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Figure 6 Correlation in the transcriptional response between shallow and deep sequencing. Plotted is the log2(fold change) for each tran-
script calculated from shallow and deep sequencing data for the four treatments analyzed in step two. Colored points represent transcripts differ-
entially expressed at 1% BH-FDR. Vitamin A (A), copper (B), iron (C), selenium (D).
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Figure 7 Comparison of sequencing depth and number of differentially expressed genes (10% BH-FDR) between shallow and deep se-
quencing runs.
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