2018 2020

Efficient production of plant secondary metabolites through global metabolic
engineering in yeast

Yamada, Ryosuke
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42.1 mg/L 19.8 mg/L/d

i _ The use of geneticallK modified yeast Saccharomyces cerevisiae to produce a
variety of useful chemicals has attracted much attention. Patchoulol is a sesquiterpenoid alcohol

and is an industrially important compound. In this study, | aimed to create yeast that can
efficiently produce patchoulol by highly expressing the patchoulol synthesis gene in yeast and
optimizing the entire mevalonate pathway involved in patchoulol synthesis.

I developed an original method for optimizing a wide range of metabolic pathways in yeast and
succeeded in creating yeast that efficiently produces patchoulol by optimizing the expression levels
of nine different genes. The constructed yeast produced 42.1 mg/L and 19.8 mg/L/d of patchoulol.
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