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Functional analysis of homeobox transcription factors in Colletotrichum orbiculare
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In order to analyze:{:he infection mechanism of Colletotrichum orbiculare, which is the
causal agent of cucumber anthracnose, putative pathogenesis-related genes of C
orbiculare were obtained by AtMT (Agrobacterium tumefaciens mediated
transformation) method. One of the putative pathogénesis-related genes, the homeobox
gene CoHox1was analyzed by gene disruption. As a result, CoHoxI disruption mutants
lost pathogenicity and the infection hyphae of CoHoxi disruption mutants did not
extend from the penetrated host cell into neighboring cells. Therefore, CoHox1 has been
suggésted to be involved in morphogenesis of infection hyphae in host plants. The
homeobox gene CoHox3 also was analyzed by similar investigation. As a reéult, it was
found that CoHox3 is involved ‘in morphogenesis of the appressorium. Thus, the
homeobox transcription factors may be involved in various stages of infection processes

in C. orbiculare.
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