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Table S1: List of peptides derived from the simulated gastrointestinal digestion of spirulina identified by nanoLC-hrMS/MS analysis and

bioinformatics elaboration of the data. Different peptides were grouped based on the protein they belong to.
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F.VTSGE.R
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Y.GIVAG.D
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A.VNRITSNA.S
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F.AEQPQL.I
L.RYVTY.A
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Y.LALGTPGSS.V
L.ALGTPGSS.V
S.VAVGVG.K
S.VAVGVGKMKE . A
A.VGVGKMKE . A
L.AIVND.P
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Figure S1. The extracted proteins were analyzed on 12% SDS-PAGE Tris—glycine buffer, under
reducing conditions, followed by Coomassie Brilliant Blue staining (a) and UV spectra (b) of the
protein component extracted from three different Spirulina samples (A, B and C).



