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Network Modelling of Macrophage Signalling and Effe  ctor Pathways

Aims

to construct models of the current consensus view o f the biological
pathways underpinning the macrophages role in the i nnate immune
response

Pathway models should:

» Capture the semantics of relationships between comp onents of the
pathway as described in the literature

Logically depict molecular interactions using stand ardised notation

Easily understood by a biologist

Be useful in the analysis of genomics data and hypo thesis generation

Provide a resource for the computational modelling of pathways



modified Edinburgh Pathway Notation scheme
Raza et al., BMC Systems Biology 2008
Freeman et al., submitted 2010

http://www.mepn-pathway.org/



IFNG Induction of MHC class2 Antigen Presentation

Drawn using the modified Edinburgh Pathway Notation Scheme (MEPN)



Raza et al., BMC Sys Biol
in press 2010
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SPN stochastic flow
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