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Exhibit	
  1:	
  Data	
  Sets	
  



Human 17.6 0.6% 57.4 1.9% 7.3 0.2% 82.4 2.7% 1,409 46%
Worm 4.2 4.2% 26.3 26% 4.1 4.1% 34.6 35% 33.5 33%
Fly 6.9 5.0% 22.9 16% 6.3 4.5% 36.1 26% 51.4 37%

Human 1,384 13% 6,438 62% 292 2.8% 8,114 78% 1,031 9.9%
Worm 107 4.7% 1,961 86% 156 6.8% 2,224 97% 21.0 0.9%
Fly 378 5.5% 4,917 71% 1236 18% 6,532 94% 84.3 1.2%

Human 0.97 7.7 0.96 11.1 0.95 4.0 0.96 9.8 0.43 0.16
Worm 0.96 11.6 0.98 33.3 0.94 17.6 0.97 28.8 0.72 0.38
Fly 0.99 8.0 0.99 31.5 0.98 29.0 0.99 26.5 0.94 0.25

Annotated Bases (Millions, % of genome)

Mapped Reads (Millions, % of total)

Annotation Detected (Fraction of Total Bases, Depth of Coverage)

CDS5' UTR 3' UTR IntronTotal
mRNA

Exhibit	
  2:	
  Summary	
  Sta3s3cs	
  for	
  Protein	
  Coding	
  Genes	
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Exhibit	
  3:	
  Splicing	
  Figure	
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Exhibit	
  4:	
  Pseudogenes	
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Exhibit	
  5:	
  Comparison	
  of	
  ncRNAs	
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piRNA	
  loci	
   88	
   1,272	
  [0.04]	
   3.2	
  e-­‐4	
   35,322	
   449	
  [0.45]	
   6.7	
  e-­‐3	
   21	
   1,604	
  [1.2]	
   1.6	
  e-­‐3	
  

pri-­‐miRNA	
   58	
   1,158	
  [0.04]	
   3.6	
  e-­‐4	
   44	
   16	
  [0.02]	
   6.6	
  e-­‐6	
   43	
   316	
  [0.25]	
   1.7	
  e-­‐4	
  

pre-­‐miRNAs	
   1,756	
   162	
  [0.006]	
   2.7	
  e-­‐3	
   221	
   20	
  [0.02]	
   2.1	
  e-­‐4	
   235	
   22	
  [0.02]	
   7.2	
  e-­‐5	
  

tRNAs	
   624	
   47	
  [0.002]	
   3.0	
  e-­‐4	
   638	
   45	
  [0.04]	
   1.3	
  e-­‐5	
   308	
   22	
  [0.02]	
   1.4	
  e-­‐6	
  

snoRNAs	
   1,521	
   168	
  [0.006]	
   3.3	
  e-­‐4	
   141	
   16	
  [0.02]	
   2.9	
  e-­‐4	
   287	
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  [0.03]	
   2.9	
  e-­‐4	
  

snRNAs	
   1,944	
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  [0.007]	
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   4.9	
  e-­‐5	
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lncRNAs	
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  e-­‐4	
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   868	
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   1.3	
  e-­‐2	
  

Other	
  ncRNAs	
  	
   9,281	
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  [0.091]	
   3.9	
  e-­‐3	
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   530	
  [0.53]	
   2.9	
  e-­‐3	
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   381	
  [0.30]	
   2.1	
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Total	
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Exhibit	
  6:	
  Expression	
  Clustering	
  of	
  
Coding	
  Genes	
  and	
  ncRNAs	
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Exhibit	
  7:	
  Stage	
  Mapping	
  of	
  Worm	
  and	
  
Fly	
  Developmental	
  Timecourses	
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Exhibit	
  8:	
  Histone	
  and	
  TF	
  Models	
  for	
  
Gene	
  Expression	
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