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Figure 1 Volcano plot of differential expression results. It shows the log2 scaled fold change (x axis) and the
minus log10 p-value (y axis) of each gene in the differential expression analysis. Genes with a significant
expression change are highlighted as red dots.
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Figure 2 MA plot of differential expression results. It shows the log2 scaled mean of expression (x axis)
and the log2 scaled fold change (y axis) of each gene in the differential expression analysis. Genes with a
significative expression change are highlighted as red dots.

Methods
Samples were quantified with Salmon algorithm (Patro et al. 2017) setting following parameters: paired-end,
default paramters.

Differential Expression analysis was performed with DESeq2 (Love, Anders, and Huber 2014). It was executed
with following parameters: test: Wald; fitType: parametric. It found 1308 significant genes for a cutoff of
0.05.

Protocol executed by RaNA-seq(Prieto and Barrios 2019).
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