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Two isolates of Strawberry mild yellow edge virus were newly isolated in strawberry (Fragaria x ananassa) cul-
tivar Selhyang and Kamhong from Korea. The complete nucleotide sequence of the coat protein (CP) of two
Korean isolates were determined and analyzed. Sequence identity of nucleotide and amino acid between SH
and KH isolates was 90.4% and 95.5%, respectively. The comparison of three Korean isolates including previ-
ously reported KNS1 with 45 SMYEV sequences from other countries deposited in GenBank database revealed
an identity ranging from 81.2% to 100%. The phylogenetic analysis of CP of all SMYEV isolates showed the five
subgroups (I-V), with Korean isolates being divided into two different subgroups. The isolates KH and KNS1
were included in subgroup |, whereas SH was included in subgroup IV which is new phylogenetic subgroup.
Genetic diversity analysis indicated that new subgroup had greater variability and nucleotide diversity be-
tween subgroups resulted in values ranging from 0.0863 to 0.18004. This report represents the first molecular
characterization of SMYEV isolates from Korea.

Keywords: Coat protein, Fragaria x ananassa, Genetic diverisity, Phylogenetic analysis, Strawberry mild yellow
edge virus
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T8 Ee 3}, ool ZApol= FAFo] YERA|TE 75/ ol A
T Hiolg| A7} HEE o] viog]A gt WA dvde 2]
2 Ao 2 H35}HTtHCho 5, 2011; Choi 5, 2009).

SMYEVE 2 % 9l Aol = JLgduto]g AQ] Luteovirus 2
H=r]9) o1}Plakidas, 1927), ©]% MY181} D74 E-2]F(isolate)
O] AA| A o] AL FAA} v 2L FAE F3l Potexvirus=
EFERL vholF A YR FE = 480X13 nmé| AMYE
ko] ERlEittJelkmann 5, 1990). @A) 71A] SMYEV A
A G714 E0] B8 7 87 8|3 (MY18, D74, Berra 2, AB41-
01, AB41-02, NB1165, NS26, AB5-2)0]| w-=2H SMYEV: 5-67}]
9] ORFE &3t =7]|= 5.9-7 kb9 ©7}= RNA 7l3= v}
olg)AQo] L EItHBhagwat 5, 2015; Lamprechti} Jelk-
mann, 1997; Ma 5, 2015; Thompson} Jelkmann, 2004). 5%
Ap AL @A vlolg| 28] F E7o] 7P g o] 8E=
H O 2 Potexvirus2] 73-$ F=Z RNA 318 4 (RNA-dependent
RNA polymerase)2} @]l 2(Coat protein, CP) 5ZA}12] H]
WEAS E3) straino]Y variantsE &35 King 5, 2012).
TR} EA o AT AlEEH EA42 vholg| A9 Xgt 3
A& Hol S atotst=d ul-¢- F8% FHE7} Hi Qick
SMYEVE Al-5eH4] 4 53l 4342 83| o& 371
o] Holcho] EA5t= A2 AHA U (Thompson
3} Jelkmann, 2004), 2| o2& Ejute} utrto A Eald
SMYEV 2] =0l thgt #4] 23} 279 A28 Holgttho] T
EAst= Ao] Br A Hhol| A WMol thF/do] ¢ %13}y
1 Q= AL 2 F=Hr} (Bhagwat 5, 2015; Ma 5, 2015;
Torrico &, 2016).

2 =woA= Cho 5(2011)] o8l 7]&of E =
KNST 28]t 2| =5 54 B7] FFo14 225 2719
SMYEV 5} #2|=5 Hf ste] 0|59 CP {34 A71AE
= 245}, 7] NCBIo|| 555 SMYEVE] 487} Ee|=Ex
O] AlSeH A= S8 =W SMYEV =59 44 o
Aol ti3t 27HE B w3k x} gk

HlolaiA SalF & U QmEhHE B Ty 84
7) 0N A% FA, el 1), 2F, U1, A5 2
tjAko 2 SMYEV 7+
20184 8971 T, T4, 4 ek B A 1%
o A ol A 2AbSIT, 3ok 4F, WIE, s Bt
F5o JUE B L DYAEYATE ) EFH =

SHick SMYEV ZIghe: CP 441418 X35t So| Zetoln)

(SMYEV-FOR: 5-ACAATCGCCCTGGTCAGTAATTCC-3', SMYEV-
REV: 5-TGGAGCTGGGTAGAAGAAGTGAGA-3)E o|-&35}4th
SAR A2 93t RNA 322 TransZol (TransGen Biotech,
China)& ©]83}$32, SuPrimeScript RT-Premix (GeNet Bio,
Korea)= 50°C/30 m; 98°C/30 s; <98°C/10 s, 60°C/30 s,
68°C/1 m> 35 cycles; 68°C/5 me] 27 2 RT-PCR3} i th
PCR AHE-2 A719Fol A4 &<l &, QlAquick PCR purification
kit (Qiagen, Germany)2 AA|5}o] pGEM-T easy vector
(Promega, USA)of| S=d5taL Qujchild H7| 8-S A7t
At 1 A, AaHere R8I FEQ 7R B E5
oA SMYEVS] ZHS Bhelat ARkan| Ao 2 Ak 9l
= slolalrh Z4zke] HalZ = SMYEV-SHR} SMYEV-KH.O. 2
el A7) CP 7472 NCBIo] S-23}gich

ASEH R X FH CIAY B2A. FiolA &2
El SMYEVE] CPojl thgt Al§8H4] 4k &A= f1all NCBIj|
S 25 SMYEV CP 97149 AEE A5l tHTable 1).
Toll A E2]E SHe} KH, 7]&0] E2]E KNST = &
EJFsHo] F 48709 E2|Fof iRt AlEsH fradA
A3kt G714 E AE-2 Clustal X2 2 1HE ]85}
Phylogenetic tree+= Mega 62] Neighbor-joining (NJ) ¥
2 A3k N-tree®] TAZ] f2]4d2> 10003] HHE A 7Y 0]
bootstrap2 #-&35}to] A5t} Potato virus X2 CPJ-A A}
(NC011620)+= outgroup . 2 o]-835}4 ) SMYEVE] &4 A} o}
OFA B8 £)3f) DnaSP (version 5) ©]-&35}¢] phylogenetic
treeo]] o)) AlEo] EF % ZFsubgroup W L subgroup 7t
AAT 2 ¥714E thFAe] Qo1& (number of monomorphic
sites, number of polymorphic site, number of mutations,
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singleton variable sites, parsimony informative site, synonymous
substitutions, nonsynonymous substitutions)& AA35}Fth
(Librado£} Rozas, 2009).
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SMYEV 2|m|CHiElo] Ll 22|F H7|IME 4. =W
oAl |2 E2]H SMYEV 27§ E2]3= SHeF KHe| CP -4}
o] AA| H71MEE AAste 22 MG418838, MK040457=
GenBankol 525194tk SHe} KH H2l50] CP A @714
O] Zo)= 729 bpE FAFAES A|Q|staL 242719 ofnicAt
= Y2 3Hcoding)st= A ST £ 5= SHEFKHE| CP
H7] 9 ofuieqt HE AFE/d2 242 9049} 95.5% A 71E
of 2] E KNSTS& 23 =) &5 39| CP ofw] A4t 4
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Table 1. Information of SMYEV isolates available in the NCBI compared in this study

Isolate Host Year Country Acc. No. Reference
SH F.xananassa cv. Seolhyang 2017 Korea MG418838 In this study
KH F.xananassa cv. Kamhong 2018 Korea MKO040457 In this study
KNS1 F.xananassa cv. Seolhyang 2011 Korea EU284709 Choetal, 2011
1CH F. chiloensis 2001 Chile AJ577337 Thompson and Jelkmann, 2004
2CH F. chiloensis 2001 Chile AJ577338 Thompson and Jelkmann, 2004
3CH F. chiloensis 2001 Chile AJ577339 Thompson and Jelkmann, 2004
4CH F. chiloensis 2001 Chile AJ577340 Thompson and Jelkmann, 2004
5CH F. chiloensis 2001 Chile AJ577341 Thompson and Jelkmann, 2004
6CH F. chiloensis 2001 Chile AJ577342 Thompson and Jelkmann, 2004
7CH F. chiloensis 2001 Chile AJ577343 Thompson and Jelkmann, 2004
10CH F. chiloensis 2001 Chile AJ577346 Thompson and Jelkmann, 2004
D/L.9 F.x ananassa cv. Elsanta 2002 Germany AJ577344 Thompson and Jelkmann, 2004
D/L.13 F.xananassa cv. Elsanta 2002 Germany AJ577347 Thompson and Jelkmann, 2004
D/L.14 F.xananassa cv. Elsanta 2002 Germany AJ577348 Thompson and Jelkmann, 2004
D/L.19 F.x ananassa cv. Elsanta 2002 Germany AJ577349 Thompson and Jelkmann, 2004
D/M.110 F.xananassa cv. Elsanta 2003 Germany AJ577352 Thompson and Jelkmann, 2004
D/K.159 F.xananassa cv. Elsanta 2003 Germany AJ577353 Thompson and Jelkmann, 2004
D/V.180 F.x ananassa cv. Elsanta 2003 Germany AJ577354 Thompson and Jelkmann, 2004
D74 F.vesca clone UC5 1974 Germany AJ577359 Thompson and Jelkmann, 2004
MY18 F.xananassa cv. Totem 1970s USA D12517 Thompson and Jelkmann, 2004
1182-53F F.x ananassa selection 1187 1994 USA AJ577355 Thompson and Jelkmann, 2004
WsuU1988 F.x ananassa selection WSU1988 1988 USA AJ577358 Thompson and Jelkmann, 2004
9Redland F.xananassa cv. Redlands crimson 1996 Australia AJ577345 Thompson and Jelkmann, 2004
69N F.xananassa cv. unknown 1996 Belgium AJ577350 Thompson and Jelkmann, 2004
IndukaA F.vesca clone UC5 2001 Czech Republic AJ577356 Thompson and Jelkmann, 2004
IndukaB F.vesca clone UC5 2001 Czech Republic AJ577357 Thompson and Jelkmann, 2004
314CP2cav F.xananassa cv. Elsanta 2002 Italy AJ577351 Thompson and Jelkmann, 2004
sy01 NA NA China AY955375 unpublished
sy02 NA NA China EU107084 unpublished
sy03 NA NA China EU107085 unpublished
syo4 NA NA China EU107086 unpublished
13-2-5 F.xananassa cv. Camarosa 2008 Argentina KP284152 Torrico et al., 2016
13-3-4 F.x ananassa cv. Camarosa 2008 Argentina KP284153 Torrico etal., 2016
15 F.xananassa cv. Camarosa 2007 Argentina KP284154 Torricoetal., 2016
16-1 F.x ananassa cv. Camarosa 2007 Argentina KP284162 Torrico et al., 2016
16-2 F.xananassa cv. Camarosa 2007 Argentina KP284155 Torrico etal,, 2016
16-4-5 F.xananassa cv. Camarosa 2007 Argentina KP284156 Torrico et al., 2016
36-1-3 F.x ananassa cv. Albion 2010 Argentina KP284157 Torrico et al., 2016
36-2-4-6 F.xananassa cv. Albion 2010 Argentina KP284158 Torrico etal., 2016
53 F.xananassa cv. Camarosa 2008 Argentina KP284159 Torricoetal., 2016
264 F.x ananassa cv. Albion 2010 Argentina KP284160 Torrico et al., 2016
20 F.xananassa cv. Camarosa 2005 Argentina KP284161 Torrico etal., 2016
Berra2 F.xananassa cv. Camarosa 2011 Argentina KX150372 Torricoetal., 2016
AB41-01 F.xananassa 2013 Canada KR350470 Bhagwat et al,, 2015
AB41-02 F.xananassa 2013 Canada KR350471 Bhagwat et al., 2015
NB1165 F.xananassa 2014 Canada KR559735 Bhagwat et al., 2015
NS26 F.xananassa 2014 Canada KR559736 Bhagwat et al,, 2015
AB5-2 F.x ananassa 2014 Canada KR707814 Maetal., 2015

NA, not available.
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Table 2. Average percent nucleotide sequence and amino acid identities (number in bracket) between the three Korean isolates and the

five phylogenetic groups of SMYEV

Isolate SH KNS1 1(D74) 11 (9Redland) 1l (MY-18) IV (AB41-02) V (AB41-01)
KH 90.4 (95.5) 99.2 (98.8) 98.2 (98.8) 91.2(95.5) 86.7 (94.2) 91.4(95.9) 83.8(91.8)
SH 90.5 (96.3) 91.1 (96.3) 89.6 (94.7) 88.3(93.8) 95.6 (96.7) 82.3(92.6)
KNS1 98.5 (99.6) 91.4(96.3) 86.8 (95.1) 91.5(96.7) 83.8(92.6)
| (D74) 91.1 (96.3) 86.7 (95.1) 91.8 (96.7) 84.2(92.6)
Il (9Redland) 86.6 (95.1) 89.8(95.9) 84.2(93.4)
Il (MY-18) 88.5(94.7) 85.7 (94.7)
IV (AB41-02) 83.4(93.4)

* 20 * 40 * 60 *
SH pom A een mow wum gom VR ASE mOR) B I Tagin, i) e SR STl s TaTe AKS @Xe) are [QEW) whe afer aue @Eap AN AN QN e e S... 70
BB 3 85 55 57 00 V6 VG VA S N 5 VR B % i iR B 5 v e 8 TIie 38 558 O5E BRE BES oNa melimaiases et e ns 70
ROSL S o e a0 S0 Su S5 S0 oSS SEe e\ She, SERLATe Wh) S WASLERe STRL S R S R e R e SRR B R R A S A S A 70

80 * 100 * 120 * 140
SH BoViara ovs o we ane oue oue ave o8 006 o088 18 0B o8 o6 are o @ Bovs orw e 1w ohn OHET R W0 ATS WIS W8 RS BEERST8 : 140
BB 5Bl oic mm ts mom S o Shs mes) hs mos S8 sl B Evenekanens srw mxs m s e R om e oem el s mocsh wrgms gl e e e : 140
KNS 5  on Slnchs i N e T e T S S S O O T O S e S S e SN S e : 140
IiQiVADINALGFVGDEALGLFDIAFHCYDIGSSPSAQEVGaSPFGCSRMCVAAVVRNHCTLRQLCMFYA
* 160 * 180 * 200 *
BH o2 cme a6 o e w8 e e Bios wis s o s rS S W wr WS R RN G U G L s YO s AR R : 210
BRI U5 s e v i it e o) i e e el SRS WA W ) S WA A W ) i e S S i s L : 210
KOS | & i, 505,000 a8 nsiis apih, 858 k=055, 556 858,858 aer b 3Y6. 8115, 5Y5: S nasenatE, S50 S REnBE S 1 R Sk it SR # el SR ¢ 8 : 210
PSVWNKAVKDNRPPCNWaNLQFTPETKFAAFDFFDCGVINEASQCVALWRQPTPQEIYASATHKDVATYRA
220 * 240
BH: o8 s s s R TR R e 242
BB 2l ows o ws on o ios wom) i o) s o o e e w34 e 242
KD 05 oo cinrovs wnerevierais sz s, iier st e, mpisy sy axieyasor acin 242

ASKAHDRISNSTLLTKGASRSTPEAIMPGPDA

Fig. 1. Alignment of the complete amino acid (aa) sequences of the coat protein of 3 SMYEV Korean isolates. Sequences were aligned by
ClustalX2. Consensus aa sequences are located line below. Only those residues differing from consensus are shown for the isolates. Region
underlined is the most conserved motifs (FAAFDFF at residue 168—174) shared between SMYEV isolates.

T 442 95.5-99.8% (Table 2)&, clustal X2 A2 A7t 1032(4,
20, 22, 31,40, 67, 72, 74, 112, 158 A A G)of|A] ofm|=Alo] %]
3helo] YQITHFig. 1). KNS1= SHE} 22 Z2( 3ol 4] £
H 2= KHO} & =2 AH541(99.8%, Table 2)2 Rl om
5 22)57E Agofu ke 2331, 40801 Fig. 1. 3
H, potexvirus < H}o]2| 28] CPoA FFA oz HEHO]
Qtka <A g7] 4L (consensus sequences)Q] C BT
FAAFDFFDGYV (168-174aa residue) |82 SMYEV =] Haj5
A= &2l & 4= IUTHFig. 1, Bancroft 5, 1991).

AS 7 FAH2A 24,

SMYEVE] A58 Ae] gt
A= 20049 9] Thompsoni} Jelkmanno] oJ3) #2 231
==t 247 Eejol tigt 4 A3} 3709 subgroup (I, I,
ez EF=, £2% 71522 A9 w2} D74 (subgroup
1), 9Redland (subgroup II), MY18 (subgroup Ill)S o & Hol|F

(Type strain)& A3 tHThompsond} Jelkmann, 2004). 1
U ©]% Bhagwat 5(2015)1} Torrico 5(2016)°] Z+2F 7jut
o Helrot olzalelt BejF g 2rhste] 42 AR EALS
st A}, 578, 11, W, 1V, VIQE 470, 1, 1, IV)2) subgroupo] M
A F4= phylogenetic treeE A|AX|gt v} Tk (Bhagwat 5,
2015; Torrico 5, 2016). & =FoA= A2 B 1s}= 27l =
W 22]2F A NCBlof| 555 SMYEV jujchulZof ogh
4671 HejF9] 714G BRE BT 35t F 4870l of
3 A A8 2 4shick Neighborjoining 4%
Alo]| 9]t phylogenetic tree 2 A1} 5719] subgroup¢] &
A= treeE Fgl.om o] 57§ group-& 3A| 3712] subgroup (I,
I, IV) 2.2 B2]5]= group A £} 27119 subgroup (Il V). 2 1}
= group B2 P4 tree] FE|F 2™ ZF group A2} B2
bootstrap value+= 71%2} 82%% tHFig. 2). =] E2|5 KHQ}
KNS1-2 subgroup 19]] 323+ WHH, SH+= subgroup V2 &
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Fig. 2. Phylogenetic analysis of the complete nucleotide sequences of
the coat protein of different SMYEV isolates (Table 1). Three Korean
isolates are marked with arrows. The Potato virus X (PVX; GenBank
accession No. NC011620) was included as an outgroup. The phylo-
genetic trees were reconstructed by the NJ method applying
Kimura's two-parameter method. The numbers on the branches
indicate bootstrap percentages based on 1000 replications (only
values >60% are shown). The scale bar represents the number of
substitutions per base.

Hof I 25 Zholl= Hol7t A& & & AUTHFig. 2).
Subgroup 12 487l £2|5 F 247 Eel57t 2=l e =
W 225 271, 4 225 12705 870, 7)ol 17), oE=

oF 174, A 27W), ohZEh} Bel a7, v] £elz 2),
2 2% 27} ke T Aele] Balavt 15
Fo ZRkEl= Ao 2 wol X7t ATH foHE g
© 2 A= E ) Subgroup 19] 247) EalF& 719 G7I144E
E X2 96.3-100%. 01 KHI} KNST 2 HaRl n)2
2|21 WSU19889} 98.6% = 714 7718 S A S EHch
Subgroup IIi= 87l 28 F=(ZF 171, ol =3E|L} 370, Zl47h),
Subgroup llli= 571 Z2|5=(0|= 174, oF=3Ejy 17), 22 37H)
7 EFHYT 2 BRT W BT AIND AFe 22
94.9-98.9%%} 97.9-99%%ITh 3HH, T T2 Z| HaFE SHE
FHut #2215 3712k &7 subgroup IVE 75 =t &
F7F 97149 AFEAL 95.6-100% F.om 11 % SHO}F AB5-2
+ "714E°] 100% LA Subgroup V= 771 22|l
o} 271, = 270, ok=3Elu 370)7F :‘Thﬂil%iﬂt‘% H7INE &
248 83.3~99.2% 2 7} I A=A WY o1} bootstrap
97%2 %7 Lrehite.

57} subgroupZt G722 ZATAE R 7] ) Z- subgroup

¥ 57] o3 WHo (I, D74; II, 9Redland; lll, MY18; IV, AB41-02;

V, AB41-01)5 Adrstal uff 2|5 3719} 7 |71} ofn]
LAY AHE AL B A5 tHTable 2). Group Aol Z3}HE
subgroup 17} IVi= ¥7)1A<€(91.8%)3} ofu] =AM E(96.7%) &
T AR 7MY 22 AASAS B .09H, subgroup II= 13 €7]
(91.19%) 2} obu] 2=4H96.3%) A E 5/l 7H =3¢t Group
Bof| 23+ subgroup l12] H-%, G7|ALE AFEAL 88.5% 2
IVe} 71 =& vl ofu| A P8 951%E |, I| U351 7}
ZF =9kth Subgroup V= 97](85.7%), o1 :=4H94.7%) A&
22 7H =2 AAFAS B tHTable 2). Phylogenetic
treeQ} G71AE AAsA E4 A1, A2 27 subgroupZ
IVE= subgroup 17} l1o] 4] A% WHo| B R Lo subgroup
V&= subgroup IO A oA Ho| BEF5 0] Ao R =5
th | 2-& Ho| B 7 o] th3t phylogenetic tree £-4]
2 SMYEV®] 213} Bl thFAd S oldfate 71247 E A
Z AlREL

ox W

e

value=9

QEH CIPN BN, SMYEVE] A28 Ho|Wete] F4E]
= Y2 Hholg|aTt AR o 7 o tefstA AetE L Qs
oujgtt}. £3] RNA Al vlo]@ 2 Ho|(mutation)2} 2|
Z3Hrecombination) 2] H|-&-0] o} FHA} thF/de] vz}
2 Ao 2 A QrHGarcia-Arenal 5, 2001; Robinsoni}k
Murray, 2013). SMYEV®] 73-$- phylogenetic tree 54 A1} A
2¢ Wol35o] WAIE L 9ol AlAkEe] 7t subgroupe]
ot $797) thabd B4 AXSIAT 7} subgroupe) He]

Ir

tlo
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Table 3. Nucleotide divergence of CP gene within and between subgroups of all SMYEV isolates

Subgroup | Il v \' All
| 0.01864 0.08962 0.13831 0.08634 0.17537 -
I - 0.02660 0.13724 0.10138 0.18004 -
M - - 0.01838 0.12709 0.15808 -
v - - 0.02812 0.17514 -
\Y - - - 0.11584 -
All - - - - 0.0993
Table 4. Information about the polymorphism of SMYEV isolate subgroups
Factors | ] L[l v \'/
No. of sequence 24 8 5 4 7
No. monomorphic sites 637 664 698 697 549
No. polymorphic sites 20 65 31 32 179
No. of mutations 92 65 31 32 214
Singleton variable sites 53 50 26 5 58
Parsimony informative sites 37 15 5 27 121
Synonymous substitutions 69 47 31 25 141
Nonsynonymous substitutions 20 17 7 7 36

F 2t 22 A 2ol e d714 € B¥/d(nucleotide
divergence)1} subgroupZt th& A (polymorphism)2] 291
S5 243t Z} subgroup (I-V)9] G71AE thdde 242
0.01864(1), 0.02660(11), 0.01838(lll), 0.02812(IV), 0.11584(V)=
el subgroup VO] tFAo] 7HE =22 & 4 T =2
< w5l tigt G718t $+31+= 0.09930] . Sub-
group 7+ G714 <4 thoFA-2 0.08634-0.18004 = subgroup |
I} IVZE 71 WA, subgroup 119F V7T 71 =9k tH(Table 3). t:
P A $AATE Ve Ao 2 FrIARe) SA4
of AL E $X7h H24E 404 FAWA B2
oJu|gtth(Rogers 5, 2012). Subgroup 7+t E4Z2 3}t
= Table 4] elteie. §44 T4 B4o] 714 2 a2l
o] &= polymorphic site?} parsimony informative site2] H]
& 24 A7}, ZF subgroup H U2 I: 8.2%2} 5.2%; 1I: 8.9%
2} 2.1%; II: 4.3%2} 0.7%; IV: 4.4%2} 3.7%; V: 24.6%2} 16.6% =
subgroup V7} 7Hg =& T3S 7ML e Ae S
T AUSMTE T s 1A 714 EollA, EE(codon)oll= FEF
= TA oA FHAE HolA)7]= F R EHsynonymous
substitution)2] =7} v]%-2)x]Z}(synonymous substitution)o]]
B3} o A Yelbst=t 53] subgroup VO 7-9- &2 X2k
271 1412 T2 subgroupEth A =QktHTable 4). U] &
2522} 7%~ subgroup 17} IV gt SZFFE| R A 28 Bl =7}

ZATEA 429 A7 LA AR ARk SMYEV
of 77 chapAlel mHE ol 5] Hholal s WA 1 7|5
91, 97] BET AR Fo] 5L Fo.g § A7} 2
oF 8 Ao Afm ik

2 oE

2 o

FUHSAE7] FEQ A AEolA B71FEdutoly
29 | B85 2% wY5tal uthiE A G714 Es
AAsI BTk T BelE sHet KHe) olwthua o
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