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S7 Fig. Plot of RMSF from MD simulations. RMSF calculated over the last 50 ns of each simulation
is plotted for (A) RsBcsA and (B) AtumCrdS. Simulations were unrestrained during production phase
(having had restraints placed on them during the optimisation phase). Secondary structure
schematic from Fig. 1A and B is displayed above each plot for reference with TM channel helices
coloured dark orange, other TM helices light orange, the gating loop in red and the cytosolic domain
in grey (referenced in Supplementary discussion).

11



