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Introduction

We present an automatism for easily connecting bioinformatical projects based on
webservice technology, which are mainly offered by the Bielefeld University
Bioinformatics Server (BiBiServ - http://bibiserv.techfak.uni-bielefeld.de) and other
collaborators of the Helmholtz Open Bioinformatics Technology project

(HOBIT - http://hobit.sourceforge.net).
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Using standardized input and output b
formats makes it easy to combine l
webservices to a pipeline, thus one _
webservices choreography (composed EST Matching ESTs
of different tasks) could easily be As second example, we present Sl > ST BioDOM
used multiple times without any user a pipeline of SoapDB offered by AR Zggjz ©

DKFZ Heidelberg and e2g offered
by BiBiServ, both within the HOBIT
network. A sequence will be retrieved
in FASTA format from the EMBL
database via SoapDB. This sequence
will be pushed to the e2g webservice,
which maps it to a specified genomic
sequence. The result will be presented l
as alignments corresponding to the

interaction. Using standardized input
and output formats makes it easy to
combine webservices to a pipeline,
thus one webservices choreography
(composed of different tasks) could
easily be used multiple times without
any user interaction.
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EBIApplicationResult Schema, which s
is also used by the BLAST webservices
offered by EBI. This can be visualized </xml>

or further processed.
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