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1. Biochemical network reconstructions
Stoichiometric matrix

Null space and properties

Introduction to E.coli core

rBioNet reconstruction examples (BRESE E4HE)
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1. Exploring network functions

2. Biological objective functions and constraints

3. Simplex lecture

4. Simplex hand on

5. COBRA toolbox and FBA primer (BXAEE{ELR )
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1. Model driven discovery

Application of COBRA methods (metabolic engineering, omics mapping)
Lecture on thermodynamic constraints

Thermodynamics hand on

Omics data mapping using COBRA toolbox (A& E/E4HE)
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1. Basics of kinetic analysis and simulation procedure
2. Chemical reactions and enzyme kinetics

3. Stoichiometric texture

4.  Simulations EXAEEESHE)
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Bernhard Palsson, Making prediction with COBRA methods

J. Nielsen, Application of genome-scale metabolic models in industrial biotechnology

E. Almaas, Modeling of Yersinia pestis reconstructed genome-scale metabolism during stress
J. Papin, Network analysis of human pathogens
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D. Baumer, Generation of a metabolic network representing the ancestral core of the family
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enterobacteriaceae

D. Vitkup, Global probabilistic reconstruction and analysis of metabolic networks

N. Swainston, The subliminal toolbox: automating steps in the reconstruction of metabolic
networks

C. Song, A novel approach to in silico gene-deletion study in Apicomplexan parasties

R. Osterhout, Model-driven metabolic engineering of E. coli for direct production of 1, 4
butanediol
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