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Development of large-scale computer simulation based on E-cell: RBC version
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More than 200 individual enzymatic reactions, 15 transporters, and kinetics of allosteric effectors
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Green: Results from the model in the absence
of Hb-Band3 interaction

Metabolome (CE-MS analysis: Panel C):

Fine tuning of the model
by varying the activation sites

Red: Results from the model in the presence of
Hb-Band3 interaction and the activation of the
midway glycolytic enzymes (PFK+GAPDH)
(fitting to metabolome results !)

Kinoshita A, et al. J Biol Chem April 2007
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In vivo pulse-chase analysis and Metabolome-fluxome
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