A Principal component analysis (PCA)
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Supplementary Figure 1. A. PCA analyses indicate that the samples can be analyzed further.
B. About 2100 genes are included; replicates of samples are clustered together.
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Supplementary Figure 2. RNA variation detection by REDItools1, Denovo.
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Supplementary figure 3. Distribution of the diiferent types of RNA editing as
determined by using the REDitools2 approach.
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Supplementary Figure 4. Number of RNA editing events as determined by
REDitools2 in three different replicates.
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Supplementary Figure 5. Stage-specific volcano plots of 40 h -16 h, 40 h -24 h, 32 h -24 h,
and 24 h -16 h. Of the 20 most affected genes, the number of downregulated genes is higher.
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Supplementary Figure 6. A. Affected pathways at 40 h-32 h. B. Expression of the 50 most affected
genes in different stages of the samples. Gene IDs are included to the left of the figure.



