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Fig. S1 The distribution of sequencing reads in different regions of the genome, A represents the control group with a Cr (VI) concentration of 0 mM, B represents the experimental group with a Cr (VI) concentration of 0.5 mM.
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Fig. S2 The distribution of gene expression levels, C1, C2, and C3 are control groups with a Cr(VI) concentration of 0 mM, and H1, H2, and H3 are experimental groups with a Cr(VI) concentration of 0.5 mM.
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Fig. S3 GO enrichment categories for the up-regulated genes in C. fimi Clb-11 under 0.5 mM Cr(VI) stress.












Table S1 Quality translation of sample sequencing data
	样品
	[bookmark: _Hlk161826141]Raw reads
	Clean reads
	平均Q20(%)
	平均Q30(%)
	[bookmark: _Hlk161826787]平均GC含量(%)

	C1
	8542856
	[bookmark: _Hlk161826389]8396030
	97.30 ± 0.097
	92.65 ± 0.16
	71.35 ± 0.38

	C2
	7870844
	7699450
	
	
	

	C3
	7846744
	[bookmark: _Hlk161826366]7600894
	
	
	

	H1
	7956742
	7806830
	97.38 ± 0.061
	92.76 ± 0.11
	71.86 ± 0.17

	H2
	8612608
	8478230
	
	
	

	H3
	7547812
	[bookmark: _Hlk161826421]7410976
	
	
	


Note: C1, C2, and C3 are control groups with a Cr(VI) concentration of 0 mM; H1, H2, and H3 are experimental groups with a Cr(VI) concentration of 0.5 mM.


































Table S2 Differential gene statistical results
	compare
	all
	up
	down
	threshold

	HvsCK
	1234
	654
	580
	DESeq2 padj<=0.05 |log2FoldChange|>=0.0


Note: CK is control groups with a Cr(VI) concentration of 0 mM; H is experimental groups with a Cr(VI) concentration of 0.5 mM.
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