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Abstract
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hybrid simulation capabilities for faster runtimes. Here, the figure illustrates a type of simulation that is well suited to simulation with Smoldyn. Proteins are: cytosolic MinD-ATP in steps). Radial distribution function agreed well with theory.

dark blue, membrane-bound MinD-ATP in dark green, MinD-ADP in light blue, MinE in red, and MinD-MinE in light green.

Smoldyn is open source and available for free at http://
www.smoldyn.org.
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