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⬤ Proteomics and transcriptomics analysis of S. cerevisiae WT and pex3 cells. (a) Outline of the experimental strategy employed for the systematic 
analysis of global changes in the proteome and transcriptome caused by the absence of peroxisomes in pex3 cells. Experiments were performed in three independ-
ent biological replicates, and the same samples were analyzed by quantitative proteomics and transcriptomics. (b, c) Global differences in protein (b) and transcript 
(c) levels in pex3 versus WT cells. Mean log2 pex3/WT ratios were plotted against the corresponding log-transformed p-value (-log10) determined using the ‘linear 
models for microarray data’ (limma) approach (two-sided t-test; n=3) for the proteomics and the Wald test for the transcriptomics data. Note that Pex3 was in fact 
absent in the PEX3 deletion strain. The ratio we report is based on a feature of the data analysis software. See section “MS data analysis” in Materials and methods 
for a more detailed explanation. Horizontal and vertical lines indicate a p-value of 0.05 and a fold-change of ≤ 0.66 or ≥ 1.5, respectively. Information about a peroxi-
somal localization of proteins or association with peroxisomes is based on [15, 16, 39-42]. PO, peroxisomal and peroxisome-associated proteins or transcripts. (d) 
GO term overrepresentation analysis of proteins and transcripts with a fold-change of ≤ 0.66 or ≥ 1.5 (p-value < 0.05) for the domains “biological process” (bp) and 
“cellular component” (cc). Listed are selected terms with an adjusted (adj.) p -value of < 0.05. Numbers indicate the number of proteins or transcripts assigned to a 
given term and the number of proteins/transcripts with this term in the proteomics or transcriptomics dataset.
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