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Abstract:

Computational modeling is a frequently used approach in
microbiology. Both detailed kinetic as well as genome-scale
models are used. Whereas kinetic models encompass
detailed knowledge of the regulation and speed of
individual reactions, whole genome-scaled models offer an
integrative view on the metabolic network of an organism
without the need to know kinetic information in detail.
However, the enormous size of the solution space when
using the latter poses problems for the interpretation of the
results of e.g. analysis techniques like flux balance analysis
(FBA).

In this talk, both approaches are compared and the insights
gained by their applications discussed in the context of the
study of the metabolism of lactic acid bacteria.
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