Introduction

This document constitutes supplementary material for the article by Smallbone et al. (2013) “A model of yeast glycolysis based on a consistent kinetic characterization of all its enzymes”. It contains the full final mathematical model (model 18 in the manuscript). Note, however, that this is a transcription of the electronic version of the model to WTEXwhich, although
checked, may still contain errors. The definitive version of all models in this article are the electronic versions deposited in the BioModels database, with accession numbers MODEL1303260000-MODEL1303260018 (accessible from e.g. http://identifiers.org/biomodels.db/MODEL1303260018).
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Differential equations
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