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Supplementary Figure 1. Contacts between P2 and the lipid bilayers during the molecular dy-
namics simulation. A. Contacts between basic residues and phosphate groups in lipid head-
groups during the simulation. B. Average number of contacts between the protein side chains
and the coarse grained beads of the lipid tails. The contacts were calculated over the last 250
ns of the simulation. A contact is defined if a side-chain bead is within 6 A of the bead of the

lipid tail.



