
Example demonstrating how to use both
APCluster and the Network Evolution plugin for

evolutionary analysis.



Download plugins and sample data from:
http://bioputer.mimuw.edu.pl/modevo



Copy jar* files to the plugins folder in Cytoscape directory
and run Cytoscape



Activate plugins by selecting them from the Cytoscape
plugins menu



Select the Network Evolution plugin tab



Click ”New” to open the data loading panel.



Choose the species tree file ”sp tree.txt”, and click
”Load”. You should see the loaded species tree.



Change the tab to ”Protein family trees” and do the same
for protein family tree data (protein trees.txt file).



Change tab to ”Interactions”. Load data from file with
interactions in sif format: ”ppi cappi.sif”. Select the cutoff
value and choose file. Change the cutoff for ROOT
network to 0.3!



(Optional) Change tab to experiments, choose appropriate
file (ppi exp.txt) and load.



Select ancestral network ”ROOT” on the species tree, and
click the ”Show network” button. The ancestral PPI
network will be shown.



Go to the APCluster plugin tab. Refresh ”Edge weight
attribute” and choose ”Probability”



Check ”Log transform...”, to transform probabilities to
−similarities.



Run the algorithm.



The algorithm will converge.



Choose “Group Attribute Layout” and select ”cluster id”
as the attribute.



Select and zoom into a fragment of the clustered network.



Choose one of the clusters, go to the Network Evolution
plugin tab and select species from the tree.



Click the ”Mapping” button to project selected cluster
onto target species.


