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How proteins are synthesized in the cell and then fold to a conformation are

important problems. In this study, we have promoted folding studies that are coupled to
translation, which have not previously been studied in detail, and also developed novel methods such

as a cell-free translation system reconstituted from eukaryotic factors. We found that the
translation elongation was frequently (~80% of tested genes) paused from the analysis for more than
1000 genes. We found novel noncanonical translation dynamics: intrinsic ribosome destabilization,
which terminates the elongation in a stop codon independent manner. We also established a
reconstructed cell-free translation system derived from human and Saccharomyces cerevisiae factors
and investigated various translational dynamics.
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