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Bacterial cellulose (BC), which is synthesized by bacteria, forms a complex
and dense network structure, and is expected to be a new material because of its high purity, high
strength, and high-water retention properties. On the other hand, mass production of BC is still
difficult because the BC synthesis mechanism has not been elucidated.

In this study, we analyzed the interactions among the subunits of the BC synthesis complex TC
derived from BC-producing bacteria, and found that the complex of BcsA-BcsB and BcsD is formed
through BC synthesized by BcsA-BcsB. In addition, we were able to express a large amount of the
transmembrane domain of the BC export factor BcsC. The analysis of the molecular weight revealed the
multimeric formation of BcsC, and we proposed a mechanism for BC synthesis and export in the
BC-producing bacteria Enterobacter.
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