Supplementary Figure 1
Chemical structure of the BB94 variant bound to the resin
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Supplementary Figure 2

MS/MS peptide sequence summary of the purified 50-kDa soluble MT1-
MMP form

These MS/MS spectra were then correlated with known sequences. Residue
#1 is the Tyr'*?at the beginning of the soluble 50-kDa MT1-MMP and
known to be the N-terminus of active MT1-MMP. The red arrow indicates
Val** at the C-terminus of the 50-kDa MT1-MMP form.

Avg Mass:  53855.0 Coverage: 337/471 = 72% by amino acid count
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1 YAIQGLKWQH NEITFCIONY TPKVGEYATY EAIRKAFRVW ESATPLRFRE VPYAYIREGH EKQADIJJIFF AEGFHGDSTP
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Legend:
Protein coverage i — Peptide spectra

B Mw=:+15.995 Oxidation (lo pH artifact) B C#:+14.016 Proprionamido Cys (gel artifact) B w~:+4.031 Trp oxidation (lo pH
artifact) ] MW~:+31.990 Double oxidation (lo pH artifact)




