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S1 Tab. Effect of increased rewiring probability (ρ) on network
identification.

ρ = 0.01 WS ER BA
WS 0.99 0.01 0.00
ER 0.03 0.76 0.21
BA 0.01 0.21 0.78

ρ = 0.1 WS ER BA
WS 0.95 0.05 0.00
ER 0.11 0.70 0.19
BA 0.01 0.19 0.80

ρ = 0.25 WS ER BA
WS 0.75 0.16 0.09
ER 0.16 0.63 0.21
BA 0.06 0.15 0.79

ρ = 0.5 WS ER BA
WS 0.65 0.17 0.18
ER 0.19 0.57 0.24
BA 0.10 0.21 0.69
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