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Figure	
  S8.	
  Examples	
  of	
  read	
  distribu7on	
  along	
  transcript	
  models.	
  NRO	
  (red)	
  and	
  total	
  RNA	
  (blue)	
  read	
  densi&es	
  are	
  shown	
  for	
  
genes	
  with	
  5’	
  accumulated	
  read	
  depths	
  (SWC4),	
  the	
  3’	
  accumulated	
  read	
  depths	
  (HSP82),	
  transcripts	
  with	
  read	
  depth	
  peaks	
  at	
  
both	
   promoter-­‐proximal	
   region	
   and	
   near	
   transcrip&on	
   termina&on	
   site	
   (CLN3)	
   and	
   for	
   transcripts	
   whose	
   peak	
   of	
   nascent	
  
transcrip&on	
  occurs	
  near	
   the	
   middle	
  of	
  the	
   gene	
   (CCZ1).	
  For	
  all	
   transcripts,	
   normalized	
  read	
  depth	
   is	
  shown	
   in	
  the	
  plus	
  and	
  
minus	
  strands	
  as	
  posi&ve	
  and	
  nega&ve	
   values,	
  respec&vely.	
  Read	
  depth	
  range	
   is	
  indicated	
  between	
  brackets.	
  Transcript	
  models	
  
are	
  schema&zed	
  below	
  each	
  gene	
  with	
  arrows	
  in	
  green	
  indica&ng	
  the	
  coding	
  region	
  of	
  each	
  gene.
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