
S1 Table
Model

⇢!,D ⇢!,B ⇢!,X ⇢!,d ⇢!,C rb!,E ⇢D,B ⇢D,X ⇢D,d ⇢D,C rbD,E ⇢!,D|B,X,d,C,E,Gr
(p-val, N) (p-val, N) (p-val, N) (p-val, N) (p-val, N) (p-val, N) (p-val, N) (p-val, N) (p-val, N) (p-val, N) (p-val, N) (p-val, N)

EGF/NGF signaling [28]

-0.56 -0.60 -0.51 -0.22 -0.21 -0.34 +0.55 +0.31 +0.03 +0.08 +0.84 -0.30

(0.0054, 32) (0.0040, 28) (0.0244, 28) (0.3332, 32) (0.3679, 32) (0.4698, 31) (0.0045, 28) (0.1385, 28) (0.8579, 32) (0.6577, 32) (0.0150, 31) (0.1284, 27)

Arachadonic acid signaling [29]

-0.54 +0.01 -0.12 -0.35 -0.35 +0.43 +0.72 +0.82 +0.10 -0.16 -0.05 +0.39

(0.1140, 11) (0.9938, 10) (0.7878, 10) (0.3857, 10) (0.3750, 10) (0.3748, 10) (0.0597, 10) (0.0200, 10) (0.8110, 10) (0.7295, 10) (0.9363, 10) (0.3142, 9)

EGF/NGF signaling [30]

-0.29 -0.45 -0.39 -0.08 -0.09 -0.73 +0.05 -0.01 +0.36 +0.38 +0.13 -0.33

(0.1633, 39) (0.0425, 33) (0.0932, 33) (0.7266, 39) (0.6664, 39) (0.0286, 38) (0.7906, 33) (0.9460, 33) (0.0325, 39) (0.0252, 39) (0.6652, 38) (0.0620, 33)

EGF/MAPK cascade [31]

-0.35 -0.30 -0.32 -0.12 -0.16 +0.16 +0.34 +0.36 +0.16 +0.17 -0.38 -0.13

(0.1217, 20) (0.2565, 20) (0.2346, 20) (0.6499, 20) (0.5635, 20) (0.7951, 18) (0.1422, 20) (0.1146, 20) (0.4896, 20) (0.4846, 20) (0.3062, 18) (0.5870, 18)

Rho-kinase activation [32]

-0.23 -0.15 +0.05 -0.46 -0.40 +0.29 -0.25 -0.26 +0.12 +0.00 +0.44 -0.37

(0.1619, 30) (0.5931, 28) (0.8565, 28) (0.0383, 30) (0.0905, 30) (0.4141, 24) (0.2568, 28) (0.2353, 28) (0.5621, 30) (0.9889, 30) (0.1260, 24) (0.0731, 24)

Extrinsic apoptosis [33]

-0.27 -0.27 -0.06 +0.10 +0.15 +0.04 +0.17 -0.28 +0.05 -0.04 -0.30 -0.04

(0.2618, 29) (0.3801, 26) (0.8549, 26) (0.7261, 29) (0.6218, 29) (0.9223, 28) (0.5036, 26) (0.2700, 26) (0.8332, 29) (0.8682, 29) (0.3457, 28) (0.8654, 25)

EGF/Insulin crosstalk [34]

-0.25 -0.19 -0.20 -0.04 -0.07 -0.46 +0.40 +0.21 +0.01 +0.03 +0.55 -0.16

(0.1675, 43) (0.4154, 42) (0.3925, 42) (0.8584, 43) (0.7684, 43) (0.2218, 43) (0.0178, 42) (0.2136, 42) (0.9392, 43) (0.8830, 43) (0.0589, 43) (0.3311, 42)

G1 cell cycle progression [35]

-0.24 -0.10 +0.18 -0.51 -0.43 -0.23 +0.22 -0.06 +0.59 +0.58 +0.38 +0.20

(0.5880, 15) (0.8366, 14) (0.6817, 14) (0.1556, 15) (0.2761, 15) (0.7689, 14) (0.5168, 14) (0.8551, 14) (0.0469, 15) (0.0504, 15) (0.6106, 14) (0.4844, 14)

ErbB signaling [36]

-0.20 -0.21 -0.07 -0.24 -0.19 -0.19 +0.09 +0.08 -0.07 +0.00 -0.45 -0.29

(0.2496, 41) (0.2556, 38) (0.7019, 38) (0.1737, 41) (0.2900, 41) (0.5382, 39) (0.5785, 38) (0.6370, 38) (0.6594, 41) (0.9909, 41) (0.0996, 39) (0.0887, 36)

Wnt/Erk crosstalk [37]

-0.08 -0.28 -0.28 -0.32 -0.47 +0.45 -0.27 -0.48 -0.07 -0.27 +1.00 +0.62

(0.8021, 15) (0.4417, 15) (0.4524, 15) (0.3879, 15) (0.1798, 15) (0.6079, 12) (0.3317, 15) (0.0679, 15) (0.8105, 15) (0.3282, 15) (0.1253, 12) (0.0300, 12)

Rod phototransduction [38]

+0.42 +0.10 +0.46 +0.11 +0.10 +0.09 +0.26 +0.37 +0.26 +0.17

(0.2028, 19) (0.7304, 17) (0.0869, 17) (0.6947, 19) (0.7135, 19) (0.7753, 17) (0.4078, 17) (0.1989, 19) (0.3731, 19) (0.5606, 15)

IL-6 signaling [39]

+0.45 -0.20 -0.32 -0.45 -0.36 +0.00 +0.02 +0.12 -0.19 -0.14 -0.06 +0.43

(0.0928, 26) (0.4933, 25) (0.2795, 25) (0.0907, 26) (0.1949, 26) (1.0000, 26) (0.9198, 25) (0.5772, 25) (0.3361, 26) (0.4833, 26) (0.8465, 26) (0.0310, 25)

S2 Table
Model

⇢!,D ⇢!,X ⇢!,d ⇢!,C rb!,E ⇢!,Gr ⇢D,X ⇢D,d ⇢D,C rbD,E ⇢D,Gr ⇢!,D|B,X,d,C,E,Gr
(p-val, N) (p-val, N) (p-val, N) (p-val, N) (p-val, N) (p-val, N) (p-val, N) (p-val, N) (p-val, N) (p-val, N) (p-val, N) (p-val, N)

Trehalose biosynthesis [40]

-0.75 +0.32 -0.56 -0.90 +0.60 -0.05 -0.14 +0.56 +0.80 -0.20 -0.34 -0.76

(0.0718, 7) (0.5030, 7) (0.3729, 5) (0.0789, 5) (0.2871, 7) (0.9144, 7) (0.7851, 7) (0.3652, 5) (0.1299, 5) (0.8545, 7) (0.4536, 7) (0.1338, 5)

Glycolysis [41]

-0.41 +0.85 +0.33 +0.04 +0.12 -0.22 -0.33 -0.20 -0.02 +0.14 -0.03 -0.11

(0.0958, 18) (<0.0001, 18) (0.1960, 17) (0.8727, 17) (0.7255, 18) (0.3815, 18) (0.1818, 18) (0.4458, 17) (0.9241, 17) (0.6600, 18) (0.9019, 18) (0.6842, 17)

Cell cycle regulation [42]

-0.41 -0.32 -0.44 -0.21 -0.08 -0.00 +0.16 +0.07 -0.16 +0.17 -0.14 -0.40

(0.0207, 29) (0.1011, 29) (0.0242, 29) (0.2984, 29) (0.7448, 29) (0.9922, 29) (0.3987, 29) (0.7299, 29) (0.3951, 29) (0.4408, 29) (0.4569, 29) (0.0314, 29)

Mitotic exit [43]

-0.36 -0.47 -0.42 -0.16 +0.35 -0.26 +0.26 +0.22 +0.02 -0.73 +0.52 +0.04

(0.2476, 17) (0.0577, 17) (0.0988, 17) (0.5568, 17) (0.4011, 17) (0.3208, 17) (0.2874, 17) (0.3841, 17) (0.9445, 17) (0.0434, 17) (0.0268, 17) (0.8872, 17)

Mitotic exit [44]

-0.31 -0.28 -0.40 -0.16 -0.12 +0.05 +0.25 +0.01 -0.14 -0.08 +0.12 -0.29

(0.1362, 27) (0.2110, 27) (0.0609, 27) (0.4605, 27) (0.6463, 27) (0.8410, 27) (0.1995, 27) (0.9465, 27) (0.4952, 27) (0.7424, 27) (0.5388, 27) (0.1492, 27)

Pheromone pathway [45]

-0.09 -0.21 -0.17 -0.28 -0.27 +0.23 +0.40 -0.28 +0.16 -0.37 +0.36 -0.21

(0.6949, 23) (0.4152, 23) (0.5010, 23) (0.2547, 23) (0.3918, 23) (0.3544, 23) (0.0614, 23) (0.2044, 23) (0.4589, 23) (0.1615, 23) (0.0980, 23) (0.3222, 23)

S3 Table
EGF/NGF signaling [30] EGF/MAPK cascade [31] EGF/Insulin crosstalk [34] ErbB signaling [36] IL-6 signaling [39] Mitotic exit [43] Mitotic exit [44]

EGF/NGF signaling [28] +0.12, 23 +0.13, 12 +0.86, 13 +0.46, 14 +0.17, 10

EGF/NGF signaling [30] +0.13, 16 +0.08, 17 +0.32, 19 +0.30, 10

EGF/MAPK cascade [31] -0.05, 11 -0.00, 18 +0.54, 10

EGF/Insulin crosstalk [34] +0.00, 19 -0.39, 10

ErbB signaling [36] -0.36, 9

Cell cycle regulation [42] +0.52, 15 +0.63, 22

Mitotic exit [43] +0.79, 17


