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Project	
  Workstream	
  C:	
  Tools	
  

•  	
  FormaLed	
  network	
  data	
  
•  	
  Standard	
  interfaces	
  
•  	
  Extensible	
  tools	
  
•  	
  Easy	
  to	
  access,	
  easy	
  to	
  use	
  

•  Next	
  10	
  minutes:	
  
–  	
  example	
  use	
  cases	
  and	
  tools	
  
–  	
  core	
  concepts	
  
–  	
  challenges	
  ahead	
  



Formats 

Services Identifiers 

Work Group C - Tools 
•  Alitora 

1.  Query Networks 

2.  Store Annotations 

3.  Web/API Access 

•   Gene Pattern 
1.  Key Driver Analysis 

2.  Integration with 
Cytoscape 

•   Taverna 
1.  Service / Tool integration 

2.  Workflow re-use 

3.  Large-scale and 
systematic data 
analyses 

Sage Commons 

Overview 



Use	
  Case:	
  Find	
  Networks	
  of	
  Interest	
  
http://saas.alitora.com/sagedemo/ 



Use	
  Case:	
  Key	
  Driver	
  Analysis	
  

http://www.broadinstitute.org/cancer/software/genepattern/ 



Use	
  Case:	
  Taverna	
  
http://www.myexperiment.org 

http://www.taverna.org.uk 



The	
  SAGE	
  Pipeline	
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Core	
  principles	
  

1.  Maximize access 
2.  Maximize use 
3.  Maximize reuse 

  Distribute multiple file formats 
  Make use of existing standards and tools 
  Design for flexible, extensible solutions 
  Support collaboration and community annotation 



ImplicaAons	
  for	
  Sage	
  infrastructure	
  
Lessons	
  Learned:	
  
1.	
  Standard	
  network	
  &	
  gene	
  list	
  file	
  

formats	
  are	
  criAcal	
  to	
  the	
  success	
  of	
  
infrastructure	
  tools.	
  

2.	
  Current	
  dataset	
  and	
  network	
  
repositories	
  fall	
  short	
  of	
  providing	
  a	
  
community	
  resource	
  with	
  adequate	
  
standards	
  and	
  extensible	
  tools.	
  

Challenges	
  Ahead:	
  
1.	
  Preparing	
  for	
  increasing	
  scale	
  and	
  

scope	
  of	
  data	
  
2.	
  Preparing	
  for	
  future	
  data	
  types	
  and	
  

analyses	
  

Formats 

Services Identifiers 

Map to 
standards 

Appropriate 
interfaces 



This	
  aWernoon	
  

•  Drill	
  down	
  into	
  demos	
  and	
  experiences	
  

•  Guests	
  
–  Tim	
  Clark	
  –	
  	
  SWAN,	
  Web	
  3.0,	
  neurodegeneraAon	
  	
  
– Michel	
  DumonAer	
  –	
  Bio2RDF	
  

•  Audience	
  parAcipaAon!	
  
–  OpportuniAes,	
  Barriers	
  and	
  IncenAves	
  
–  Pla]orms,	
  datasets,	
  services	
  and	
  tools	
  
–  Technologies	
  and	
  Standards	
  
–  Gaps	
  
–  DirecAons	
  for	
  Sage	
  Bionetworks	
  
–  Planning	
  Saturday	
  


