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Investigation of translational factor pool formed around the ribosomal P-stalk
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In this project, we focused on the ribosomal P-stalk, which consists of
ribosomal proteins PO, P1, and P2, that form translational GTPase factor pool for efficient
translation. We tried to identify novel P-stalk binding proteins and to elucidate the general role
of the P-stalk in translation. Using proximity labeling, we found that not only translational GTPase

factors such as EF1A and EF2, but also translation initiation factors, aminoacyl-tRNA synthetase,
RNA-binding proteins, ribosome-hibernation proteins and functionally unknown proteins localize near
P-stalks. This finding is important as basic information for understanding of the multiple roles of
P-stalks in translation.
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High-speed AFM visualizes translational GTPase factor pool formed around the ribosomal P-stalk
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