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Figure S1. Profile of Dynorphin A (1-13), 30 uM, cleavaged by (A) Fraction F3 and (B) Fraction F5.
Each fraction was incubated with this peptide in a water bath at 37 °C for 90 minutes. Hydrolyses
were visualized using a C-18 RP-HPLC system (Shimadzu) with UV detection at 214 nm. (C) Each
individual peak corresponded to hydrolysis products were collected and analyzed by LC-MS to
determine the monoisotopic mass and, therefore, its sequence.
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Figure S2. Chromatographic profiles of the fluorescent substrate Abz-GFLRRV-EDDnp hydrolysis by
metalloserrulase 3 (line 1, grey) and metalloserrulase 4 (line 2, black) in comparison to the integral
peptide (line 3, dotted). The confirmation of each peak content was performed by mass spectrometry
analysis.



