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Applications Note

Sentero: A Tool for the Analysis of Biochemical Networks

Stephen Wilkinson!Z*, Neil Benson? and Douglas B. Kelll.2
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Need the glue to paste together and
enact the workflows using suitably
configured (‘exposed’) resources

Vol 20no. 17 2004, pages 3045-3054
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Taverna: a tool for the composition and
enactment of bioinformatics workflows

Tom Oinn', Matthew Addis?, Justin Ferris®, Darren Marvin?,
Martin Senger’, Mark Greenwood®, Tim Carver?, Kevin Glover®,
Matthew R. Pocock®, Anil Wipat®© and Peter Lj°:*




SBGN from a user’s perspective

 MCISB focus: modelling the glycolysis
pathway

o Used SBGN as implemented by Cell
Designer to visualise reactions in
glycolysis




Issues:

e Layout of components that IS
Intuitive to biologists

e Abstraction or nested processes
to simplify visualisation of
complex pathways

e Visualisation/integration of
other types of biological data on
pathways




Superimposition of array data
onto pathways

e Used Taverna workflows
to automate the
visualisation of
transcriptome data on
glycolysis pathway




* (Gene expression
levels of glycolysis
enzymes shown by
colour intensity




Wish 1tems

 An API preferably in the form of a Web
service

 Open source
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