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    Abstract
The modelbase package is a free expandable Python package for building and analysing dynamic mathematical models of biological systems. Originally it was designed for the simulation of metabolic systems, but it can be used for virtually any deterministic chemical processes. modelbase provides easy construction methods to define reactions and their rates. Based on the rates and stoichiometries, the system of differential equations is assembled automatically. modelbase minimises the constraints imposed on the user, allowing for easy and dynamic access to all variables, including derived ones, in a convenient manner. A simple incorporation of algebraic equations is, for example, convenient to study systems with rapid equilibrium or quasi steady-state approximations. Moreover, modelbase provides construction methods that automatically build all isotope-specific versions of a particular reaction, making it a convenient tool to analyse non-steady state isotope-labelling experiments.
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