
Figure	
  S4.	
  Nascent	
  transcripts	
  are	
  enriched	
  for	
   intronic	
  sequences	
  and	
  show	
  markedly	
   less	
  splicing	
   ac7vity.	
  
(A)	
  The	
   log-­‐transformed	
  ra&o	
  of	
  nascent	
  and	
  steady-­‐state	
   transcript	
   levels	
  (x-­‐axis)	
  is 	
  ploEed	
  against	
   the	
   log-­‐
transformed	
   ra&o	
  of	
  NRO	
   and	
   total	
   RNA	
   intronic	
  read	
  depths	
   (y-­‐axis)	
   for	
   48	
   intron-­‐containing	
   transcripts.	
  
Inset:	
  The	
  ra&o	
  of	
  intronic	
  read	
  densi&es	
  in	
  NRO	
  and	
  total	
  RNA	
   libraries	
  was 	
  normalized	
  by	
  the	
   fold	
  difference	
  
in	
   nascent	
   and	
   steady-­‐state	
   transcript	
   levels.	
   A	
   histogram	
   of	
   these	
   transcript-­‐normalized	
   intronic	
   ra&os	
   is	
  
shown.	
   (B)	
   For	
   each	
   intron-­‐containing	
   gene	
   (N	
  =	
  48),	
   a	
   splicing	
   score	
  was	
  calculated	
   in	
  NRO	
  and	
  total	
  RNA	
  
libraries	
  as	
  the	
   ra&o	
  of	
  the	
  mean	
  intronic	
  read	
  depth	
  over	
  the	
  mean	
  read	
  depth	
  in	
  flanking	
  exons.	
  As	
  such,	
  the	
  
splicing	
   score	
   measures	
   the	
   frac&on	
  of	
   unspliced	
   transcripts	
   for	
   each	
   gene,	
  where	
   1	
   indicates	
  absence	
   of	
  
splicing	
  in	
  the	
   transcript	
  and	
  0	
  indicates	
  the	
  transcript	
  is	
  fully	
  spliced.	
  To	
  examine	
  gains	
  in	
  unspliced	
  transcript	
  
levels,	
  a	
  distribu&on	
  of	
  the	
  ra&os	
  of	
  NRO	
  to	
  total	
  RNA	
  splicing	
  scores	
  is	
  shown.
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log2(Normalized NRO/Total RNA intronic read−depth)
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