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and analysis of any genome. Important i Manual inspection and manipulation must be allowed Application Server
steps 1n this process include analysis of raw Comparative at certain key steps of a workflow. A program called the Annotation R
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allow for manual inspection at certain steps. Results and metadata from all The basic workflow of the server is to send an email including a hyperlink
steps involved should be efficiently stored and easy to retrieve. to an applet or application to launch. This application then downloads

BLAST
\ / Genome Sequence

Design the relevant data and displays it to the expert reviewer, who 1s presented Protein DBs Seieieee
. . . . o« e Searches
& _ . By with a number of choices; typically to modify the result and resubmit it, / (all 6 reading frarmes) L
In order to address issues such as interoperability, OS- and language accept it as is or reject it. The behaviour in which the Interaction Server Protein Domain | RPSBLAST ——
HMMER tatistica

& Signature DBs

independency and modularity, we have tried to developed the Annotation
Pipeline using a service oriented architecture (SOA) as far as possible. The
services, 1.€. the different tools and programs used for specific tasks in the
annotation process, are made available as Web Services.
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interacts with the expert reviewer, such as the application to launch, should
obviously depend on the type of data and its relation to the workflow. This
behaviour 1s defined by an Interaction Pattern, implementations of which
can be added to the server at runtime. We have implemented one such
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Screenshot from the annotation editor Artemis, developed by the Sanger Institute.
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