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Development of novel method for searching plant disease resistance gene based on the
pathogen perception mechanism
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We tested whether or not it is possible to isolate novel plant disease resistance
gene based on the interaction with protein factors known to interact with known resistance protein. Partia
I cDNA sequences homologous to pepper tobamovirus resistance gene, L, from an eggplant cultivar were scree
ned for the interaction with LIPM1 and LIPM2, both of which were identified as interaction partners of pep
per L resistance protein. The results suggest that the both LIPM1 and LIPM2 interact with diverse L-homolo
g sequences from eggplant and that they are unlikely to be involved in the determination of pathogen speci
ficit% of resistance protein. Gene-silencing study suggest that LIPM2 has a role in the regulation of cell
-death signaling.
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