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1 Supplementary Figures and Tables

1.1 Supplementary Tables

Supplementary Table 1 Compilation of the T3/T1, T2/T1 and T3/T2 RNA-seq, Ribo-seq and
translatome datasets. The numbers of transcripts, ribosome footprints and peptides with a fold-
change > 2 or <2 and a multiple testing adjusted p-value < 0.05 are listed in bold, whereas values
below these thresholds are shown in pale writing.

1.2 Supplementary Figures
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Supplementary Figure S1 Venn diagrams showing the number of transcripts with increased (left
panels) or decreased (right panels) abundance in RNA-seq, Ribo-seq and the MS data obtained after
analysis of the following datasets: (A) T3 vs T1 (mannitol uptake vs succinate uptake); (B) T2 vs T1;
(C) T3 vs T2; For significance only a FC > 2 or < 2 and a multiple testing adjusted p-value < 0.05 are
considered for the RNA-seq, Ribo-seq and MS data. The corresponding transcripts, ribosomal
footprints and MS data with increased or decreased abundance are listed in Supplementary Table 1.
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Supplementary Figure S2 Meta-analysis of the dataset T3 vs T1 of normalized synthesis / expression
of differentially abundant proteins resulting from the MS data and transcripts revealed by Ribo-seq and
RNA-seq, respectively. The genes are grouped into the corresponding pathways
(http://www .kegg.jp/kegg-bin/show_organism?org=pae). For each group the averaged log, fold
changes of significantly modulated members are shown. The colour code shown in the scale at the left
denotes logr-fold changes. Red indicates an overall decrease and green indicates an overall increase in
the protein and mRNA levels in a particular pathway.
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Supplementary Figure S3 (A) Pae utilizes the pentose phosphate (PP) and the Entner-Doudoroff (ED)
pathways for metabolization of different carbohydrates, such as mannitol (Dolan et al., 2020; Park et
al., 2020). Key enzymes for these pathways are highlighted in red. (B) RNA-seq, Ribo-seq and MS
data for the functions highlighted in red in (A).
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