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Supplementary Figure 1: Comparison of basecalling errors obtained using Dorado v5.1.0 and v5.2.0 models in dRNA-seq of IVT tRNAs (U, C, A, G, red, green) and in tRNAs from S. pombe. Annotated tRNA modifications are indicated using the Modomics code. “NA U” designates tRNA sites that have no annotated modification at U sites, “NA C” for C sites etc. 
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Supplementary Figure 2: Difference in Ψml scores between v5.1.0 and v5.2.0 models in WT + q S. pombe tRNAs.
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