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The aim of this research is to isolate a novel blast resistance gene in rice
and its cognate AVR gene, that is recognized by the resistance gene, and finally to identify a
susceptibility gene; a host plant target factor for AVR gene. In order to achieve these objectives,
we successfully isolated a novel pair of rice blast resistance gene (Pias-1, Pias-2) and AVR-Pias; a
fungal/pathogen factor that is recognized by Pias. In this study, we developed and employed a fast
and easy method of resistance gene identification called "RalDeN" for identification of Pias.
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