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Figure S1. Group-averaged temperature factors for different X-ray structures of MMP12 with 
various active site ligands and structure resolutions: AHA, 1.0 Å (A); Batimastat, 1.2 Å (PDB code: 
1JK3) (B); NNGH, 1.3 Å (C); Met-105/AHA, 2.1 Å (PDB code: 1OS2) (D-F); Met-105/H2O, 1.8 Å 
(PDB code: 1OS9) (G-I). In panel (C) the residues showing 15N NOEs below the average (outside 
the experimental error) are marked with vertical bars. 


