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Figure S1. Calibration curves to quantify proteolytic activity. A) Tyrosine (Tyr) calibration curve
to calculate Casein Digestion Units (CDU). B) 4-nitrophenol calibration curve (4-NP) to enzymatic

units’ calculation from 0,04 - 0,3 umol 4-NP and C) for 0,4 - 8 umol 4-NP.
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Figure S2. Stability test in long-term conditions (25 °C, 60 % relative humidity) using Z-L-Lys-ONp

hydrochloride assay during 6 months for K2 (A), F2 (B), P4 (C), and PAP2 (D). TO, start. T1, 1 week.

T2, 2 weeks. T3, 3 weeks. T4, 1 month. T5, 1.5 months. T6, 2 months. T7, 2.5 months. T8, 3

months. T9, 6 months. * p < 0.001, significant difference with respect to TO. Horizontal bar to

compare bars at both ends.
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Figure S3. Comparison of A) Ficus carica ficin amino acid sequences and B) identity percentages.

Multiple alignments were done using the program ClustalOmega. Residues that are identical (*),

conserved (:) or semiconserved (.) in all sequences are indicated.
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