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Identification of fiux-eoupled genes for the inproved prediction of rricrobial metabolism
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Various nunerical constraints wes used to inprove sinulation accuracy of flux balance analysis (FBA)
using cenore-scale netabolic network nodds. I this sense Hux-Coupled Genes (FCGs) whose
eqression levels change in a consistent manner with changes in their corresponding reaction fluxes across
different conditions were identified. Seven nost consistent FCGs (.e, 2w g 1pe sahB, sahl) sucA
and pikB) were searched from the conrparative analysis of transcriptorme and 13Cflux data of Escherichia
colf at five different dilution rates. Accuracy of FBA with FCGs wes then compared with converttional
sinulation approaches .9 FBA without FCGs and MOMA) FBA with FCGs is useful to operate due to
the relative easiness of dbtaining transcriptional informration. [ This work wes supported by the Technology
Developnment Program to Solve Clinete Changes on Systens Metabolic Endineering for Biorefineries from
the Ministry of Sdience, ICT and Future Planning (MSIP) through the National Research Foundation (NRF)
of Korea (\RF2012VIA2A355) |
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