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Dynamic simulation is a way to analyze dynamics of biomolecular networks
consisting of proteins, metabolites and genes. In order to simulate their intrinsic
dynamics, it is necessary to optimize the values of many kinetic parameters by
reverse-engineering. We developed a new optimization method, DIS (Decomposition
and Integration with Statistical analysis) combining decomposition and integration
method with statistical analysis. By using DIS and genetic algorithm (GA), we
optimized the parameters of large-scale biomolecular network which conventional
GA cannot optimize. In this article, we also show that this method can obtain global
solutions.
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