Structural insight into guanylyl cyclase receptor hijacking of the kinase–Hsp90 regulatory mechanism
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	Reagent type (species) or resource
	Designation
	Source or reference
	Identifiers
	Additional information

	Recombinant DNA reagent
	pD649-GCN4-TM-GC-C_ICD (plasmid)
	This paper
	
	See: Methods - Cloning and protein expression



>pD649-GCN4-TM-GC-C_ICD 
ATGAAGACTATAATCGCCCTCTCCTACATATTTTGCTTGGTGTTTGCCGACTACAAGGACGACGATGATAAAGGGTCTCTGGAAGTCCTTTTCCAGGGGCCCGGTAGAATGAAGCAACTCGAAGACAAAGTCGAGGAGCTTCTCTCTAAAAACTATCATCTCGAGAATGAAGTGGCCCGCCTGAAAAAACTCGTTGGCGAACGGAAGTTGCCAAATGATATAACCGGACGCGGACCACAAATTCTTATGATAGCTGTCTTTACACTTACAGGGGCTGTGGTGCTCCTGCTGTTGGTAGCGCTCCTCATGCTTCGAAAATACAGAAAGGATTATGAGCTCCGGCAGAAGAAATGGAGTCACATTCCTCCGGAAAACATTTTTCCTCTCGAGACAAACGAGACGAACCACGTATCCCTGAAAATCGACGACGACAAAAGACGAGATACCATCCAGCGATTGCGCCAGTGTAAATACGATAAGAAAAGAGTAATCCTCAAAGATTTGAAGCATAACGATGGCAATTTCACCGAGAAACAGAAGATTGAGCTGAATAAACTCTTGCAAATTGACTATTATAATTTGACCAAGTTTTACGGGACGGTCAAGTTGGACACGATGATATTTGGGGTGATAGAATATTGTGAACGCGGTAGTCTCAGAGAAGTCCTGAATGACACGATATCCTATCCCGATGGCACCTTTATGGACTGGGAATTCAAGATTAGCGTACTGTACGATATCGCCAAAGGAATGTCATATCTCCATAGTAGCAAAACCGAGGTTCACGGTCGCTTGAAATCAACCAATTGTGTCGTAGATAGTCGCATGGTCGTGAAGATTACTGATTTTGGATGTAATTCCATATTGCCGCCCAAAAAAGACTTGTGGACCGCTCCAGAACACCTTAGGCAGGCCAACATAAGTCAAAAGGGGGACGTTTACTCCTATGGTATTATAGCACAAGAAATTATCCTCCGAAAGGAAACATTTTATACCTTGTCTTGTCGAGACAGGAACGAAAAAATTTTTCGGGTGGAGAATTCCAATGGGATGAAACCATTTAGACCCGACCTCTTTCTGGAGACAGCTGAGGAGAAAGAGCTTGAAGTTTATTTGCTGGTGAAAAACTGTTGGGAAGAGGATCCGGAAAAACGGCCCGACTTTAAGAAGATTGAGACAACCTTGGCAAAAATATTCGGGTTGTTCCATGACCAGAAGAATGAAAGCTACATGGACACATTGATTAGGAGGTTGCAACTGTACTCACGGAACCTGGAGCACCTTGTCGAGGAGAGAACGCAGTTGTATAAGGCAGAAAGGGACCGAGCAGACAGACTGAATTTTATGCTCCTCCCCAGACTGGTTGTAAAAAGCCTGAAAGAAAAAGGCTTCGTGGAGCCTGAGCTGTATGAGGAAGTGACAATATACTTCTCCGACATAGTTGGTTTCACCACTATATGCAAATATTCTACACCCATGGAGGTCGTTGATATGCTCAACGATATATACAAGTCCTTTGACCATATCGTCGATCACCATGACGTATACAAAGTGGAGACCATCGGTGACGCATACATGGTGGCGAGCGGCCTGCCTAAAAGAAACGGTAACCGACATGCGATAGACATTGCTAAAATGGCTCTGGAGATCCTTAGTTTCATGGGCACGTTCGAACTGGAGCATCTCCCAGGCCTGCCTATCTGGATTCGAATAGGTGTGCATTCCGGGCCTTGCGCGGCCGGAGTGGTTGGTATCAAGATGCCGAGATACTGTCTCTTTGGAGACACAGTTAACACCGCCTCACGCATGGAGTCTACCGGGTTGCCGCTCCGCATTCATGTAAGTGGGTCTACGATAGCGATCTTGAAACGGACAGAGTGCCAATTTCTTTACGAAGTACGCGGAGAAACATATCTCAAGGGTCGGGGTAATGAGACCACTTATTGGCTCACGGGGATGAAGGATCAGAAGTTCAATCTGCCCACTCCCCCGACCGTTGAGAACCAGCAGAGACTGCAAGCGGAATTTTCAGATATGATCGCGAACTCTCTGCAGAAGCGGCAAGCGGCTGGGATTCGCTCCCAAAAGCCTAGACGCGTTGCGTCCTATAAGAAGGGTACCTTGGAGTACTTGCAGCTGAATACAACGGACAAAGAATCAACATATTTCGCGGCAGCGCTCGAGGTACTTTTCCAAGGCCCAGGAGCTGCTGAGGATCAGGTCGATCCTCGCCTTATCGACGGCAAACACCATCATCACCATCACCACCACtaaGGATCCGTTACCCGGTAAGCCAATCGGGTATACACGGTCGTCATACTGCAGACAGGGTTCTTCTACTTTGCAAGATAGTCTTGAGTAGTAAAATAAATAGATAGAGAAAATCAGCCTCGACTGTGCCTTCTAGTTGCCAGCCATCTGTTGTTTGCCCCTCCCCCGTGCCTTCCTTGACCCTGGAAGGTGCCACTCCCACTGTCCTTTCCTAATAAAATGAGGAAATTGCATCACAACACTCAACCCTATCTCGGTCTATTCTTTTGATTTATAAGGGATTTTGCCGATTTCGGCCTATTGGTTAAAAAATGAGCTGATTTAACAAAAATTTAACGCGAATTAATTCTGTGGAATGTGTGTCAGTTAGGGTGTGGAAAGTCCCCAGGCTCCCCAGCAGGCAGAAGTATGCAAAGCATGCATCTCAATTAGTCAGCAACCAGGTGTGGAAAGTCCCCAGGCTCCCCAGCAGGCAGAAGTATGCAAAGCATGCATCTCAATTAGTCAGCAACCATAGTCCCGCCCCTAACTCCGCCCATCCCGCCCCTAACTCCGCCCAGTTCCGCCCATTCTCCGCCCCATGGCTGACTAATTTTTTTTATTTATGCAGAGGCCGAGGCCGCCTCTGCCTCTGAGCTATTCCAGAAGTAGTGAGGAGGCTTTTTTGGAGGCCTAGGCTTTTGCAAAAAGCTCCCGGGAGCTTGTATATCCATTTTCGGATCTGATCAGCACGTGTTGACAATTAATCATCGGCATAGTATATCGGCATAGTATAATACGACAAGGTGAGGAACTAAACCATGACCGAGTACAAGCCCACGGTGCGCCTCGCCACCCGCGACGACGTCCCCAGGGCCGTACGCACCCTCGCCGCCGCGTTCGCCGACTACCCCGCCACGCGCCACACCGTCGATCCGGACCGCCACATCGAGCGGGTCACCGAGCTGCAAGAACTCTTCCTCACGCGCGTCGGGCTCGACATCGGCAAGGTGTGGGTCGCGGACGACGGCGCCGCGGTGGCGGTCTGGACCACGCCGGAGAGCGTCGAAGCGGGGGCGGTGTTCGCCGAGATCGGCCCGCGCATGGCCGAGTTGAGCGGTTCCCGGCTGGCCGCGCAGCAACAGATGGAAGGCCTCCTGGCGCCGCACCGGCCCAAGGAGCCCGCGTGGTTCCTGGCCACCGTCGGCGTCTCGCCCGACCACCAGGGCAAGGGTCTGGGCAGCGCCGTCGTGCTCCCCGGAGTGGAGGCGGCCGAGCGCGCCGGGGTGCCCGCCTTCCTGGAGACATCCGCGCCCCGCAACCTCCCCTTCTACGAGCGGCTCGGCTTCACCGTCACCGCCGACGTCGAGGTGCCCGAAGGACCGCGCACCTGGTGCATGACCCGCAAGCCCGGTGCCTGACACGTGCTACGAGATTTCGATTCCACCGCCGCCTTCTATGAAAGGTTGGGCTTCGGAATCGTTTTCCGGGACGCCGGCTGGATGATCCTCCAGCGCGGGGATCTCATGCTGGAGTTCTTCGCCCACCCCAACTTGTTTATTGCAGCTTATAATGGTTACAAATAAAGCAATAGCATCACAAATTTCACAAATAAAGCATTTTTTTCACTGCATTCTAGTTGTGGTTTGTCCAAACTCATCAATGTATCTTATCATGTCTGTATACCGTCGACCTCTAGCTAGAGCTTGGCGTAATCATGGTCATTACCAATGCTTAATCAGTGAGGCACCTATCTCAGCGATCTGTCTATTTCGTTCATCCATAGTTGCCTGACTCCCCGTCGTGTAGATAACTACGATACGGGAGGGCTTACCATCTGGCCCCAGCGCTGCGATGATACCGCGAGAACCACGCTCACCGGCTCCGGATTTATCAGCAATAAACCAGCCAGCCGGAAGGGCCGAGCGCAGAAGTGGTCCTGCAACTTTATCCGCCTCCATCCAGTCTATTAATTGTTGCCGGGAAGCTAGAGTAAGTAGTTCGCCAGTTAATAGTTTGCGCAACGTTGTTGCCATCGCTACAGGCATCGTGGTGTCACGCTCGTCGTTTGGTATGGCTTCATTCAGCTCCGGTTCCCAACGATCAAGGCGAGTTACATGATCCCCCATGTTGTGCAAAAAAGCGGTTAGCTCCTTCGGTCCTCCGATCGTTGTCAGAAGTAAGTTGGCCGCAGTGTTATCACTCATGGTTATGGCAGCACTGCATAATTCTCTTACTGTCATGCCATCCGTAAGATGCTTTTCTGTGACTGGTGAGTACTCAACCAAGTCATTCTGAGAATAGTGTATGCGGCGACCGAGTTGCTCTTGCCCGGCGTCAATACGGGATAATACCGCGCCACATAGCAGAACTTTAAAAGTGCTCATCATTGGAAAACGTTCTTCGGGGCGAAAACTCTCAAGGATCTTACCGCTGTTGAGATCCAGTTCGATGTAACCCACTCGTGCACCCAACTGATCTTCAGCATCTTTTACTTTCACCAGCGTTTCTGGGTGAGCAAAAACAGGAAGGCAAAATGCCGCAAAAAAGGGAATAAGGGCGACACGGAAATGTTGAATACTCATATTCTTCCTTTTTCAATATTATTGAAGCATTTATCAGGGTTATTGTCTCATGAGCGGATACATATTTGAATGTATTTAGAAAAATAAACAAATAGGGGTCAGTGTTACAACCAATTAACCAATTCTGAACATTATCGCGAGCCCATTTATACCTGAATATGGCTCATAACACCCCTTGCTCATGACCAAAATCCCTTAACGTGAGTTACGCGCGCGTCGTTCCACTGAGCGTCAGACCCCGTAGAAAAGATCAAAGGATCTTCTTGAGATCCTTTTTTTCTGCGCGTAATCTGCTGCTTGCAAACAAAAAAACCACCGCTACCAGCGGTGGTTTGTTTGCCGGATCAAGAGCTACCAACTCTTTTTCCGAAGGTAACTGGCTTCAGCAGAGCGCAGATACCAAATACTGTTCTTCTAGTGTAGCCGTAGTTAGCCCACCACTTCAAGAACTCTGTAGCACCGCCTACATACCTCGCTCTGCTAATCCTGTTACCAGTGGCTGCTGCCAGTGGCGATAAGTCGTGTCTTACCGGGTTGGACTCAAGACGATAGTTACCGGATAAGGCGCAGCGGTCGGGCTGAACGGGGGGTTCGTGCACACAGCCCAGCTTGGAGCGAACGACCTACACCGAACTGAGATACCTACAGCGTGAGCTATGAGAAAGCGCCACGCTTCCCGAAGGGAGAAAGGCGGACAGGTATCCGGTAAGCGGCAGGGTCGGAACAGGAGAGCGCACGAGGGAGCTTCCAGGGGGAAACGCCTGGTATCTTTATAGTCCTGTCGGGTTTCGCCACCTCTGACTTGAGCGTCGATTTTTGTGATGCTCGTCAGGGGGGCGGAGCCTATGGAAAAACGCCAGCAACGCGGCCTTTTTACGGTTCCTGGCCTTTTGCTGGCCTTTTGCTCACATGTTCTTTCCTGCGTTATCCCCTGATTCTGTGGATAACCGTATTACCGCCTTTGAGTGAGCTGATACCGCTCGCCGCAGCCGAACGACCGAGCGCAGCGAGTCAGTGAGCGAGGAAGCGGAAGGCGAGAGTAGGGAACTGCCAGGCATCAAACTAAGCAGAAGGCCCCTGACGGATGGCCTTTTTGCGTTTCTACAAACTCTTTCTGTGTTGTAAAACGACGGCCAGTCTTAAGCTCGGGCCCCCTGGGCGGTTCTGATAACGAGTAATCGTTAATCCGCAAATAACGTAAAAACCCGCTTCGGCGGGTTTTTTTATGGGGGGAGTTTAGGGAAAGAGCATTTGTCAGAATATTTAAGGGCGCCTGTCACTTTGCTTGATATATGAGAATTATTTAACCTTATAAATGAGAAAAAAGCAACGCACTTTAAATAAGATACGTTGCTTTTTCGATTGATGAACACCTATAATTAAACTATTCATCTATTATTTATGATTTTTTGTATATACAATATTTCTAGTTTGTTAAAGAGAATTAAGAAAATAAATCTCGAAAATAATAAAGGGAAAATCAGTTTTTGATATCAAAATTATACATGTCAACGATAATACAAAATATAATACAAACTATAAGATGTTATCAGTATTTATTATCATTTAGAATAAATTTTGTGTCGCCCTTAATTGTGAGCGGATAACAATTACGAGCTTCATGCACAGTGGCGTTGACTCAATATTGGCCATTAGCCATATTATTCATTGGTTATATAGCATAAATCAATATTGGCTATTGGCCATTGCATACGTTGTATCTATATCATAATATGTACATTTATATTGGCTCATGTCCAATATGACCGCCATGTTGGCATTGATTATTGACTAGTTATTAATAGTAATCAATTACGGGGTCATTAGTTCATAGCCCATATATGGAGTTCCGCGTTACATAACTTACGGTAAATGGCCCGCCTGGCTGACCGCCCAACGACCCCCGCCCATTGACGTCAATAATGACGTATGTTCCCATAGTAACGCCAATAGGGACTTTCCATTGACGTCAATGGGTGGAGTATTTACGGTAAACTGCCCACTTGGCAGTACATCAAGTGTATCATATGCCAAGTACGCCCCCTATTGACGTCAATGACGGTAAATGGCCCGCCTGGCATTATGCCCAGTACATGACCTTATGGGACTTTCCTACTTGGCAGTACATCTACGTATTAGTCATCGCTATTACCATGGTGATGCGGTTTTGGCAGTACATCAATGGGCGTGGATAGCGGTTTGACTCACGGGGATTTCCAAGTCTCCACCCCATTGACGTCAATGGGAGTTTGTTTTGGCACCAAAATCAACGGGACTTTCCAAAATGTCGTAACAACTCCGCCCCATTGACGCAAATGGGCGGTAGGCGTGTACGGTGGGAGGTCTATATAAGCAGAGCTCGTTTAGTGAACCGTCAGATCGCCTGGAGACGCCATCCACGCTGTTTTGACCTCCATAGAAGACACCGGGACCGATCCAGCCTCCGCGGCCGGGAACGGTGCATTGGAACGCGGATTCCCCGTGCCAAGAGTGACGTAAGTACCGCCTATAGAGTCTATAGGCCCACCCCCTTGGCTTCGTTAGAACGCGGCTACAATTAATACATAACCTTATGTATCATACACATACGATTTAGGTGACACTATAGAATAACATCCACTTTGCCTTTCTCTCCACAGGTGTCCACTCCCAGGTCCAACTGCACCTCGGTTCTATCGAAAACGCGCCTGCTAGCGCCACC


10

