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Figure. S4 ONT long read bulk RNA-seq

A. Basecall summary for the LR bulk RNA-seq data

B. Read length distribution for the LR bulk RNA-seq data generated by pycoQC

C. Read quality score distribution for the LR bulk RNA-seq data generated by pycoQC

D. Classification of isoforms according to their splice sites when compared to reference
annotations and the number of isoforms in each category detected by LR bulk RNA-seq

E. Bar plot of the number of distinct isoforms expressed per gene. Genes with more
than five distinct transcripts were merged.
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