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Fig S2. Correlation between transcript abundances with ONT dRNA and Illumina RNA-Seq 
reads. Transcripts with Illumina multimapping reads were taken into account. The percentage 
of multimapping is indicated with a color scale. Number of transcripts = 6,799 (expressed in 
at least one of the two datasets). Expression levels tend to be overestimated in the transcripts 
with multimapping reads. 
 


