Table S1: Comparison of mygalin to similar drugs.
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Figure S1. Superposition of MD-2-C and MD-2-D. Residues of the hydrophobic binding pocket involved in the interaction (Table 4) with the ligands are shown.
Most of residues showed similar conformations or small differences, although W23, 547 and 1153 showed high conformational differences. Only the side chains are
shown for clarity.



