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Using	  annota.on	  data	  to	  iden.fy	  key	  papers	  on	  a	  gene	  

~14,000	  Protein	  coding	  genes	  
~2,500	  new	  research	  papers	  on	  

Drosophila	  melanogaster	  per	  year	  
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We	  have	  added	  a	  "Representa)ve	  Publica)ons”	  sec:on	  to	  gene	  reports,	  which	  highlights	  up	  to	  25	  of	  the	  most	  
relevant	  research	  papers	  for	  each	  gene.	  These	  are	  iden:fied	  through	  an	  in-‐house	  scoring	  algorithm	  that	  assesses	  

the	  amount	  and	  type	  of	  data	  associated	  to	  each	  protein	  coding	  gene,	  from	  each	  publica:on,	  within	  FlyBase.	  	  
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Gene-‐to-‐publica:on	  associa:ons	  are	  made	  within	  FlyBase	  regardless	  of	  the	  amount	  of	  data	  on	  a	  gene	  deriving	  
from	  a	  given	  publica:on,	  resul:ng	  in	  comprehensive	  reference	  lists	  on	  each	  gene	  report	  page.	  However,	  it	  can	  
be	  difficult	  for	  users	  to	  quickly	  iden.fy	  the	  key	  publica.ons	  that	  really	  characterize	  or	  focus	  on	  a	  gene	  in	  depth.	  
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The	  total	  number	  of	  research	  
papers	  associated	  to	  a	  gene	  (lec)	  

compared	  to	  the	  number	  of	  
representa:ve	  publica:ons	  

selected	  by	  our	  scoring	  func:on	  
for	  the	  same	  gene	  (right),	  

displayed	  for	  500	  random	  genes.	  
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Drosophila	  melanogaster	  drawing	  by	  B.	  Nuhanen	  is	  licensed	  under	  CC	  BY-‐SA	  3.0

Only	  references	  with	  a	  score	  
higher	  than	  zero	  are	  displayed	  

in	  the	  Representa:ve	  
publica:ons	  sec:on	  of	  the	  

gene	  reports.	  

We	  explored	  different	  scoring	  
func:ons	  using	  various	  

annota:on	  data,	  aiming	  to	  
priori:ze	  those	  papers	  that	  report	  

work	  directly	  on	  the	  gene.	  
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