXG-P1)
S A CIRIE K EAPV 43 BW) 74— 80k e 45 K W, FIBXG-P1 2 541 CP FENAZ 1T
1%\ 2 5 R 1741 5 GenBank HRIE 1 [ 48T HH [ V8 1 X 4 5 40 (1) — 350k 23 il 75 81% ~ 97.6% - 84% ~
96.9%, L EHEGE S —St S, 200 97.6%. 96.9%. Adams % (2005) i, CP
FERAZ T IR 79— BEAR T 76%, 2518 7 91— B T 80% I H1 3 4 Potyvirus J& Wi 25 AR Rl o
R An e, 007 v [ A 2 7 75 3% FIBXG-P1 4) %08 EAPV. M FIBXG-P1 5IAth EAPV 734
WM RGE R ETWKRE, KAAFREZ. #IX K EAPV 73 Bk R R0 4 2 ANy, (HARRILH
WA A HB A DG, b [ S HIX PWV 23 B9k br ENIZCh EAPV, X5 Iwai %5 (2006b) 1]
fRIE—%. Chong %5 (2018) MWFFUAHIESL, [ 5 ¥ 1 X 5 | v 20 AR Ui Ao i 110) 3= 2 Dt I T
530 EAPV, A EZHRIER PWV. REKE T4 R TR, FIBXG-P1 5 H &5 HIX 55 2
Y) (KP114136. AF208662) HAKITMZEL KR, EHEK, FHEAMBX ANFEEGELIETES
) VG 2 322 it Pl DRL AR K B b X & BILEK) EAPV A5 1T g 5 Rl N

HATST EAPV [RERENLEI A B . BF9UK B, Potyvirus J&7 BE e @k i AL R, %8 K
Z R0 EE A LR RN B B R OGRS F B DAG OFF409E 58, 20065 B4 5%, 2016).
TeMV &S5 3 P E M) 75— Potyvirus J&H§ . WIHESE (2017) 70K, 488 3% ERZ
B CP JE[N gt 2 JE 1R 7 41 P A7 A6 5 0 TR WAL AH R - 57 55/ DAG, {H Chiemsombat 55 (2014) #f
ARG, REFETFE L TeMV 2034 CP 3 K4 fis & IE MR 751 b iR <7 34 P DAG # DTG B, H
A BE M JLUFAL S ) . EAHFFU RT3 FIBXG-P1 43 BSM1K CP JE R JL 1% 41 vh B fE4F DAG,
H5CRIER EAPV 43 2% AO F1 IB #K &R (Iwai et al., 2006b) AH[], H eI %95 75 T DL i e
HULE, H R 1l BORp S LR Rt — D 9. B 11200 iR e AR X AT B RS
BT MM, T BN a A 3% Al d IS I S5 B8 3B A9 3 (A 38 I 1L
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