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Phage c-st is typical Clostridium botulinum type C neurotoxin-converting phage. Although the phage
c-st genome has been sequenced, no much information is available in its biology and genome. To extend
our understanding of horizontal gene transfer by this phage, we investigated in the core genome of phage
c-st. First, analyzing the phage structural proteins, the genome module for the structural proteins was
98.5-157.5 kbp of phage c-st genome. Second, comparing the genome of phage c-st with that of a related
phage c-468, the 43-57 kbp and 116.5-123 kbp of phage c-st genome were very similar to phage 468
genome. Third, the essential genes for phage genome partitioning were revealed to be located 175.5-178.5
kbp of phage c-st genome. According to these results, I speculated that the core genome was the 1-43 kbp,

57-116.5 kbp, and 123-186 kbp regions of phage c-st genome.
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