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Table 1  Main virus species infecting strawberries and their transmission vectors

Virus name Vector
(Chaetosi phon spp) . (Chaetosiphon jacobi) . (Aphis
(strawberry mottle virus,SMoV)
gossypii) | (Chaetosiphon thomasi)
. . (Chaetosi phon jacobi) (Chaet~

(strawberry vein banding virus,SVBV)
osi phon thomasi)

(strawberry mild yellow edge virus, SMYEV)
(strawberry crinkle virus,SCV) (Chaetosiphon fragaefolii)
(strawberry chlorotic fleck virus, SCFV)
(strawberry pseudo mild yellow edge virus,SPMYEV) .
1(strawberry polerovirus 1,SPV1) (Aphid)

C(strawberry latent C virus,SLCV)

(cucumber mosaic virus, CMV) (Aphis gossypii Gloverer) (Myzus persicae)
(Xiphinema diversicaudatum) . ( Xiphinema
(strawberry latent ringspot virus, SLRSV) coxt) (Paralongidorus maximus) (Xi-

phinema diversicaudatum)

(Xiphinema americanum) | (Xiphinema califor-
(tobacco ring spot virus, TRSV) nicum) | N (Xiphinema rivesi)

(Xiphinema tarjanense)

(Longidorus elongatus) . (Longidorus mac—
(raspberry ring spot virus, RpRSV)
rosoma)
(Longidorus attenuatus) . N
(tomato ring spot virus, ToORSV) (Longidorus elongatus) | ( Xiphinema brevicollum) |
(tomato black ring virus, TBRV) N
(Longidorus caespiticola) . (Xiphinema bak-
(arabis mosaic virus, ArMV)
eri) . N N (Xiphinema index)
(tobacco streak virus, TSV) (Thrips parvispinus) (Thrips tabaci)
(apple mosaic virus, ApMV) (Thrips vulgatissimus Haliday)
(fragaria chiloensis latent virus, FCLV)
(strawberry necrotic shock virus, SNSV)
(strawberry pallidosis-associated virus,SPaV) (Trialeurodes vaporiorum)
(beet pseudo-yellows virus,BPYV)
(tobacco necrosis virus, TNV) (Fungus)

SCV) (Rhabdoviridae) , (glycoprotein,G) 55 kDa
(Cytorhabdovirus "%, ( nonstructural protein, Ns )M 1932
s N RNA ’ ZELLER VAUGHAN
163~383 nm, 74~83 nm, ‘Marshall’ SCV,1934
. SCV 5 L SCV
, 77 kDa (matrix pro- ,
tein, M) | (polymerase protein, L.) . . SCV ,
45 kDa (nucleocapsid protein, N) | C D,



124 5 C )
R CaMV) . ORF1 ;
fwol ] OREF2 ,
KLERKS [z Hb-Al. Hb- ; ORF3 DNA
B2 KG 3 SCV 1553, DNA ;s ORF4 CP ;s ORF5
1554 .37-1.37-2 R2-7 5 SCV 1 s .
s , H(RNase H)3 ;s ORF6 1
. KG 1554 59. 8 kDa s
Post 98 %, 37-1.37-2 . Hb-Al ; ORF7 sl
1553 Post 11% o 1952  PRENTICE
KOLONIUK [0 2 ‘Fairfax’ ,
SCV 1 s ( 1,
C 2, Leal ]
NCBI GenBank
2 )
SV 13 SVBV 11
Table 2 Genome sequence of the currently published SCV
, 1 , 1 ( 3,
o SVBV s s
) ) Genome Length Distribution .
Virus Login 1D e Jbp location , . FENG [25]
MH129616 cRNA 14 559 SVBV P6
scv MH129615 cRNA 14 545 GFP
,P6 RNA )
L2 P6 PVX
(strawberry vein banding vi- ’
rus,SVBV) (Caulimovi- PVX ’
dae) , (Caulimovirus) Lol 2 P6
: , 40~55 nm, SVBV ’
[26]
DNA. 7 , . . RUI SVBV
(Cauli flower mosaic virus, Pl °
3 SVBV
Table 3 Genome sequence of the currently published SVBV
Virus Login ID Genome type Length/bp Distribution location
1.C315804 DNA 7 863
KX249738 DNA(BJJCX2) 7 859
KX249737 DNA(BJJCXD) 7 868
KX249736 DNA(BJJYXD) 7 859
KX249735 DNA(BJYX1) 7 859
KX787430 DNA(SVBV-AH) 7 862
KX950836 DNA(NSS) 7 854
KR080547 DNA(B]) 7 863
KP311681 DNA 7 864
SVB MF197916 DNA(BJHXTX1) 7 942
MH894295 DNA(SVBVGZ) 7 859
KT250632 DNA(B]J1) 7 868
HE681085 DNA 7 838
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(strawberry mild yellow ’ ’ ’
[28]
edge virus, SMYEV) (Al- ’ °
phaflexiviride) , X (Potexvirus) , 2012—2013
) 93~ 928 nm. RNA (strawberry decline, SD),
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[29]
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1922 MY-18 D74
SMYEV, ¢ D ’ °
SMYEV ,
NCBI GenBank SMYEV
8 SMYEV . ’ SMYEV
3 .1 « D,
SMYEV , N .
4 SMYEV
Table 4 Genome sequence of the currently published SMYEV
Virus Login ID Genome type Length/bp Distribution location
LC515235 RNA 5970
LC515236 RNA 5970
KP707814 RNA (AB5-2) 5 969
KR559736 RNA (NS26) 5970
KR559735 RNA (NB1165) 5970
KR350471 RNA (AB41-02) 5971
SMYEV KR350470 RNA (AB41-01) 5974
KX150372 RNA (Berra-2) 5970
L4 sl
(strawberry mottle virus, NCBI GenBank
SMoV) (Secoviridae) » SMoV 101z
(Sadwavirus) . 22 & R
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s . KRIN SMoV
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Table 5 The genome sequence information of , .
the currently published SMoV , s
N
Las-84] ELISA
Genome Length  Distribution
Virus Login 1D ) | 4 4
type /bp ocation -
) ELISA
KU177218 RNALI 7043
KU200453 RNA1 7017 ’
P 34
KU177219 RNA2 6 340 . (34] ELISA
KU200454 RNA2 6338 3
MT070756 RNA2 6320 ’
MT070755 RNA2 6319 SMYEV, ArMV RpRSV,
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MT070753 RNA2 6 324 s
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, ELISA SMYEV
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M ) ; = 7 . .
T991093  RNAI (DGHY16-2) 7017 (polymerase chain reaction,
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’ o . .
- (reverse transcription
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32
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° PCR , N
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Research Progress of Four Main Strawberry Virus

LI Wenqi' ,FU Chongyi’ , SUN Pingping' s MA Qiang' ,ZHANG Lei' ,LI Zhengnan'

(1. College of Horticulture and Plant Protection, Inner Mongolia Agricultural University, Hohhot, Inner Mongolia 010018;

2. Vegetable Research Institute, Inner Mongolia Academy of Agriculture and Animal Husbandry Sciences, Hohhot, Inner

Mongolia 010031)

Abstract: Strawberry is extremely vulnerable to virus infection for its long-term asexual reproduction,

which further result in the accumulation and spread of viruses in strawberries, severely influencing the

yield and quality of strawberry. Currently the research on viruses of strawberry was slower than on

other plant viruses,and the prevention and control of strawberry viruses was urgent. In this study.the

research progress of four viruses on strawberry,in terms of their biological characteristics, phylogeny,

pathogenesis, diagnostic methods, and control strategy were reviewed, with great significance of

promoting the study and prevention and control of the viruses.

Keywords: strawberry virus;prevention and control;detection



