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Analysis of the regulatory system for tRNA gene expression to establish a proper
tRNA repertoire.

Yoshihisa, Tohru

3,300,000
tRNA
tRNA tDNA
tRNA RT-gPCR tDNA
tRNA RNAI ShRNA  tDNA
EGFP tDNA tDNA
TRNA
TtRNA
RNAT  CRISPRi
non-coding RNA mRNA
tDNA RNA

Accumulating pieces of evidence revealed that tRNAs, essential for
translation, is under transcriptional regulation, but their regulatory molecular mechanism has been
obscure. To analyze this problem using yeast molecular biological technique, we tried to construct
ways for analyze promoter activity of tRNA genes, or tDNAs. First, we adopted RT-gPCR to measure
pre-tRNAs with an intron, a primary approximation of transcriptional activity of the corresponding
tDNA. Second, we constructed RNAI system where an shRNA against EGFP mRNA is expressed from the tDNA

promoter, and tested whether extent of suppression of EGFP expression is correlated with tRNA
expression. However, all of our constructs so strongly suppressed EGFP expression that promoter
activity of various tDNAs could not be compared.
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