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Figure S1. 5" to 3’ coverage of transcripts
by Nanopore reads using RSeQC. The X-
axis shows the 5" (0) to 3’ (100) extent of
nuclear transcripts. The Y axis shows, for
each class of transcript length, the
proportion of reads covering the different
parts of the transcripts. The Nanopore
dataset is shown in red and the Illumina
dataset (from Guillaumot et al. [33]) in
blue. The values are the mean of 3
biological repetitions.
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