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Investigating extracellular redox network in the rice blast fungus Magnaporthe
oryzae

Matsumura, Hirotoshi
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Rice blast disease caused by the ascomycete fungus Magnaporthe oryzae is a
serious and widespread disease of rice. The general fungicides inhibit erther intracellular
biosynthesis or metabolic pathway, would pose a high risk for development of fungicide resistance.
Here, we present investigations of two cellobiose dehydrogenase homologues, MoCDH1 and MoCDH2, and
their hypothetical redox partner protein (Mocyt. b) in M. oryzae to development a method to inhibit
the function of secreted proteins involved in the extracellular metabolic pathway for control of the
fungal rice pathogen. BLAST search using the M. oryzae genome database uncovered an existence of
Mocyt. b as a hypothetical redox partner gene. The Mocyt. b exhibited an electron transfer reaction
with MoCDHs, which suggests that Mocyt. b would be involved in a redox network with MoCDHs in the

extracellular metabolic pathway of M. oryzae.
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