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Figure S1. Workflow for RNA sequencing comparison experiments.
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Figure S2. Comparison of upregulated genes identified from different RNA-seq experiments. We
examined the number of overlapping and unique upregulated genes from three RNA-seq experiments
using a number of criteria to identify differentially expressed genes (DEGs). In one experiment the RNA
samples were pooled prior to sequencing (Pooled), while in the other two experiments either 3 (N=3) or
6 (N=6) biological replicates were sequenced individually. Upregulated genes were identified using the
following criteria: genes with a false discovery rate (FDR) of less than 0.05 (A), genes that were
upregulated by 500% or more (B), genes that were upregulated by 200% or more (C), genes that were
upregulated by 150% or more (D), genes that were increased by more than three standard deviations
(E), genes that were increased by more than two standard deviations (F), genes that were increased by
150% or more and by more than three standard deviations (G), and genes that were increased by 150%
or more and by more than two standard deviations (H)




