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Supplement Figure.1 GO annotation of the genomo of P. zopfii 18125 
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Supplement Figure.2 KEGG annotation of the genome of P. zopfii 18125
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N: Cell motility (1)

O: Posttranslational modification, protein turnover, chaperones (189)
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T: Signal transduction mechanisms (64)
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Supplement Figure.3 KOG annotation of the genome of P. zopfii 18125
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Supplement Figure.4 NR annotation of the genome of P. zopfii 18125
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Supplement Figure.5 TCDB annotation of the genome of P. zopfii 18125
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Supplement Figure.6 Correlation analysis among samples. R2 shows the similarity among biological replication. Generally, R2 value more than 0.8 shows good repeatability in biological replication.
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Supplement Figure.7 Box plot shows the gene distribution in transcriptomes 
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Supplement Figure.8 PCA plot of the transcriptomes. 
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Supplement Figure. 9 Heatmap shows the result of cluster analysis among transcriptomes. 
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Supplement Figure.10 Venn map shows the common differential genes in two groups
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Supplement Figure.11 Dot map shows the Go enrichment results between two pathogenic strains. A, enrichment result of down-regulated genes; B, enrichment result of up-regulated genes.
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Supplement Figure.12 Bar map shows the KEGG enrichment results between two pathogenic strains. A, enrichment result of down-regulated genes; B, enrichment result of up-regulated genes.
