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Development of a method to determine RNA-protein complex by cryo-EM
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RNA often functions by forming complexes with partner proteins. Therefore,
it is important to clarify the structure of RNA-protein complexes. In this study, we aimed to form
an “ RNA-protein complex” on the surface of ribosomes by inserting RNA sequences on the surface of
ribosomes and binding proteins that bind to them, and to analyze the structure of the entire
complex.

By ?nserting tRNA into the loop of the ribosome and binding a protein that modifies the tRNA, a map
of the complex of tRNA and this protein was observed by cryoEM single particle analysis. The
structure of the “ tRNA-protein complex” was obtained by rigid body fitting.
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