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Analysis of resistance and recognition mechanisms against pathogens in a
resistance protein pair, RPS4 and RRS1

Narusaka, Mari
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We previously reported that the dual R-protein system, which recognizes
multiple pathogens including Colletotricum higginsianum, induces resistance through the
collaboration between RPS4 and RRS1. In this hypothesis, we suggest that RRS1 functions as a
regulatory factor for RPS4. Therefore, we investigated the response to C. higginsianum and
Pseudomonas syringae by introducing mutations in the C-terminal region of RRS1. The results showed
that amino acid substitutions in the C-terminal domain conferred susceptibility to both pathogens,
as well as regions that led to excessive resistance. This study revealed the involvement of the
C-terminal region of RRS1 in the recognition mechanism of diverse pathogens.
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