
Figure S7. PCA of RNAseq read counts. A. All three replicates of the five indicated strains 
were clustered based on read counts generated by FeatureCount. The circled replicates 
were eliminated from further analysis due to being outliers. Additionally, the eliminated 
WT replicate had a very low read count and the eliminated complemented replicate 
lacked detectable expression of B11. B. The remaining samples were clustered after 
removed of the samples indicated in A. 
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