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Supplementary Figure S1: Principal component analysis (PCA) of differentially expressed proteins. (A) PCA performed
using the relative abundance of differentially expressed proteins across all samples, highlighting that samples from
different experimental conditions were nicely discriminated. (B) Bar plot showing the percentage of variance explained
by each principal component. (C) Contribution of individual proteins to principal component 1 (PC1) and principal
component 2 (PC2), indicating the main drivers of variance in the dataset.
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Supplementary Figure S2: Functional annotation enrichment. Bar plots showing the most enriched Gene Ontology terms
as identified by Metascape, ranked by p-value, with Venn diagrams illustrating number of differentially expressed proteins
that overlap in pairwise comparisons of different conditions.



