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Reconstruction of virus genome by dividing it into replaceable segments.
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The complementary DNA (cDNA) of the genome RNA of E. coli RNA phage QB was
divided into the seven functional units (modules). Using the site-directed mutagenesis, unique
recognition sequences for restriction enzymes were created at the both sides of the genes. The
altered QB cDNA consisted of three gene units and four non-gene units which contained the control
regions of gene expression. Furthermore, two kinds of infectious cDNAs in which the ribosome binding
sequences were introduced into the upstream region of the coat gene were made. It becomes possible
to reconstruct QB cDNA by joining the modules and to make chimera cDNAs by replacing the units with

the corresponding ones from other phages. The control region of the QB coat gene was thought to be
engaged in phage particle formation.
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Reconstruction of RNA phage genome through
dividing it into replaceable segments.
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