Summary of our discussions from last few days are given below. Let me know if I missed any or need clarification. 

We WILL have a DEMO of TrWorkbench for 2008 caBIG Annual meeting in June ?? 2008 (not a prod. Version)

Short term Plan  for TrWorkbench 1.0 

Data

· VASARI (with Gene Expr) 
· Methylation 
Requirements/UseCases 

· Meeting with Maxwell Lee (Methylation) & demo of CaIntegrator (Analysis tools) 
· Requirements will be finalized on Wed 9 2008 (4-5pm meeting) 

Architecture discussions

· Week of April 14th 

· Michael & TJ will be on-site for the whole week. 

Elaboration Plan 

· To be ready by Apr 18th 

I will be updating the project plan. 

Other updates are…

Review of CTODS/CTMS 

· CTMS cannot handle pre-clinical and other data (animal, xenograph?) 

· CTMS association of 1 study per institution will not work for TrWorkbench 

· Rembrandt->CTMS mapping exercise revealed that CTMS may not be able to handle existing caIntegrator clinical data 

· Computed values for Translational research cannot be stored in CTMS 

· Michael Holck will continue evaluate/map other existing caIntegrator Apps to CTMS and provide feedback to CTMS team 
· For TrWorkbench we will design a simplified model – SCUM? 
Genomics Model 

· A simplified model will be designed for all Genomics data (Gene Expression, Methylation, miRNA, Mutation, CopyNumber and all ?? types) 

· Further evaluation required to figure out implementation (NetCDF, HDF, Database etc…) 

Analysis Tools 

· Existing caIntegrator tools will be reused (if required re-engineered/re-designed) for TrWorkbench 

· This includes KM Plot, Higher Order Analysis, GenePattern ?? – (specifics to be defined after demo of existing tools and further discussions) 

