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Sequencing and analyzing of the capsid protein gene of seven rabbit
Haemorrhagic disease virus(RHDV) isolated from Zhejiang
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Abstract: [Objective] In order to study the genetic variation of rabbit haemorrhagic disease virus
(RHDV) ,and to provide some useful data to make efficient controlling measures. [ Method)] The capsid
protein gene(VP60) of seven RHDYV isolated from Zhejiang were sequenced. [Result] The nucleotide se-
quence of the gene was 1 740nt in length,encoding a protein of 580aa. The VP60 gene of the seven strains
shared high sequence homology (from 94. 0% to 99. 8 %) with those of the reference strains;all the RHDV
isolates could be divided into two genetic groups (G and Gy ) ,which can be divided into two subgroups(A
and B;C and D) ,respectively. Most of Chinese strains located in C subgroup,and showed closer genetic re-
lation with some European strains. Besides, the phylogenetic tree also indicated that RHDV have evolved
into different extents. [Conclusion] RHDV may exist genetic variation during its epidemic and evolution.
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DH5a, i1 #7 V148 4k Bl 27 B 2 W 3 75 2% 56 5 %
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Table 1 Information of published RHDV sequence
IEY KR Ey RS I EY E3s E B
Isolates Origin Year GenBank Isolates Origin Year GenBank
CD/China China 2004 AY523410 Wriezen Germany 1997 Y15427
FRG English 2000 NC 001543 Triptis Germany 1997 Y15442
00-13 France 2002 AJ495856 Czech351 Australia 1996 U54983
00-08 Frence 2001 AJ319594 Haute-Saone America 1996 U49726
TP China 2001 AF453761 MC-89 Spain 1996 148547
Towa2000 America 2000 AF258618 Ttaly95 Ttaly 1995 X87607
New Zealand New Zealand 2000 AF231353-1 AST/89 Spain 1993 724757
00-Reu English 1999 AJ303106 SD France 1993 729514
99-05 Frence 1999 AJ302016 Mexico89 Mexico 1989 AF295785
Rainham Ttaly 1998 AJ006019 NJ85 China 1985 AY269825
Hartmansdorf Germany 1997 Y15425 WX84 China 1984 AF402614
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FEEs BRI, Ay B0 7 bk RHDV B8R 58 & 1 5L X
AT BRIF S B R 1 740 bp, i 6% 580 4> 24 Sk g
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Fig.1 PCR product of RHDV capsid protein gene
M. 250 bp Marker;1—7. PCR products
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