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This project aims to enhance our understanding of RNA modification enzymes and their functions, and
the developed tRNA-MaP technique has potential implications for further studies in this field.

The objective of this project is to develop a new high-throughput technique
for conducting functional analyses of RNA modification enzymes. The findings have been reported as
follows: (1) We have developed tRNA-MaP, a technique that selectively detects substrate tRNAs from a

mixture of substrate and non-substrate tRNAs. (2) By using tRNA-MaP, we were able to reveal the
substrate tRNA recognition mechanism of tRNA m1A22 methyltransferase (TrmK) from Geobacillus
stearothermophilus, a thermophilic bacteria. (3) In combination with protein orthology analysis,

tRNA-MaP was used to predict the tRNA modification enzyme genes encoded in the G. stearothermophilus
genome.
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