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File S1. Data Descriptor Information 
Quorum-Sensing Model for the Pyoverdine Expression in P. aeruginosa. 

Data set: DOI: 10.17632/2xzzkmnpfx.1 (https://data.mendeley.com/datasets/2xzzkmnpfx). 

Data license: CC BY 4.0. 

Summary and data description: The Quorum-Sensing Model for the Pyoverdine Expression in P. 
aeruginosa was constructed on the standard System Biology Markup Language (SBML) format and 
represented using System Biology Graphical Notation (SBGN) on the CellDesigner 4.4. software 
(XML file). The model consists of 114 species: small molecules, proteins, genes with their mRNAs, 
and nine complexes (Sheet 1 of the Excel file). Additionally, the QS model has 103 reactions, includ-
ing DNA transcription, mRNA translation, complex protein formation, inhibition reactions, and 
molecule–molecule interactions with positive, negative, or unknown influences. Each interaction 
and reaction in the QS model has the kinetic constant value established in the literature (Sheet 2 of 
the Excel file). The values of the kinetic constants not reported by the literature were assumed ac-
cording to the ranges of values of the kinetic constants reported for similar molecules. For the con-
struction of the model, 114 ODEs were generated, and an elemental kinetic based on the Mass Action 
Law was assumed for all reactions that describe the system. The methods to obtain this dataset are 
described in the methodology of this paper. 

P. aeruginosa Genome-scale Metabolic Network - CCBM1146. 

Data set: DOI: 10.17632/y9htx3fcjm.1 (https://data.mendeley.com/datasets/y9htx3fcjm). 

Data license: CC BY 4.0. 

Summary and data description: Metabolic network model of P. aeruginosa CCBM1146: an improved 
version of the IMO1056 model genome-scale metabolic network. The model—CCBM1146—which 
we propose consists of 1146 genes encoding for 826 enzymes, 136 protein complexes, and transport 
proteins; it contains 1123 reactions and 880 metabolites. The first sheet of the Excel file contains all 
data of the metabolic model (description of the model). The second sheet contains data about the 
metabolites list included in the model. The third sheet contains information on the biomass reaction. 
Finally, the fourth sheet contains data to perform the Flux Balance Analysis. The methods to obtain 
this dataset are described in the methodology of this paper. 


