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Table S1. Hydrolysis conditions of different enzymes.

Type pH Temperature (°C)
Trypsin 8 37
Pepsin 2.5 37
Papain 50
Alkaline protease 7 50
Neutral protease 10 50
Table S2. Factor levels for the response surface design.
Std Run A B C D Inhibition
23 1 10.5 45 3 3000 27.9897
9 2 10 40 2 6000 26.4875
3 3 10 50 2 4000 24.0074
11 4 10 50 2 6000 21.1431
12 5 11 50 2 6000 28.2613
14 6 11 40 4 6000 27.4194
15 7 10 50 4 6000 324584
24 8 10.5 45 3 7000 31.2683
28 9 10.5 45 3 5000 43.8836
16 10 11 50 4 6000 25.0993
18 11 11.5 45 3 5000 23.5716
6 12 11 40 4 4000 22.8122
25 13 10.5 45 3 5000 43.4882
8 14 11 50 4 4000 24.2052
13 15 10 40 4 6000 32.9649
22 16 10.5 45 5 5000 30.4585
26 17 10.5 45 3 5000 41.1969
29 18 10.5 45 3 5000 41.495
4 19 11 50 2 4000 26.6224
17 20 9.5 45 3 5000 26.4585
5 21 10 40 4 4000 32.8089
19 22 10.5 35 3 5000 33.9971
30 23 10.5 45 3 5000 42.5323
1 24 10 40 2 4000 27.8925
21 25 10.5 45 1 5000 29.1127
26 11 40 2 4000 32.5883
27 10 50 4 4000 31.1621
20 28 10.5 55 3 5000 25.5618
10 29 11 40 2 6000 33.497
27 30 10.5 45 3 5000 41.1796




Table S3. ANOVA results for the RSM model.

Degree of Mean of
Source Freedom Sum of squares squares Fvalue  Pvalue
FO(A, B, C, D) 4 87.2859 21.8215 19.2739 0.0000
TWI(A, B, C, D) 6 196.0741 32.6790 28.8638 0.0000
PQ(A, B, C, D) 4 981.2339 245.3085 216.6695  0.0000
Lack of fit 10 9.8890 0.9889 0.6970 0.7073
Pure error 5 7.0936 1.4187
Residuals 15 16.9827 1.1322

FO: first order; TWI: two-way interactions; PQ: pure quadratic

Table S4. Peptide sequences identified in PPH.

Sequence Length Sequence Length Sequence Length Sequence Length
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LVF
VLR
VFW
VYL
LWL
YLL
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WAL
LHL
YAL
LGR
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FFSN
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LFLE
NLFF
RLLY
LLKF
VLVK
FSLR
LDRQ
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