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Figure S7. Comprehensive proteome profiles of M6 using label-free quantitative proteomics.

(A) Venn diagram representing the differentially expressed proteins of E. coli BW25113 that harboured
empty vector (control), MCR-1 and M6 during the exponential phase with the induction of 0.2%
arabinose. (B) Top 20 pathways according to GO enrichment. The size and colour of the points
represent the number of target proteins and the g-values, respectively. The rich factor showed the
enrichment degree in the GO pathway. (C) Visualization of the top KEGG enrichment pathway in M6-
expressing cells compared with MCR-1-expressing cells. The upregulated pathway is labelled in red,
whereas the downregulated pathway is labelled in blue. (D) Protein—protein interaction (PPI) analysis
of the peptidoglycan layer remodelling pathway in M6 based on proteomics profiles, which were
analysed by STRING and visualized with Cytoscape software. Two biological replicates for each strain

were used for the analysis.



