Supplementary materials

Figure S1. Identification of differentially expressed proteins in orn deficient P. aeruginosa by TMT labeled quantitative proteomics. (a) The scatter plot map of differentially expressed proteins. (b) MS/MS spectrum database search analysis summary. (c) The number of differentially expressed proteins identified by TMT-labeled quantitative proteomics. (d) The quantitative value heat map of differential proteins corresponding to the first four pathways of KEGG was significantly enriched. 


Figure S2. KEGG pathway clustering heat map of the selected pathways proteins. The deeper the blue color, the more significant the enrichment is. 


Figure S3. Bacterial supernatant-infected A549 cells. Dilute the bacterial suspension until OD600 equal to 1, centrifuge and collect the supernatant, and then add the cell culture medium. Dots represent the means of five biological replicate. Significance tested with two-sided student’s t test, followed by multiple comparison correction using the Sidak’s test. **** p < 0.0001.


Figure S4. Changes of proteins associated with the bacterial secretion and lipopolysaccharide of P. aeruginosa. Red boxes represent increased proteins, white boxes represent unchanged proteins and blue boxes represent down-regulated proteins. Color depth is positively correlated with the protein expression.


Figure S5. Clinical orn expression. MDRPA means multiple drug resistance of P. aeruginosa isolated from clinic. CRPA means carbapenem resistance of P. aeruginosa isolated from clinic. Significance tested with two-sided student’s t test.
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