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One of the major problems that biologists face is the integration of multiple
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Kegg and Reactome are the two most advanced pathway resources. While \ | " aic N W
Reactome exists in RDF format, Kegg is not RDF enabled. For this reason, i, N é / i
we developed a Kegg2RDF converter and to further integrate both of these ponianaxst (&8 | T ““**"‘““ - - f
two pathway resources in a common format: we created a customed lite Ml =k A \\Q<\\£§ SN p/
version of the BioPax pathway ontology : BioPaxL.ite. RDF = ST R

Having integrated the pathways in RDF we mapped this information to MGl
annotations that link mouse genes and gene ontology terms. Our final
product was an integrated pathway knowledge representation integrated with
GO annnotation for each mouse gene involved in a metabolic reaction.
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CONCLUSION Architecture of Pathway2 GO project, with the reactions involved
Protégé Ontology editor et Sesame RDF store are used

We have shown that a semantic web approach was usefull to integrate R .
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