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Exhibit	
  2:	
  Summary	
  Sta3s3cs	
  for	
  Protein	
  Coding	
  Genes	
  

Organism	
   CDS	
   5'	
  UTR	
   3'	
  UTR	
   Intron	
   Intergenic*	
  

nts	
  
%	
  of	
  

genome	
  

%	
  of	
  CDS	
  
detected	
  
by	
  PolyA	
  
RNAseq	
   nts	
  

%	
  of	
  
genome	
  

%	
  of	
  5'	
  
UTR	
  

detected	
  
by	
  PolyA	
  
RNAseq	
   nts	
  

%	
  of	
  
genome	
  

%	
  of	
  3'	
  
UTR	
  

detected	
  
by	
  PolyA	
  
RNAseq	
   nts	
  

%	
  of	
  
genome	
  

%	
  of	
  
Introns	
  
detected	
  
by	
  PolyA	
  
RNAseq	
   nts	
  

%	
  of	
  
genome	
  

%	
  of	
  
Intergenic	
  
Sequence	
  
detected	
  
by	
  PolyA	
  
RNAseq	
  

Human	
   34,902,359	
   1.1	
   93	
   10,891,135	
   0.4	
   91	
   30,987,688	
   1.0	
   95	
  1,169,472,184	
   37.4	
   64	
   1,877,412,271	
   60.8	
   17	
  

Fly	
   22,784,848	
   16.3	
   97.7	
   2,965,559	
   2.1	
   98.8	
   4,030,758	
   2.9	
   95.7	
   48,675,555	
   34.8	
   91.3	
   61,421,763	
   44.0	
   36.4	
  

Worm	
   26,629,887	
   26.6	
   4,712,660	
   4.7	
   4,180,415	
   4.2	
   33,587,432	
   33.5	
   31,161,882	
   31.1	
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Exhibit	
  4:	
  Comparison	
  of	
  ncRNAs	
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  ncRNAs	
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Type	
  2	
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   446	
  Kb	
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  Kb	
  (1,517)	
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Exhibit	
  6:	
  Histone	
  and	
  TF	
  Models	
  for	
  
Gene	
  Expression	
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Exhibit	
  7:	
  Expression	
  Clustering	
  of	
  
Coding	
  Genes	
  and	
  ncRNAs	
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Human	
  (GENCODE	
  v10)	
   Worm	
  (WS220)	
   Fly	
  (FlyBase	
  R5.45)	
  	
  
A
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   129,854	
  bps	
  (1,595)	
   19,484	
  bps	
  (223)	
   22,085	
  bps	
  (238)	
  

tRNAs	
   45,468	
  bps	
  (625)	
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  bps	
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  bps	
  (314)	
  

rRNAs	
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  bps	
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  bps	
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  bps	
  (3,601)	
   29,127	
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  bps	
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   580,956	
  bps	
  (558)	
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