
Figure S2 shows intrinsic protein contacts as a function of simulation time for simulations A1, 

A2, and A3, indicating that without interior lipids (A1) the volume of the hydrophobic tunnel of 

CETP is smaller than with CETP-bound lipids (A2 and A3). 

Figure S2. Number of protein-protein contacts in simulations A1, A2, and A3. 

 


