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Direct bioproduction of useful chemicals by displaying multi-functional
cellulase on its cell surface

Tanaka, Tsutomu
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We developed useful chemicals producing microorganisms from cellulosic
biomass. Based on the cell surface display techniques, we introduced beta-glucosidase on its cell
surface, allowing to biomass assimilation abilities. Metabolic engineering also enabled improving
productivities of L-lactic acid and 3-hydroxypropionic acid Finally, we demonstrated direct LA and
3-HP production from cellobiose with high titer and yields.
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