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Abstract : The computational modeling and simulation of complex biclogical systems are indispensable for new knowledgs
extraction from huge experimental data and ever growing vast amount of information in systems biology, Moreover, gathering and
gharing of the existing information and newly-generated knowledge can gpeed up this research process. In thiz regard, several
modeling projscts have been undsriaken for quantitatively analyzing the biological systems via the internet. They include Wirtual Csll,
TWS and OBIYagns, We also develop an integrated web-bazed environment, which facilitate investigation of dynamic behavior of

cellular systems.
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Fig. 3. The screenshot of model reposttory and analysis modules of
Wirtual Cell.
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Fig. 4. TW3 applet: simulation results and a network pathway.
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