(®)
2014 2015

RNA

Regulation of cell growth and cell viability by polyamines at the level of
translation depending on the structural changes of polyamine-RNA complexes

TERUI, YUSUKE
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Polyamines exist mostly as polyamine-RNA complexes in cells. It was found that
polyamines enhanced the synthesis of specific proteins at the level of translation, which are important
for cell growth and cell viability. A group of genes whose expression is enhanced by polyamines at the
level of translation be referred to as a “ polyamine modulon” .

In this study, we looked for new members of polyamine modulon under oxidative stress conditions in
Eschrichia coli. It was found that synthesis of SoxR, EmrR, and GshA proteins was enhanced by polyamines
at the level of translation. It was found that synthesis of eEF1A was enhanced by polyamines at the level
of translation among various translation factors in mammalian cells. The CR sequence existed in
eukaryotic mRNAs, which regulates protein synthetic activity and influences polyamine stimulation of
protein synthesis.
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