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Identification of disease susceptibility genes using evolutionary patterns of
rice NLR resistance genes.
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Some rice NLR-type resistance genes have an NLR-ID structure that recognizes
pathogen avirulence effectors (AVR) by the Integrated Domain (ID). The ID is thought to be another
host protein or part of a host protein inserted during the evolution of the NLR. IDs are originally
present as targets of pathogenic effectors, but are supposed to function as decoys in NLR-IDs.
Therefore, the characterization of the diversity of IDs in the genus Oryza and the analysis of the
function of host proteins with sequences homologous to IDs lead to a new understanding of the

mechanisms that induce susceptibility to unknown pathogens and contribute significantly to disease
resistance breeding.
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