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Table S1. Custom TaqMan gene expression assays used in RT-qPCR. 4 
 5 

 6 
 7 
The reporters have FAM as the fluorophore at the 5’ end and NQR as the quencher at the 3’ end. 8 

 9 
 10 
Table S2.  Validation of a subset of the CrdRS TCS regulon via RT-qPCR. 11 
 12 

 13 
 14 
Table S2 shows RefSeq identification, locus tag, gene function, average fold change per condition of three 15 

biological replicates, and average p-value of each condition.  The comparisons were (i) H. pylori 26695/ΔrdxA 16 

(control) vs. H. pylori 26695/ΔrdxA/ΔcrdS (ΔcrdS Average) and (ii) H. pylori 26695/ΔrdxA (control) vs. H. pylori 17 

26695/ΔrdxA/ΔcrdR (ΔcrdR Average) for RNA-Seq and RT-qPCR. ♢ represents non-DE. DESeq2 determined 18 



significance between the control and the mutants for RNA-Seq and an ANOVA was performed to determine 19 

significance between the control and the mutants, followed by a Tukey HSD test for RT-qPCR (*** = p ≤ 0.001, ** 20 

= p ≤ 0.01, * = p ≤ 0 .05, ns = p > 0.05). Additional verifications shown in Figure 1. 21 

 22 
 23 
 24 
Table S3.  Confirmation of the CrdRS TCS target regulon via CrdRS phospho-incompetent missense 25 
mutants using RT-qPCR. 26 

 27 
 28 
Table S3 shows RefSeq identification, locus tag, gene function, average fold change per condition, and average p-29 

value of each condition.  The comparisons were H. pylori 26695/ΔrdxA (control) vs. (i) H. pylori 30 

26695/ΔrdxA/ΔcrdS (ΔcrdS Average), (ii) H. pylori 26695/ΔrdxA vs. H. pylori 26695/ΔrdxA/ΔcrdR (ΔcrdR 31 

Average), (iii) H. pylori 26695/ΔrdxA/CrdS H173A (CrdS H173A), and (iv) H. pylori 26695/ΔrdxA/CrdR D53A 32 

(CrdR D53A) for three biological replicates of RT-qPCR. An ANOVA was performed to determine significance 33 

between the control and each mutant, followed by a Tukey HSD test (*** = p ≤ 0.001, (** = p ≤ 0.01, * = p ≤ 0 .05, 34 

ns = p > 0.05).  Additional genes shown in Figure 2. 35 
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