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The	
  Saccharomyces	
  Genome	
  Database	
  (SGD;	
  hVp://www.yeastgenome.org)	
  is	
  the	
  community	
  resource	
  for	
  genomic,	
  gene,	
  and	
  protein	
  informa*on	
  about	
  the	
  budding	
  yeast	
  Saccharomyces	
  cerevisiae.	
  
SGD	
  biocurators	
  extract	
  from	
  the	
  published	
  literature	
  a	
  variety	
  of	
  func*onal	
  informa*on	
  about	
  each	
  yeast	
  gene	
  and	
  gene	
  product.	
  In	
  addi*on	
  to	
  the	
  Gene	
  Descrip*ons,	
  Gene	
  Ontology	
  annota*ons,	
  
mutant	
  phenotype	
  annota*ons,	
  and	
  other	
  gene-­‐specific	
  data	
  currently	
  in	
  SGD,	
  we	
  are	
  now	
  preparing	
  to	
  add	
  a	
  new	
  category,	
  regulatory	
  informa*on.	
  In	
  the	
  first	
  phase	
  of	
  this	
  project,	
  we	
  are	
  focusing	
  on	
  
144	
  gene	
  products	
  iden*fied	
  as	
  DNA-­‐binding	
  transcrip*on	
  factors	
  (TFs).	
  The	
  Locus	
  Summary	
  page	
  for	
  each	
  of	
  these	
  regulators	
  will	
  have	
  a	
  new	
  tabbed	
  sec*on,	
  Regula*on,	
  that	
  will	
  provide	
  several	
  
different	
  types	
  of	
  informa*on	
  about	
  the	
  regulatory	
  role	
  of	
  each	
  TF.	
  A	
  short	
  free-­‐text	
  Regula*on	
  Summary	
  Paragraph	
  will	
  give	
  an	
  overview	
  of	
  the	
  biological	
  context	
  in	
  which	
  the	
  TF	
  acts.	
  The	
  consensus	
  
binding	
  site	
  mo*f	
  sequences	
  and	
  logos	
  will	
  be	
  displayed,	
  and	
  the	
  numbers	
  of	
  predicted	
  and	
  experimental	
  binding	
  sites	
  will	
  be	
  summarized.	
  The	
  genomic	
  distribu*on	
  of	
  binding	
  sites	
  will	
  be	
  displayed	
  in	
  a	
  
Circos	
  genome	
  visualiza*on	
  map.	
  A	
  table	
  of	
  targets	
  of	
  each	
  regulator	
  along	
  with	
  references	
  and	
  evidence,	
  compiled	
  from	
  informa*on	
  curated	
  at	
  SGD	
  and	
  at	
  the	
  YEASTRACT	
  database,	
  will	
  be	
  displayed	
  
along	
  with	
  a	
  summary	
  of	
  the	
  biological	
  processes	
  in	
  which	
  the	
  target	
  genes	
  are	
  involved.	
  The	
  Regula*on	
  tab	
  will	
  also	
  display	
  the	
  structural	
  classifica*on	
  of	
  each	
  TF,	
  as	
  well	
  as	
  informa*on	
  regarding	
  its	
  
regula*on	
  by	
  other	
  TFs.	
  All	
  of	
  these	
  data	
  will	
  be	
  available	
  for	
  querying,	
  analysis,	
  and	
  download	
  via	
  YeastMine,	
  the	
  Intermine-­‐based	
  data	
  warehouse	
  system	
  in	
  use	
  at	
  SGD.	
  In	
  the	
  future,	
  we	
  plan	
  to	
  
expand	
  this	
  informa*on	
  to	
  include	
  more	
  types	
  of	
  regula*on	
  in	
  addi*on	
  to	
  transcrip*onal	
  regula*on.	
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What	
  types	
  of	
  regula*on	
  data	
  would	
  YOU	
  like	
  to	
  see	
  in	
  SGD?	
  

Free-­‐text,	
  
referenced	
  
summary	
  of	
  
the	
  regulatory	
  
context	
  of	
  
each	
  TF	
  

GO	
  Process	
  
enrichment	
  of	
  
TF	
  targets	
  

Interac*ve	
  table	
  lis*ng	
  TF	
  
targets:	
  
•  Pre-­‐2011	
  data	
  curated	
  

by	
  YEASTRACT	
  
(www.yeastract.com)	
  	
  

•  HTP	
  data	
  curated	
  by	
  
SGD	
  

Binding	
  site	
  mo*fs	
  from	
  YeTFaSCo	
  
(the	
  Yeast	
  Transcrip*on	
  Factor	
  

Specificity	
  Compendium,	
  
yefasco.ccbr.utoronto.ca)	
  	
  	
  

TF	
  binding	
  site	
  distribu*on	
  
in	
  the	
  genome	
  will	
  be	
  
displayed	
  using	
  Circos	
  

circular	
  data	
  visualiza*on	
  

TF	
  structural	
  
classifica*ons	
  and	
  
domains	
  will	
  also	
  be	
  

displayed	
  


