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NephAge project:

Finding suitable models of dynamic biochemical systems is an important task in
the biosciences.

On the one hand a correct model can explain the underlying mechanisms, on the
other hand one can use the model to predict the behavior of a biological system
under various circumstances.

Typically, before the correct model of a biochemical system is found different
hypothetical models might be possible. All the models have in common that they
fit one initial series of measurements.

The main goal now is to find the best suited model out of different hypotheses.
This is usually done by iterative measurements and successive fitting of the
different models to the collectivity of all series of measurements. This is repeated
until all “wrong” models do not fit to the collectivity of all series of measurements
any more. Thus the “wrong” models are falsified. The whole process is called
model discrimination.

We are developing a new computational framework to compute optimal
experiments in the context of model discrimination. Usability and parallelization
are in the current scope of the project.

This framework is promoted to the experimental Nephage team members to
assist in the process of modelling and statistical analysis.The groups also deals
with the issue of model reduction and the application of it to biochemical
systems.

Programming and the Algorithmic design is developed by Dominik Skanda, PhD
student and team member of “Lebiedz group: Modeling and Scientific
Computing”



