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tRNA processing mechanism
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Copyé&Paste Design

construct | (RNAseP RS, R273) cleavige
> Theophylline RS w/o poly U fused to su3+

AAGUGAUACCAGCAUCGUCUUGAUGCCCUUGGCAGCACUUCAGAAAUCUCUGAAGUGCUGC CAAGBUGBGGUUCC

IRNA spacer Spame!

- This construct is without the original 5’-leader sequence of the tRNA

Aktivitat [MU]
B, R NN
o nn O O

un

o

0 mM 2 mM

Theophyllin
n=6

Figure 1: ONPG- assay with construcht | (RNase R RS).



Timing Is Important!

spacer
transcription
termination
3'part
terminator
5' Uuuuuu

+ theophylline
@)

5' UUUUUU%
RBS

leader- st em .
aptamer

+ theophylline
X -
é

tRNA

O

5'

RNaseP
processing

leader 4

O

tRNA



Design Pipeline

Biological Analysis
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Design Candidates
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Analysis and Filtering

* tRNA structure must be maintained

* Verify strong switching behavior

» Avoid undesired structures in ensemble

» Test variation of theophylline binding energies
» Co-transcriptional analysis without ligand
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Cotranscriptional View
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