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Our ongoing study revealed that botulinum neurotoxin genes are present in
the bacteriophage (phage) genomes and that, consequently, phages participate in neurotoxin-gene
transfer to Clostridium botulinum types C and D. If so, a strategy mediated by phages to inhibit
neurotoxin-gene transfer to the hosts would be of great help to block botulism outbreaks. In this
study, we aimed to identify the infectious mechanism of C. botulinum type C and D phages. We
performed genomics analyses of type C and D phages, which was useful to specify the phage adsorption

rate that is required for adherence to the host surface. We found that phages carry several
interesting genes adapted to our purpose, which are likely to encode the proteins that compose the

phage tail. These novel findings will be very useful to identitify the machinery of the phage host
interaction in the process of iInfection-mediated neurotoxin-gene transfer.
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