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  coverage	
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Release	
  6	
  is	
  Coming!	
  

•  FlyBase	
  is	
  working	
  with	
  NCBI,	
  BDGP	
  and	
  other	
  
major	
  data	
  producers	
  to	
  migrate	
  all	
  genome	
  
annota&on	
  data	
  to	
  Release	
  6.	
  	
  

•  We	
  have	
  begun	
  the	
  migra&on	
  process	
  and	
  
expect	
  it	
  to	
  be	
  completed	
  by	
  the	
  end	
  of	
  the	
  
summer	
  of	
  2014.	
  	
  

•  We	
  will	
  coordinate	
  public	
  migra&on	
  to	
  Release	
  
6	
  with	
  NCBI	
  and	
  other	
  major	
  genome	
  archives	
  
star&ng	
  in	
  the	
  summer	
  of	
  2014.	
  	
  

•  Aker	
  Release	
  5.57	
  (May	
  2014),	
  the	
  next	
  gene	
  
model	
  annota&on	
  set	
  will	
  be	
  on	
  the	
  Release	
  6	
  
assembly.	
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