
Supplementary Figure S2
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(a) FHC (γ = 0.5, 35 communities)
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(b) CCSB-HI1 (γ = 0.5, 32 communities)
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(c) FHC (γ = 2, 81 communities)
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(d) CCSB-HI1 (γ = 2, 71 communities)

Figure S2: Topological node role assignments and relation with avPCC. Plots for (a),(c) Yeast network
(FHC [1]—2,233 nodes) and (b),(d) Human network (CCSB-HI1 [2]—1,307 nodes). As in Figure 3, but with
different resolution parameter (γ) settings used for community detection (see Text S1).
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