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Evolution: reverse and
forward




Framework inputs

Input: Input: Wapinskil, etal. (2007) Nature 449:54-61.
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Tarassov K, et al. (2008) Science 320:1465-1470.
Batada N N, et al. (2007) PLoS Biol 5:e154.




Framework characteristics

e Network may be comprised of protein
interactions from multiple organisms.

* Increased coverage of ancestral network

* Protein interaction networks may be calculated
for species without interaction data.

e Novel derivation: Last Common Ancestor
rather than sequence homology exclusively
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Random network model: Vazquez A, et al. (2003) ComPlexUs 1:38-44.




