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S2 Fig. Comparison of log2 fold changes for the wild-type (CEA10) and the ∆akuB mutant strain. The regression analysis was calculated using differentially expressed genes. A logarithmic read count was used for differentially regulated genes in the wild type (wt) and the ΔakuB mutant strain. The correlation between the different expressions for each gene was calculated using the Pearson and Spearman methods in R 1[]
. The obtained high correlation indicates that the deletion of the akuB gene does not have significant effects on global caspofungin response.
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