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Decoding the molecular basis of phytopathogen evolution in the fungal kingdom
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It remains unclear how certain fungal species have adapted to plant
pathogenic lifestyle. This study aimed to identify novel elements that are relevant to acquisition
of plant pathogenicity in the fungal kingdom. For this, we explored and functionally characterized
genes that are unique to plant pathogenic fungi. Our analyses found that Colletotrichum higginsianum

transformants constitutively expressing 6BP-2 gene, which is specifically conserved among plant
pathogenic ascomycetes, tend to show reduced pathogenicity. This brought us a new working hypothesis
that plants may recognize 6BP-2 and induce defence responses while 6BP-2 is also necessary for
phytopathogenicity in fungi.
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