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Supplementary Figure S8. Effects of DRBD18 
depletion on mRNA processing: quantification
For each gene, the upper two graphs show numbers of 
reads (normalised to total dataset size) that were either 
wild-type or alternatively processed at the different 
poly(A) sites, and the lower panel shows reads with or 
spanning the 3'-UTR-internal splice site. Details are as in 
Figure 6.


