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ABC transporters

Alanine, aspartate and glutamate metabolism

Amino sugar and nucleotide sugar metabolism

Biotin metabolism

Butanoate metabolism

C5-Branched dibasic acid metabolism

Carbon fixation in photosynthetic organisms

Cyanoamino acid metabolism
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Phenylalanine metabolism

’henylalanine, tyrosine and tryptophan biosynthesis

Phenylpropanoid biosynthesis

Porphyrin and chlorophyll metabolism

Propanoate metabolism

Purine metabolism

Pyrimidine metabolism

Sphingolipid metabolism

Starch and sucrose metabolism

Sulfur metabolism

Valine, leucine and isoleucine biosynthesis

Valine, leucine and isoleucine degradation

beta-Alanine metabolism
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Additional file 20. The correlations between metabolome-based pathway activity
and RNA level (left panel) or protein level (right panel). Three pairwise
comparisons based on the time points TO, T1, T8 were included. (a) The radius
represents the volume (total number of genes/proteins) of the target pathway. (b)
Inner circle represents the metabolome-based pathway activity; gray: no significant
difference in pathway activities; red: significantly more active; green: significantly
less active. (c) The intermediate ring stands for ratio of up- or down-regulated
genes/proteins; grey: genes/proteins not significantly differentially expressed; red: up-
regulated genes/proteins; green: down-regulated genes/proteins. (d) The outer thin
ring stands for the relationship between metabolome-based pathway activity and the

ratio of up- and down-regulated genes/proteins; red: positive correlation (e.g. higher



metabolome-based activity and higher number of up-regulated genes), green: negative
correlation (e.g. higher metabolome-based activity and higher number of down-

regulated genes).



