Figure S12A

C2BBe1
006006606 08 @@9@@@@9
s} 17
) o | © g_L 7#
- A ﬁ ﬁ? B 00 O =

r | 1 T WE
? @@@w@?;@g?@@@ 00800000 © o
TF “”m@@ :

{ [N — Hj
@-«i@@@ “l@??LL?QAQJGJ@@@@@@@@@@Q@Qélw@@@@@@@@@@@@

101

Kinase activity score (decoupleR)

e ge
|

E 0000 00000 00

-5 0 5

Protein activity (PHONEMeS)

0

o=
o=

Figure S12: PHONEMeS reconstructed signaling networks in individual cell lines (related to Figure 6). (A-L) The border color corresponds to the protein
activity scores calculated using PHONEMEeS; the fill color mapping illustrated the decoupleR kinase activity score. The shape indicates whether the node
is a P-site measured in our data (ellipse), kinase differentially perturbed in our data (diamond), or protein inferred by the algorithm to be a part of the
signaling network (rectangle). The size corresponds to the number of out-going edges.
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Figure S12B




Figure S12C
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Figure S12D
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Figure S12E
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Figure S12F

NCI-H747

00/0000000o

Kinase activity score (decoupleR)

-5 0 5

00 @—(D
ele)

Protein activity (PHONEMeS)

0>

| |
0| |9© [[©
|
LBW
|
0O0O0O00UHB
(L ' 1 14
l;T':]@* S _@_ Q0O
ry g ryes
|
©
0 |
@@@@@@!*@@@“@ g l
/ ! ! ! = "
00 © @ @
=y T—— —— H
00000 ’ 0OOOOOOOOO ©




RKO

Figure S12G
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Supplementary Figure 6H
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Figure S12I
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Figure S12J
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Figure S12L
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