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Figure S7 Analysis of the transcriptional responses of wild-type, ArimA and AmpkA mutant
strains to CR-induced cell wall stress. The wild-type, ArlmA and AmpkA strains were grown
in liquid MM medium. After incubation, CR was added and the cultures and grown for an
additional 15, 30 and 60 min. The mRNA abundance for each gene was assessed by qRT-
PCR and normalized to B-tubulin (A-B). The fold increase in each strain represents the
normalized mRNA abundance relative to the wild-type strain at time point O (i.e., prior to CR
exposure). The data represent the average value of at least three biological replicates, each
of which was repeated in duplicate in the same run, Bar = SD, * p < 0.05 (One Way

ANOVA).



