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hinge

Upper Hinge Core Lower Hinge/CH2 Region
(Fab Region) Hinge (F(ab’), Region)

$(219)-C-D-K, T,H,T-C-P-P-C-P-A-P,E.L.L-G,G-P-S(239)

1 Plasmin

2 Human Neutrophil Elastase (HNE)

3 Papain

4 MMP-3, MMP-12

5 Glutamyl endopeptidase I (GluVS), Cathepsin G
6 Pepsin, MMP-7

7 1deS
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Fig. 34
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Fig. 5B
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Fig. 5D
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Fig. 5E
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Fig. 6C
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Fig. 7B
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