Arango et al., Figure S1, related to Figure 1
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Arango et al., Figure S2, related to Figure 2

A Bioanalyzer Profiles
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Arango et al., Figure S3, related to Figure 3
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Arango et al., Figure S4, related to Figure 4

A Functional category analysis on the basis of differential gene expression

in ac4C(-), ac4C(+) mRNAs and all dysregulated transcripts
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Arango et al., Figure S5, related to Figure 5
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Arango et al.,

Figure S6, related to Figure 6

A Differential Gene Expression Compared to B Percentage of Serine and Leucine in
Percentage of Serine or Leucine Downregulated and Unchanged Transcripts
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Arango et al., Figure S7, related to Figure 7
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