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Motivation and Aim: Based on a short introduction of Petri-nets and an overview of 
existing simulation shells this presentation will focus to a new Petri-net simulation shell 
based on the OpenModelica software tool. A user interface will be presented, which 
allows the access to the Petri net library (PNlib) ofOpenModelica. The PNlib-Shell 
provides a powerful simulation environment for the simulation of biological networks. 
Based on this new shell Petri net models can be easily created, simulated and analyzed. 
In addition the new system includes basic features to check and evaluate the model and 
to analyze simulation results generated by the simulation back-end.
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