
S4 Table
Model correlation
EGF/NGF signaling [28] 1.00
Arachadonic acid signaling [29] 1.00
EGF/NGF signaling [30] 1.00
EGF/MAPK cascade [31] 1.00
Rho-kinase activation [32] 0.91
Extrinsic apoptosis [33] 1.00
EGF/Insulin crosstalk [34] 0.92
G1 cell cycle progression [35] 1.00
ErbB signaling [36] 0.99
Wnt/Erk crosstalk [37] 0.96
Rod phototransduction [38] 1.00
IL-6 signaling [39] 1.00
Trehalose biosynthesis [40] 1.00
Glycolysis [41] 0.98
Cell cycle regulation [42] 1.00
Mitotic exit [43] 0.99
Mitotic exit [44] 1.00
Pheromone pathway [45] 1.00

S5 Table
population mean permutation

correlation (95% C.I.) p-value
⇢!,MX -0.17 (-0.28, -0.05) 0.0090
⇢!,Md -0.09 (-0.22, +0.05) 0.1841
⇢!,MC -0.16 (-0.29, -0.03) 0.0093
⇢D,MX +0.08 (-0.04, +0.21) 0.1335
⇢D,Md -0.07 (-0.16, +0.01) 0.1792
⇢D,MC -0.01 (-0.10, +0.07) 0.8109

⇢!,D|B,MX,Md,MC,E,Gr -0.20 (-0.33, -0.07) 0.0003

S6 Table
correlation p-value

⇢!,D -0.22 (-0.25, -0.18) 0.0010 (<0.0001, 0.0073)
⇢!,B -0.22 (-0.25, -0.19) 0.0183 (0.0063, 0.0449)
⇢!,X -0.06 (-0.09, -0.03) 0.4081 (0.2549, 0.6628)
⇢!,d -0.20 (-0.23, -0.18) 0.0043 (0.0015, 0.0129)
⇢!,C -0.20 (-0.23, -0.17) 0.0059 (0.0014, 0.0173)
rb!,E -0.06 (-0.12, -0.01) 0.5790 (0.3158, 0.9061)
⇢!,Gr +0.02 (-0.05, +0.11) 0.7825 (0.3377, 0.9681)
⇢D,B +0.16 (+0.10, +0.22) 0.0479 (0.0066, 0.2275)
⇢D,X +0.07 (+0.03, +0.11) 0.3112 (0.1007, 0.7019)
⇢D,d +0.10 (+0.05, +0.13) 0.1391 (0.0390, 0.4178)
⇢D,C +0.10 (+0.05, +0.14) 0.1355 (0.0329, 0.4177)
rbD,E +0.07 (+0.02, +0.14) 0.4893 (0.1868, 0.8023)
⇢D,Gr +0.04 (-0.04, +0.13) 0.7049 (0.2695, 0.9776)

⇢!,D|B,X,d,C,E,Gr -0.15 (-0.21, -0.08) 0.0206 (0.0011, 0.2278)
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