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Fig. 1 Comparison of genome organization of BmDNV-3 VD, and BmDNV-3 VD2

BmDNV-2 Yamanashi isolate VD, . The horizontal bar represents the
genomic DNA molecules VD,  open boxes above the horizontal bars show
the ORFs in the genome sequence and the complementary sequence is

shown below.
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TATA box

E

> Start of VD2 ORF1

gltatataztaaatiatotgataaaatiattagtattcaa ATG AAT TTAAAGAGGTTATACG 688

A TATA box

1503 AGATCCAGAATTTTACGATGATCCTTTAGAAAAGARIGTTATTITATATAAJATAG AATTGTACAA 1566

— Start of VD2 ORF2

1567 GCTTTATGGAGACAGTAGAA TTAGCACCTCGTTATGCTCAAGAAGCTAAACCTGAAGGATTAT 1629

End of VD1 ORF1 <—|

End of VD2 ORF2 <=

4140 TGTACTTAA taatatatctagaggacatticaaagttaatttattttatatctagaggttatttgaaggttaatitgtitacaataaatatttitatcaataa 4241

Poly(A)
> End of VD2 ORF3

4722  TATGTTITTATTTAATAACACAAAAATATTTTAAAAATATTTTTATTCAGAATCAT TAATTGAT 4781

Poly(A) Poly(A)
Start of VD2 ORF3 - TATAbox A E
5420 AACGTAACAT attgcacaatgtattaaattcaaataaff Blectgtatttatatgtaagatanactiaggiipatat 5502

2 BmDNV-3 VD,

Poly A

Fig.2  Abbreviated sequence of the BnDNV-3 VD, genome illustrating its promoters and Poly A  characteristic properties.

The most likely functional promoters are indicated with TATA boxes the regions marked by over line are activator A and enabler E sequences.
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Complete nucleotide sequence analysis of Bombyx mori densonucleosis
virus type 3 VD, China isolate

WANG Yong-jie' 2 CHEN Ke-ping' YAO Qin' GAO Gui-tian' HAN Xu'

! Institute of Life Sciences Jiangsu University Zhenjiang 212013 China

2 Institute of Fisheries Anhui Academy of Agricultural Sciences Hefei 230031 China

Abstract The genome of Bombyx mori densonucleosis virus type 3 China isolate contains two kinds different single-stranded linear
DNA molecules VD, VD, . The VD, was purified and cloned into the pUCI119 vector and the complete nucleotide sequence of
VD, was determined. Sequence analysis showed that the VD, genome sequence consisted of 6022 nts including inverted terminal
repeats |TRs of 524 nts. In the viral genome two major open reading frames ORF1 and ORF2 in the plus strand and one minor
ORF ORF3 in the complementary strand were identified. Computer analysis suggested the plus stand ORF1 and the minus strand
ORF3 most likely encode the major nonstructural protein  while the plus stand ORF2 most likely encodes the major structural protein.
Comparing the complete genome sequence of BmDNV-3 VD, with that of BmDNV-2 VD, Yamanashi isolate demonstrated that they
shared 97.7% genome sequence in the VD, region with substitutions of 132 nucleotides deletions of 11 nucleotides and insertions
of 2 nucleotides in the VD, region of BmDNV-3. The results suggested that BDNV-3 is closely related to BmDNV-2  but with some
differences giving a better understanding about the variation of the viruses and providing clues to their evolution.
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