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Need the glue to paste together and 
enact the workflows using suitably 
configured (‘exposed’) resources

o



SBGN from a user’s perspective

• MCISB focus: modelling the glycolysis 
pathway

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



Issues:
• Layout of components that is 
intuitive to biologists
• Abstraction or nested processes 
to simplify visualisation of 
complex pathways 
• Visualisation/integration of  
other types of biological data on 
pathways



Superimposition of array data 
onto pathways

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



• Gene expression 
levels of glycolysis 
enzymes shown by 
colour intensity



Wish items

• An API preferably in the form of a Web 
service

• Open source
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