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Data analysis in the life sciences requires the resolution of conflicts arising from the
heterogeneity of data resources and from incompatibilities between the inputs and outputs of
services used in the analysis of the resources. The work presented here uses a uniform approach
to develop a proteomics grid using e-science technologies to support in silico data analysis. In
particular, we present our approach for the integration of data resources and for the reconciliation
of services within two bioinformatics projects, ISPIDER and BioMap.

In the ISPIDER project, the data integration architecture supports the combined use of
software tools for grid data access (OGSA-DAI), grid distributed querying (OGSA-DQP) and
data integration (AutoMed) for the virtual integration of a number of distributed, autonomous
and rapidly evolving proteomics resources. The BioMap project supports the materialised
integration of structured and semi-structured functional genomics resources using XML as the
unifying data model.

Workflow integration is addressed in the ISPIDER project, by using a data integration
system (AutoMed) with a scientific workflow tool (Taverna) for the semiautomatic

reconciliation of services.



