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Elucidation of the genome replication mechanism of Toga and Matona viruses by
host-virus interactome analysis
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Viruses express their genes in_infected cells and efficiently replicate
their genomes through interactions between viral proteins and various cellular proteins. In this
study, we fused an enzyme that adds biotin to neighboring proteins with p150, a nonstructural
protein responsible for rubella virus genome replication. We comprehensively identified cellular
proteins in the vicinity of the pl50 by purifying the biotinylated proteins and performing mass
spectrometry analysis. The interaction network between these proteins and the pl50 was analyzed to
evaluate the contribution of individual cellular proteins to genome replication.
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