4. Development of experimental and computational
tools to evaluate metabolic flux
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Limitations

O Employed metabolic models are of limited scope

(1.e. 30-50 rxns)

O For genome-scale models (~1,000 rxns), measurables do not
always elucidate unique flux distributions

Many relevant pathways
are absent...
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Elucidating Fluxes in Genome-Scale Models using
Isotopomer Labeling Experiments (poster no: 92)

 Enable flux elucidation for genome-scale models

Isotopomer mapping matrices (IMM)

have been constructed
genome-scale models Large-scale non-linear programming problem
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Question 1:

What are the bottlenecks in broadening the use of
HT data for the quantitative estimation of
metabolic fluxes ?
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Question 2:
Given HT data, how can we use computations to reliably
elucidate fluxes in metabolic networks ?
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Question 3:

How can we anticipate the effect of environmental
and/or genetic manipulations on metabolic fluxes ?
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