
Advances in genomics and -omic sciences have begun to produce unprecedented amounts of data that await for analysis
and interpretation. Reliable explanations of how processes are regulated require an accurate modeling approach at the
systems level; quite often these models of biochemical networks rely on several unknown parameters which need to be
estimated.Estimate of model parameters from experimental data remains a bottleneck for major breakthrough in Systems
Biology; it consists in the solution of an inverse problem which requires the use of an efficient optimization algorithm.The
genetic algorithm (GA) is a widely known method which yield reliable values for model parameters with a large computational
demand.
Our aim is to develop a parallel iplementation for parameter estimate based on GA to fully deploy the large computational
power of a modern grid such as that set up at the Enea Portici site. Our implemen-tation relies on:
› Ecell software from Keio University (Japan) for simulations of biochemical networks
› LSF - load sharing facility - a job scheduler for (multi) cluster (SGE and Globus are supported as well)
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