
Figure S1. Comparison between RT-qPCR and RNASeq data. The correlation factor 
(R2) between RT-qPCR and RNASeq were calculated from the log2fold change ratio 
(fliZ mutant/ WT) obtained by RNASeq against the log2fold change ratio obtained by 
RT-qPCR for the 15 genes tested in Table 1.
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