EDP

Averaged electron density profiles were calculated at 0.5 Å resolution every 1 ns using VMD Density Profile plugin [Ref 1]. Residue profiles were normalized with respect to the phosphate maximum.

IMM 

IMM1 GC implicit membrane model [Ref 2-3] was used to calculate the component of the binding energy. Briefly, we used POPC membrane model and placed PR3 or HNE 15 Å above the surface of the membrane: both of the proteins were oriented such as the membrane binding site was facing the membrane; the protein-membrane distance is calculated z coordinate of the membrane surface and the closest protein atom. Then, the protein-membrane distance was gradually decreased and the binding energy was calculated every 1 Å.
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