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— PFTFZECRERFL, 104 (BN 17, £105):
1. cell fusion; 2. exocytosis; 3. nuclear skeleton; 4. molecular chaperone; 5. heterochromatin;

6. meiosis; 7. cell differentiation; 8. cell cycle; 9. DNA polymerase; 10. ribozyme.
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7N EOFERAPL, 159

The genome of the nucleopolyhedrovirus (NPV,1#% % £ /i k9% &) pathogenic for
Bombyx mori (Bm, ZX#) was sequenced and analyzed. The BmNPV genome was 128413
nucleotides long with a GC content of 40% and contained 136 open reading frames (ORFs)
encoding predicted proteins of over 60 amino acids. Although phenotypically different, the
genome organizations of BmNPV and Autographa californica multinucleocapsid NPV
(AcMNPV, B EIRET % f 7595 5E) were closely related. The BmNPV genome was over
90% identical to about three-quarters of the genome of AcMNPV. The relatedness of
predicted amino acid sequences of corresponding ORFs between BmNPV and AcMNPV was
abolit $0%. However, the BmNPV genome facked homoiogues of the foilowing AchNPY
ORFs: Ac3, Ac7, Acd8, Ac49, Ac70, Ac86 and Acl34. In addition, BmNPV contained five
ORFs related to Ac2. A high frequency of multiple 3 bp insertions was also found within

BmNPV and AcMNPYV coding sequences.
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