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GISTIC	  run	  for	  23	  	  tumor:normal	  comparisons	  
with	  addi6onal	  manual	  cura6on	  

Dataset	  of	  chromosomal	  regions	  recurrently	  
gained	  or	  lost	  and	  list	  of	  protein-‐coding	  genes	  
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-‐	  Iden6fy	  orthologous	  protein-‐coding	  genes	  present	  on	  
recurrently	  gained	  (or	  lost)	  datasets	  from	  each	  species	  

-‐	  Iden6fy	  commonly	  gained	  (or	  lost)	  miRNA	  seed	  families:	  at	  
least	  one	  member	  of	  a	  seed	  family	  per	  species	  is	  in	  area	  of	  
recurrent	  gain	  (or	  loss)	  and	  no	  member	  from	  either	  species	  is	  in	  
an	  area	  of	  recurrent	  loss	  (or	  gain)	  
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