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Motivation:

Progress in molecular biotechnology has fueled an explosion in the development of data bases that contain the structure functional organization of
the molecular genetic systems (MGS). Technician progress gives us ability to make calculations of the wide and complex mathematical models of
MGS. Now we need a bridge between them. In an effort to make the bridge we have developed set of software tools: MGSgenerator and
MGSmodeller. Our goal is creating an uninterrupted data flow during the MGS modeling process. MGSgenerator is the tool for generation of the
mathematical models on basis of reconstructed gene networks. MGSmodeller is the computer system that intended for reconstruction, calculation
and analysis of the mathematical models of molecular genetic systems.
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