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Ontology Services

AutoMed
Heterogeneous Data Integration System

XML data flowing from large-scale proteomics
projects (e.g, HuPo , Plasma Proteome Project ), as

well as from individual labs

Object-oriented data warehouse for the analysis of
genome and associated functional information
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A relational data warehouse for the analysis and mining of
microarray gene expression, sequence, structural and functional

data

Current sources: EBI Molecular Structures DB, CATH, Gene3D,
KEGG (Gene, Genome, Orthology), InterPro, Eukaryotic
Promoter D, Gene Ontology, LocusLink, ArrayExpress

Planned sources: Integ8, KEGG (Pathways, Reaction,
Enzymes), VIDA, EyeSite, Pain DB, Stem Cell DB

…..

Tools:
Query Processor
Data Warehousing
XML Transoformation & Integration
ESTEST

2D Gel VisualisationClient

Web Services Web Services Web Services

AutoMed provides tools to assist in the
transformation and integration of different
data sources under one common
Integrated Schema. It can handle
structured, semi-structured and text data
sources. It allows queries to be submitted
to an Integrated Schema and processes
these queries automatically, by
interacting with the wrappers of the data
sources. The AutoMed toolkit is being
used in bioinformatics,
e-learning and P2P applications.

myGrid is a toolkit of core components for forming, executing, managing
and sharing discovery experiments.

Bioinformaticians and service providers develop and run experiments via
the Taverna workbench, a GUI used for assembling, adapting and
running workflows.

The Distributed Query Processor supports queries over Grid Data
Services thereby combining data access with analysis. DQP adapts
techniques from parallel databases to provide implicit parallelism for
complex data-intensive requests.

A registry, with mechanisms to support descriptions drawn from an
ontology defined in RDF and OWL, enables service providers and
bioinformaticians to publish, discover and match-make services, and to
publish and reuse workflows
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