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Figure S11Figure	  S9.	  An7sense	  transcrip7on	  in	  NRO	  and	  total	  RNA	  samples.	  (A)	  Venn	  diagram	  showing	  number	  of	  transcript	  models	  with	  
significant	  an&sense	   transcrip&on	  in	  NRO	  (red)	  and	  total	  RNA	  (blue)	  samples	  and	  their	  overlap.	  As	  for	  expression	  analysis,	  the	  
significance	   of	  an&sense	   transcrip&on	  within	  these	   models	  was	  calculated	  against	   the	   Poisson	  distribu&on	  of	  read	  depth	  per	  
base	  expected	  from	  the	  background	  RNA-‐seq	  read	  depth	  in	  intergenic	  regions.	  A	  P-‐value	  significance	  cutoff	  of	  0.01	  was	  applied.	  
(B)	  Prevalence	  of	  an&sense	  transcrip&on	  in	  NRO	  sample	  is	  exemplified	  by	  read	  depth	  in	  the	  MEP2	  gene.
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