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Abstract

Clostridium acetobutylicum is an attention-grabbing bacterium in that it produces several solvents,
especially butan-1-ol. We reconstructed a genome-scale metabolic network of C. acetobutylicum ATCC
824 which comprises 502 reactions and 479 metabolites. Then, we carried out flux balance analysis
using both linear and non-linear approach which is a modification of previous studies. Here, we present
metabolic features and feasibilities of C. acetobutylicum, and hypothetical annotations derived during
the reconstruction of the network.
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