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Previously, we showed that disruptants of the ubiquitin receptor gene
exhibited impaired host invasion via an appressorium and loss of pathogenicity in two species of
plant fungal pathogens. In this study, we showed that an ubiquitin shuttle protein gene is involved
in pathogenicity and host invasion in the cucumber anthracnose fungus Colletotrichum orbiculare. The
analysis also suggested that two shuttle protein genes of the pathogen play different roles in
pathogenicity. In addition, we performed genome analysis of the virulent revertant strains
previously isolated from mutant sectors of the ubiquitin receptor gene disruptant, and obtained a

list of polymorphic sites specific to revertant strains. Our further analysis is underway to
identify mutant genes.
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