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Supplemental Figure S2. snRNA levels in snRNP biogenesis mutants quantified by 

developmental northern (A) and ribo-minus total RNA-seq data (B-C). Note that the control flies in 

panels B and C are age-matched at 72 hrs, and thus RNA-seq reads are artificially high in the 

controls. (B) snRNA levels from aggregated mapped read counts, normalized to U6 snRNA 

mapped read counts. (C) snRNA levels from aggregated mapped read counts that were 

normalized to the median of the middle two quartiles of all mapped WT sequence read counts. 

Normalized age-matched Oregon-R (WT) snRNA levels were set at 100.  


