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Figure S1. The PCA plot by ggplot2. The △abaI mutant and wild type (wt) were clustered into two groups based on the gene expression matrix.
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Figure S2. Heatmap of the Pearson correlation coefficient between the samples by corrplot. 
[image: Figure.7]
Figure S3. The map of the enriched KEGG pathways from the KEGG database[1, 2]. Green rectangles represented the downregulated genes and red rectangles represented the upregulated genes. Blue boxes represented the genes hyperlinked to KO entries, and white boxes represented the genes which were not hyperlinked to KO entries. (A) Phenylalanine metabolism (ko00360). (B) The type VI secretion system of bacterial secretion system (ko03070).
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[bookmark: _GoBack]Figure S4. The map of the enriched KEGG pathway “propanoate metabolism (ko00640)” from the KEGG database[1, 2]. Green rectangles represented the downregulated genes and red rectangles represented the upregulated genes. Blue boxes represented the genes hyperlinked to KO entries, and white boxes represented the genes which were not hyperlinked to KO entries.
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