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Table 1 Main properties of of GLRaVs
Wi i AREARE R G RIER S T Rk
Virus Genus Coat protein/kDa Genome size and GenBenle ORF No. Vectors
accession No, /bp
%% H5%-1 GLRaV-1 HIRER 34 18 659(JQ23131) 9 AT
532 GLRaV-2 KEMHER 22 16 494(AY88162) 9 F 4
HH %05 %-3 GLRaV-3 BWRER 35 18 498(EU259806) 13 W A
iz E-4 GLRaV-4 H R 35 13 830(FJ467503) 6 B
Hi# %35 GLRaV-5 H R 35 13 384(FR822696) 6 By
%% #5386 GLRaV-6 HIRER 35 13 807 (FJ467504) 6 i
A %% GLRaV7 o 37 16 496( HE588185) 10 * 40
A% %8 GLRaV-8 BIHEER 37 FHiE FHE F 50
#i# #5389 GLRaV-9 HIRER 35 12 588(AY29781) 6 i
*2 BEREERNS TR
Table 2 Molecular properties of grapevine-infecting viruses
% HEE RN FF B BBAE 1 FF BB AR 2 FF BB AR 3 FF I RIAE 4 FFHOE AR 5 BT
Virus Genome size/ bp ORF 1/kDa ORF 2/kDa ORF 3/kDa ORF 4/kDa ORF 5/kDa Accession No.
HERE AGVA 7 349 194 20 31 22 10 X75433
#%%%E BGVB 7599 195 20 37 22 14 X75448
## % D GVD 936 (S 4HI F) KE KE R 18 1 Y07764
#%%%E EGVE 7 568 192 21 29 22 13 GU90312
H#%E F GVF 7551 196 20 30 22 12 7X105428

£04% 5 4~ ORF, HH ORF 1 #x#% 194 kDa 2, H
A ‘Sindbis’ ¥% % H &l #5745 . GALIAP-
AROV ## T GVA RYME el , (AL R
2 RNA FH3Fh B (Nicotiana bethamiana) W G »
Bl R R B AN R R A MBS EAS . FIH
GVA {REPETeE#EAT ORF 1 4D XI5 A A8 0
5%, R X IR M 7 2 il ; ORF 2 XIfE A
GE7E N R B R ] LRk B FE R ; ORE 3
5 ORF 4 =275, BR i T i #5185 ; ORF 5 =48, & A
THEERBRIFBEH THEBI® . GVA K
ORF 5 4ufi%iy plo mHE ARG RE S, ZEH
2 B 2 R A RS R AR A i oA IR 45 &
B840, plo.GFP 40 ST 3R {4 43 5 % AL AR 98 4
W32 & 4 GFP DU R IR BT J, &
MT plo EBHEAE %S GFP 1 siRNA M microR-
NA Be Sy, HiE 7 5 5% J5 22 DR UL 3R 4l sk e
FIH GVA $ 5 3'8 5" S5 6 e A0 B 7 4 0 1Y
M E RNA, EBL T 3 B4 2L 5" A5 H A R B
FERK R sgRNA F1 3 43 3' A AY sgRNAM ,
X2 sgRNA B 5'7K % ORF 4ifG B4 _F i o0 - s
RN . GVA FIBEEET 4 AR, B ER
BREMEE . GVBERZN T £ERNAN T,
ANIF R IR GVB 45 B8 Mk i — Bt 3L B 41 IX 38
(127 bp) AT 4387 » e PR [ X 3k 11 A8 S 2 B A v » T
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Abstract; Total 65 different viruses has been found in the infected grapevine so far. The grapevine was co-infected
by several viruses to cause loss of production and poor fruit quality. The current research progresses of molecular
biology in grapevine viruses have been reviewed,including the sequencing works on the virus genome,analysis on
the virus population structure and genetic variability,study on virus genes function,establishment of the multiple
detection techniques and virus eradication techniques to facilitate the development of grapevine industry.
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