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Supplementary Figure 1. Breakdown of genes in their respective annotated pathways in 
iPpu1676-ME and the template M-model, iJN1462.  



 
Supplementary Figure 2. Multi-omic data (CPM) of P. putida KT2440 growth in glucose. a, 

Distribution of RNA-Seq raw read counts in the three biological replicate samples. b, Distribution of 

Ribo-Seq raw read counts in the three samples. 


	Model of metabolism and gene expression predicts proteome allocation in Pseudomonas putida 
	Supplementary Figure 2. Multi-omic data (CPM) of P. putida KT2440 growth in glucose. a, Distribution of RNA-Seq raw read counts in the three biological replicate samples. b, Distribution of Ribo-Seq raw read counts in the three samples. 


