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RNA ligase deposited 2'-phosphate modifications Complex modifications of tRNAs
are sufficient to inhibit 5'= 3' exoribonucleases complicate detection of RNA repair signals
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Nanopore sequencing of Xrnl-degraded RNA

identifies 2'-PO,s produced during HAC1 splicing . . . . ,
- RNA repair produces distortions in nanopore signal
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