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caBIG Annual Meeting, July 2009

Dr Gil attended the caBIG annual meeting in July 2009 in Washington DC.  

She had detailed discussions with the following people:

· Brian Davis, VCDE: discussed potential semantic workflow activities in caBIG

· Ted Liefield, MIT: discussed the use of GenePattern in caBIG

· Joel Saltz, Emory U.: discussed the use of semantic workflows in new Emory in-silico center

· David Foran, The Cancer Institute of New Jersey: potential of semantic workflows for pathology and radiology analysis in caBIG

· Carole Goble, U. Manchester: discussed synergistic activities with the Taverna workflow system for third-party service integration

· Ravi Madduri, U. Chicago: discussed synergies with grid execution of workflows

· Denise Wenzel: discussed metadata activities in caBIG and relevance of semantic workflows

· Larry Brem: discussed the potential of semantic workflows in caBIG architecture

· Hannes Niedner, UCSD: discussed data analysis workflows in caBIG

· Chris Pieppenbring: discussed the caBIG Life Sciences Distribution

· John Koisch, Guidewire: discussed the potential use of semantic workflows in I-SPY and TRANSCEND

caBIG Architecture/VDCE Joint Face-to-Face Meeting, October 2009

Dr Gil attended the caBIG VCDE/Architecture in October 20-22, 2009 in Atlanta GA.  

She had detailed discussions with the following people:

· Brian Davis, VCDE: discussed semantic workflow activities in caBIG

· Frank Hartel: discussed the role of semantic workflows in the new caBIG architecture

· Joel Saltz, Emory U.: discussed the use of semantic workflows in new Emory in-silico center, both for image analysis (pathology and radiology) and genomic analysis

· Tahsin Kurk, Emory U.: discussed the use of semantic workflows in biomedical image analysis workflows to explore quality/performance tradeoffs

· Ravi Madduri, U. Chicago: discussed synergies with grid execution of workflows

· Denise Wenzel: discussed metadata activities in caBIG and relevance of semantic workflows

· Larry Brem: discussed the potential of semantic workflows in caBIG architecture

· Jim McCusker, Yale U.: discussed semantic web technologies relevant to semantic workflows

· Joshua Phillips, Semantic Bits: discussed semantic web technologies relevant to semantic workflows

· Trish Whetzel, Stanford U., NCBO: discussed ontologies in NCBO relevant to imaging and genomic analysis

caBIG Bootcamp, 2009

Dr Gil attended the caBIG Bootcamp training sessions in October, 2009 in Atlanta GA.  

She took several on-line courses that are required in preparation for the Bootcamp.

She had detailed discussions with the following people:

· Justin Pearmar, OSU: discussed the role of semantics in caGRID services

· Katleen McCormick: discussed caBIG organization and architecture

· Other bootcamp attendees: discussed experiences with the methodology and tools for semantics in the caBIG architecture

· Instructors of the bootcamp: discussed challenges of understanding metadata creation processes for caBIG participants, ontology curation efforts, the role of semantic web technologies in the caBIG methodology, and 

· Received additional information about the NCI Thesaurus development and usage from one of its curators 

Emory University’s Center, December 2009

Dr Gil visited Emory University on December 17, 2009 in Atlanta GA.
She met with the following researchers from Emory University’s new In-Silico Brain Tumor Research Center (ISBTRC):

· Joel Saltz 

· David Gutman 

· Tahsin Kurc 

· Tony Pan 

· Andrew Post 

· Patrick Widener 

· Matthew Wolf 

· Sanjay Agravat 

· Tim Morris 

· Sharath Cholleti 

· Lee Cooper 

· Jun Kong 

· Alfredo Tirado-Ramos 

She developed two detailed use cases that are directly relevant to the center.  One use case focuses molecular data analysis workflows for copy number analysis.  A second use case focuses on image analysis workflows for radiology and pathology data analysis.  

In addition, discussed a variety of topics relevant to the In-Silico center’s activities.

She also met with Prof. James Taylor, a PI on the Galaxy project.   His laboratory, in collaboration with others, has built an open computational infrastructure for genome analysis called Galaxy.  Galaxy is focused on usability, user assistance, and reproducible results.  Galaxy has thousands of users. Dr. Gil’s work in semantic workflows and Wings explores a completely new area for user assistance that would greatly complement and enhance the capabilities developed in Galaxy.  They are currently working on several significant extensions to the system.  For one grant they will be extending Galaxy with workflow infrastructure to allow replication of analyses and to encourage transparent and reproducible research.  For another grant they will be will develop a turnkey system for the acquisition and analysis of next-generation sequencing data.  Galaxy is an open source system, which should facilitate the integration of the semantic workflow capabilities in Wings.  The architecture of Wings where semantic reasoners are modular could be incorporated as services to Galaxy users to provide better assistance. 
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