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Project or Activity: We started a year ago to develop a cancer pathway resource called cPath. In order that cPath be as useful a resource as possible, we are investing significant effort in collaborations to develop two open source resources: BioPAX and Cytoscape.  BioPAX is a data exchange format for biological pathways that we are jointly developing with other leading pathway databases, such as those at University of Colorado Health Sciences Center, SRI Bioinformatics Research Group, Argonne National Laboratory and Harvard CGR among others.  BioPAX will enable pathway databases and users of pathway data to share data in a reasonable fashion.  Cytoscape is a biomolecular network analysis and display tool written in Java that we are developing in collaboration with the Institute of Systems Biology and UCSD.  Cytoscape will have the ability to read, write and display pathway data, as well as to read and display genomics data (such as transcription profile data) in the context of those pathways.  We feel that these pathway resources will become an essential part of the analysis and interpretation of genomic data.

With additional support and collaboration from caBIG, the specific deliverables that could be achieved within a 6 to 9 month time frame include:

· port pathway data model and interface to caBIO API

· load three (3) pathway data resources into cPath

· curate and load five (5) cancer-specific pathways from literature sources into cPath

· design and maintain cPath web server as a federated caCORE resource

· provide Java source code, technical and user level documentation and user support for Cytoscape

Stage of project maturity: conceptual to early beta

Development Environment: Java, MySQL, CVS, Ant

Standards: BioPAX (XML), PSI, SBML (XML), OWL, XMLSchema, Gnu LGPL

