Table 1: Peptide names, sequences, and binding energies from implicit membrane simulations of SCR and tubby C-terminal helices. Note that the letter D is used in the sequences for the neutral protonated form of D301, and D* for the negatively charged formed. All peptides are simulated twice in a transmembrane configuration (Cf Figure 1 for initial and final conformations).

	Peptide name
	Sequence
	ΔΔW (kcal/mol)

	PLSCR1 
	
	

	TM19
	288KMKAVMIGACFLIDFMFFE306
	-7.33 ± 0.04

	TM19*
	288KMKAVMIGACFLID*FMFFE306
	-1.26 ± 0.05

	TM31
	288KMKAVMIGACFLIDFMFFESTGSQEQKSGVW318
	-7.77 ± 0.03

	TM31*
	288KMKAVMIGACFLID*FMFFESTGSQEQKSGVW318
	-1.62 ± 0.05

	Tubby prot.
	
	

	1c8za
	487ALQAFAIALSSFDSKLACE505
	20.00 ± 0.05 

	1zxub
	196DYAFIASLVVILDDVNR212
	0.68 ± 0.05c
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