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We	
  have	
  developed	
  a	
  web-­‐based	
  annota1on	
  tool,	
  Canto,	
  to	
  support	
  community	
  cura1on	
  on	
  a	
  large	
  scale.	
  Canto	
  is	
  highly	
  configurable,	
  and	
  can	
  be	
  used	
  with	
  minimal	
  
or	
  extensive	
  support	
  from	
  professional	
  curators.	
  It	
  is	
  therefore	
  suitable	
  for	
  use	
  by	
  most	
  research	
  communi1es,	
  including	
  those	
  not	
  supported	
  by	
  a	
  manual	
  cura1on	
  
team,	
  who	
  want	
  to	
  contribute	
  gene-­‐specific	
  experimental	
  informa1on	
  from	
  their	
  organism	
  of	
  interest	
  to	
  public	
  biological	
  databases.	
  Canto	
  supports	
  literature-­‐based	
  
cura1on	
  of	
  a	
  wide,	
  and	
  configurable,	
  set	
  of	
  data	
  types,	
   including	
  Gene	
  Ontology	
  (GO)	
  annota1ons,	
  phenotypes,	
   interac1ons,	
  and	
  protein	
  modifica1ons.	
  The	
  tool	
  is	
  
fully	
  accessible	
  online,	
  requiring	
  no	
  soFware	
  download	
  or	
  setup	
  by	
  the	
  end	
  user.	
  Ini1al	
  feedback	
  from	
  early	
  community	
  users	
  indicates	
  that	
  Canto	
  is	
  easy	
  to	
  use,	
  with	
  
an	
   intui1ve	
  workflow	
   and	
   integrated	
   help	
   documenta1on.	
   Canto	
  was	
   originally	
   developed	
   for	
   community	
   cura1on	
   by	
   the	
   S.	
   pombe	
  database	
   (PomBase)	
   and	
   its	
  
research	
   community,	
  who	
   curate	
   the	
  most	
   extensive	
   set	
   of	
   data	
   types.	
   To	
  date,	
   Canto	
  has	
   also	
   been	
   adopted	
  by	
   the	
  K.	
   pastoris	
   (Pichia)	
   community	
   and	
   for	
  GO	
  
annota1on	
  workshops	
   at	
   University	
   College	
   London	
   in	
  which	
   researchers	
   and	
   post-­‐graduates	
   are	
   invited	
   to	
   curate	
   their	
   own	
   papers	
   of	
   interest.	
   Ongoing	
   Canto	
  
development	
  ensures	
  that	
  feedback	
  from	
  users	
  guides	
  efforts	
  to	
  improve	
  exis1ng	
  features	
  or	
  to	
  implement	
  new	
  ones.	
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   WHY COMMUNITY CURATION? 

CURATING IN CANTO 

•  The	
  number	
  of	
  papers	
  
published	
  increases	
  every	
  
year	
  

•  The	
  amount	
  of	
  curatable	
  
informa1on	
  per	
  paper	
  is	
  
also	
  increasing	
  

•  Database	
  curators	
  cannot	
  
keep	
  pace	
  with	
  the	
  
resul1ng	
  data	
  deluge	
  

Many papers 
lack curation 

Research community 
benefits 
•  Informa1on	
  embedded	
  in	
  papers	
  
becomes	
  easier	
  to	
  find	
  in	
  
databases	
  

•  Formal	
  syntax	
  and	
  defined	
  
language	
  ensures	
  that	
  data	
  from	
  
different	
  sources	
  is	
  comparable	
  

•  Data	
  integra1on	
  and	
  
organiza1on	
  supports	
  
computa1onal	
  analysis	
  of	
  large	
  
gene	
  sets	
  to	
  iden1fy	
  pa\erns	
  

Author benefits 
•  Authors	
  learn	
  about	
  formal	
  
data	
  representa1on,	
  enabling	
  
them	
  to	
  use	
  curated	
  data	
  more	
  
produc1vely	
  

•  Par1cipants’	
  data	
  are	
  
propagated	
  to	
  other	
  resources,	
  
making	
  it	
  more	
  accessible	
  to	
  
other	
  researchers	
  which	
  could	
  
lead	
  to	
  a	
  higher	
  cita1on	
  index	
  

CONTACT: HELPDESK@POMBASE.ORG  

Getting started 

Curation workflow 

Cura1on	
  is	
  linked	
  
to	
  a	
  publica1on	
  

Cura1on	
  is	
  linked	
  to	
  
a	
  community	
  curator	
  

The	
  tool	
  is	
  customizable	
  and	
  can	
  
accept	
  different	
  stable	
  iden1fiers	
  
(UniProt,	
  NCBI…)	
  

•  Customizable	
  cura1on	
  ‘types’	
  
•  Lucene	
  searching	
  for	
  terms	
  
•  Term	
  defini1ons	
  provided	
  
•  Child	
  terms	
  suggested	
  
•  Evidence	
  code	
  selector	
  
•  Annota1on	
  extensions	
  
supported	
  

•  Alleles	
  and	
  expression	
  levels	
  
specified	
  for	
  phenotypes	
  

•  Comments	
  can	
  be	
  added	
  
•  New	
  terms	
  can	
  be	
  suggested	
  

Customizable	
  
export	
  e.g.	
  GAF…	
  

Table	
  of	
  new	
  
annota,ons	
  


