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Supplementary Note 

 

The Smart-seq2 protocol lacks incorporation of UMIs and we therefore used normalized read 

counts (RPKMs) to estimate gene expression. While read-counts and UMIs highly correlate, 

their exact relationship for gene expression levels is unclear. It should be noted that Smart-

seq3 combines full-length transcriptome coverage with a 5’ unique UMI for RNA counting and 

our in-house generated Smart-seq3 libraries generally contain ~50% UMI fragments of total 

read counts that can be used to count RNA molecules. Because of the low lncRNA expression 

levels, we opted to stick with read-based quantification to leverage information obtained 

from all reads and avoid increasing the needed sequencing depth. In contrast, allele-resolved 

UMI counts is important to infer accurate transcriptional bursting parameters and the Smart-

seq3 data was therefore used for bursting inference. 

 

 




