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Figure 5. RNA modifying enzyme - dependent pseudouridylation on mature and pre-mature tRNAs. A. lllustration of a chemical coupled-primer
extension assay to determine pseudouridine sites in RNA. B-C. Detection of pseudouridines in RNA. Cartoon illustration of different tRNAs and different

RNA modifying enzyme-targeting sites (B). The truncated cDNA products are indicated in gels with * (B and C). D. Cellular localisation of RNA modifying
enzyme in MDA-MB-231 cells.

@ PUS7 knockdown in the gut of Drosophila Melanogaster
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Conclusion and future perspectives
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occurs throughout the cell. Through the CMC assay we have identifed several tRNA that undergo pseudouridylation mediated by RNA modiffying
enzyme. Kockdown of RNA modifying enzyme eleavting the proportion of ISCs within the midgut of Drosophila Melanogaster highlights the role of the
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