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Users, accessing the platform’s Web interface through the implemented portal, are given the ability to submit
their experiments, retrieve their results and also compare them with formerly submitted experiments. Access
to services is enabled by parsing input files and accordingly activating the ‘gridified’ algorithms for processing
the microarray experiments. Both data parsing operations and launching of experiments are specified as Grid
jobs, using the Job Description Language (JDL). The provided microarray input files, which are usually struc-
tured according to formats that are standard for the microarray bioinformatics community, are pre-processed
so as so to be usable by the range of algorithms available. The results of this pre-processing step are directed
to the Grid’s storage elements (SE). Then the data are being processed by parallel applications distributing the
parallel chunks & jobs to various nodes-processors of the Grid.

3. Impact
The described EKTORAS platform for microarray data analysis helps scientists and research groups with lim-
ited or no experience in microarray analysis to significantly reduce the processing time of large experiments.
In the meantime the EKTORAS platform aims to bridge and integrate distributed databases storing multi-
faceted biological and medical information (gene sequences, homology across species, proteins encoded and
relevant biochemical pathways) about gene function and structure, enabling ubiquitous access to bioinfor-
matics data. The original architectural design will be constantly updated, based on the early feedback from
experiments on the prototype infrastructure. However the already implemented modules have clearly proven
the feasibility of the envisaged system.

URL for further information:
http://www.icsd.aegean.gr/ektoras, http://hellasgrid.gr/

4. Conclusions / Future plans
This work serves as a starting point for building a more complete and integrated Grid enabled microar-
ray experimentation environment. In this context the EKTORAS access portal will be enhanced to allow
end-users to retrieve experiment files from public biological databases such as the EBI microarray library
(http://www.ebi.ac.uk). To this end the portal will provide an adapter to the EBI database system, allowing to
view, browse and select EBI files and then process them in the Grid.
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1. Short overview
In this work we present a Web based platform called EKTORAS (http://www.icsd.aegean.gr/ektoras), which
enables distributed access and parallel processing of biological data in Grid environments. The deployed
software aims at creation of tools for processing data from microarray experiments over the Hellenic Grid
infrastructure. This work serves as a starting point for building a more complete and integrated Grid enabled
microarray experimentation environment.
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