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Giant viruses greatlﬁ exceed previous viruses in particle size, genome size,

gene contents, and structural complexity. This study aimed to elucidate virus-host interactions,
which have not been elucidated much so far. Here we found that the host cell bunch formation ability
of the hokutovirus occurs via a galactose recognition mechanism, that the cellular behavioral
dynamics can be quantified using PKA3, which we have developed, to identify each virus-specific
cytopathic effect, that the expressed genes of medusavirus can be divided into five categories
according to the timing of the onset of the expression, that medusavirus particles are classified
into four categories according to their internal conditions, and that the virion factory of

cotonvirus is composed of various materials including lipid bilayer derived from the Golgi
apparatus.
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