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tRNA is an adaptor molecule which deciphers the genetic code on mRNA during protein synthesis. In eukaryotes,
primary transcripts of tRNAs are synthesized in nucleus and then subjected to several processing, such as
end—maturation, splicing, and introduction of a variety of post—transcriptional modifications, to be mature forms
having accuracy. In this study, we aimed to elucidate the biological role of 5 cap structures formed on tRNA
precursors with 5’ leader sequences (pre—tRNA capping) in gene expression and/or tRNA maturation in budding
yeast. In order to achieve this purpose, it is important to reveal that which proteins interact with the pre-tRNAs and
which pre—tRNAs are capped. Up to now, we have been optimizing the conditions of each step to prepare the cDNA
library generated from 5 capped pre—-tRNAs. While, we confirmed the /n vivo interaction between 5 capped
pre—tRNAs and protein which involved in gene expression. This result implied the possibility that pre—tRNA capping
regulates gene expression. Therefore, we are now investigating the subcellular localization and other components of
the complex to elucidate the biological significance of the interaction. Furthermore, we also plan to construct the
cDNA library using the protein interacting pre—tRNAs as template. This analysis would provide information about the
structural feature of the pre—tRNAs and help to understand the role of pre—tRNA capping in gene expression.




