
1 Worm PPI Network
Here we compare the duplication model (as well as the preferential attachment model) with the DIP Worm
PPI network. This network is much less developed than the Yeast network with only 2387 nodes and 3825

edges. The values of r and p we used for this network are r = 0.12, p = 0.322. The seed graph we used
was again very similar to that used for the Yeast network. The c value for preferential attachment was set to
3.2 to capture the average degree. The comparative results are shown in Figure 1.
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Figure 1: The topological properties of the duplication model (Blue) and preferential attachment model (Green)
compared to that of the C.Elegans (Worm) network (Red). The degree distribution, the k-hop reachability, graphlet,
betweenness and closeness distributions of both networks are shown.
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