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Identification of proteins involved in plant-pathogen interactions by the
proteome analysis of xylem saps from plants infected with Fusarium oxysporum

TSUGE, Takashi

32,500,000

Fusarium oxysporum
100 (

Fusarium oxysporum is one of the most cosmopolitan fungal species in soil
and includes more than 100 pathogenic variants, called forma specialis (f. sp.), that cause vascular
wilts in a wide variety of crops by directly penetrating roots and colonizing the vascular tissue.

The xylem saps from plants infected with F. oxysporum pathogens are expected to contain pathogen
pathogenicity factors (effectors) and plant resistance factors. We collected xylem saps from melon
and tomato plants infected with F. oxysporum f. sp. melonis and f. sp. lycopersici, respectively,
and subjected the xylem saps to the proteome analysis using LC-MS/MS and MALDI-TOF/MS/MS. The
analyses detected 417 and 233 proteins secreted by the f. sp. melonisi and f. sp. lycopersici,
respectively, and identified six novel effectors of the f. sp. melonisi by gene disruption
experiments. The proteome analyses of tomato xylem saps detected 1025 secreted proteins of tomato,
and novel antifungal proteins were identified.
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