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Previously, we showed that a pair of Arabidopsis thaliana TIR-NLR proteins,
RRS1 and RPS4, function together in disease resistance against multiple pathogen isolates. Although
both RPS4 and RRS1 are TIR-type NLRs, RRS1 contains a leucine zipper motif and a WRKY domain at the
C-terminus. The paired NLRs interact with each other physically to form a hetero-complex. In this
study, we showed that modification of the C-terminal region of RRS1 protein triggers activation of
NLR complex and thus, initiates the immune response. We also showed that dual R proteins, RRS1 and
RPS4, from A. thaliana ecotype Wassilewskija confer resistance to anthracnose in transgenic cucumber
crops. For practical applications, this novel finding will provide strategies for development of
disease-resistant transgenic plants and novel approaches for plant genome manipulation.
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