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Figure S4: Robustness analysis for the betweenness centrality ranking for polarity,
cytokinesis and cell cycle networks in fission yeast. We analysed the robustness of ranking



proteins by BC centrality in the presence of imperfect network interaction data. We added 10%
extra edges at random to the network, calculated BC for every node after adding the edges, and
ranked all the proteins. We calculated the mean and standard deviation for the rank of every
protein in the network after repeating the procedure 1000 times. We normalized the rank of all
proteins (Rank / number of nodes) and plotted the top 20% of nodes and their mean and standard
deviation. The blue dotted line represents the cutoff for top 10% nodes, and the red dotted line
represents the cutoff for top 20% of nodes. A, B, C are the top 20% proteins of regulation of cell

cycle, cytokinesis and polarity of fission yeast.



