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selective autophagy sequesters aggregated proteins, 

organelles, and invading pathogens
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closely related Phytophthora species have 

PexRD54 orthologs & the P. mirabilis PexRD54 
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PiPexRD54 schematic 43.8 kDa
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PiPexRD54

Phytophthora infestans cytoplasmic effector PexRD54 

binds the host ATG8 2.2, supressing immunity 

isothermal titration calorimetry
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co-immunoprecipitation

remaining questions...

-   does PmPexRD54 interact with orthologus PiPexRD54 interactors,

 retaining a function in perturbing autophagy?

-   is there a relationship between PexRD54-ATG8 association 

 strength and P. mirabilis infection succes?
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