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Figure S1. - Analysis of sequencing depth, number of biological replicates, and detection of differentially expressed genes
(2-fold differential expression) using the online tool Scotty. For Scotty access instructions, please see
https://github.com/amyschmid/rRNA_analysis/blob/main/scotty-access-instructions Squares with red dots are predicted
to have <75% detection of differentially expressed genes.
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