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Study of molecular mechanisms for translation termination and ribosome recycling
by eukaryotic ribosome
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Translation termination, a critical step in protein synthesis in eukaryotes,

involves the interplay of various factors, including tRNA-elongation factor complex mimicking
proteins (eRF1-eRF3, Pelota-HBS1), ribosome recycling factors, and quality control factors. To
unravel the intricate molecular mechanisms underlying this process, we developed genetic screening
systems and novel assay systems to monitor ribosome status.
Our investigations led to the identification of novel functional domains on ribosomal factors ASCl
and S20. These domains act in concert to form a binding interface for Hel2, a ubiquitin ligase that
targets ribosome-associated proteins for degradation. We propose a novel mechanistic model,
highlighting the cooperative role of these newly identified domains.These findings provide
significant insights into the molecular basis of translation termination and hold promise for
identifying novel drug target to address various human diseases.
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