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Abstract: The Pst1 D restriction fragment, located between 13. 7 and 21. 6 map units, is a hypervariable region in the
genome of Spodoptera exigua multicapsid nucleopolyhedrovirus ( SeMNPV) US1 isolate ( SeUS1) . Using SeUSI as the
template and synthetic oligonucleotide primers that can amplify the entire Pst I D region, three DNA products were
obtained by PCR with sizes of 11. 3kb, 2. 0 kb and 0. 7kb, respectively. These products represent three major genotypic
variants. Sequence analysis and i situ comparison to the complete sequence of SeUST identified two genotypes with a
deletion finsertion, whemras the third genotype wepresented intact viral DNA. Meanwhile, three constructed SeMNPV
recombinants were found to lack the same SeMNPV 13.7 ~21.6 m.u. genomic segment. More interestingly, the
junction site in all construction mutants is accurately identical to that of the same spontaneous mutant in parental isolate
SeUSI. It seems that in vitro either the genomic segment is pwone to deletion or that a natural genotype with such a
deletion has some replication advantages. SeMNPV 13.7 ~21.6 m.u. (nt 18 513 ~29 105) segment contains some
auxiliaty genes, such as cathepsin(vcath), chitinase( chid), gp37, protein tyrosine phosphatase( ptp2),
ecdysteroid UDP glucosyl transferase( egt), and other unidentified ORFs. Comparison of the gene organization in the
deletion segment of SeMNPV to that of 10 other baculovimses, which the complete genome sequences have been analyzed
to date, show some consewation gene order in this seement in NMuclegpolyhadrovirus Group 1l taxa. Phylogenetic analysis
of veath, chid, gp37, egt indicates these gene sequences show a deep division between the GVs and NPVs, NPVs can
be further divided into two groups. The genomic segment seems to be present in the genome of the most recent common
ancestor baculoviruses even if it is hypervariable.
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