Machine learning screening of bile acid-binding peptides in a peptide database derived from food proteins
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Figure S1: The fluorescent intensities for the training datasets according to a peptide array to detect acid bile binding activity. 
The intensities are shown for 4-mer (A), 5-mer (B), 6-mer (C), and 7-mer (D) synthetic peptides.




Table S1: Features used to construct the model.
Table S2: All florescence intensities used to generate training datasets.
Table S3: Selected features of the RF prediction model for bile acid binding activity. 
Bold type: features related to molecular weight, underlined: features related to isoelectric point, both bold type and underlined: features related to ‘aromatic amino acids’.
Table S4: The number of peptides that were predicted as positive or negative for bile acid binding activity in the database. 
Table S5: Sequences of peptides that were synthesized for the evaluation of the model.
P-positive and N-negative
Table S6: The details of the peptides synthesized in Table S5.
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