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Role and evolution of homeobox transcription factor in pathogenicity of plant
pathogenic fungi

Suzuki, Kazumi

3,700,000

10
10

Genome analysis revealed that the plant pathogenic fungus, Colletotrichum
orbiculare, causal agent of cucumber anthracnose, has 10 homeobox genes. All of ten genes were
disrupted using homologous recombination and the function of each homeobox gene was estimated
through phenotypic analysis. Results show that 5 homeobox genes are involved in diferrent
morphogenetic processes during plat infection and that these genes play important roles in
pathogenicity of this fungus as pathogenicity related genes. Furthermore,these genes are
e¥olutionally conserved since similar functuion was observed in homologues of other plant pathogenic

ungi -
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