2013 2014

Elucidation of the molecular mechanism for highly active terminator regions in
Saccharomyces cerevisiae

Matsuyama, Takashi
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In Saccharomyces cerevisiae, the activity of the top 5-ranked terminator
regions to increase the protein accumulation of the upstream ORF conferred about twice the relative
activity as the standard PGK1 terminator under two promoters and three upstream ORFs, under various
mediums with a different carbon source, under various growth conditions, and in several yeast strains.
Among the terminators in S. cerevisiae, the DIT1 terminator (DIT1t) had the highest activity and was the
most versatile for metabolic engineering.

In addition, we discovered the molecular mechanism to increase the protein accumulation of the ORF
upstream the DIT1t region, and found that NAB6 and PAP1 were genetically involved in this process via the
specific cis element within the DITL1t region.
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