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Figure S1. Time dependences of a number of ion pairs (A, B) and nonpolar contacts (C, D) between protein
and dendrimer molecules and protein root-mean-square deviations (RMSD) (E, F) for all independent

simulations with G2 (A, C, E) and G3 (B, D, F) dendrimers.
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Figure S2. The protein RMSD per residues averaged on the last 10 ns of simulation with G2 (top) and G3
(bottom).



