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Supplementary Figure 1: Different IntOMICS hyperparameters setting in DREAMA4 in silico dataset
and the resulting ROC with 95% confidence intervals.
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Supplementary Figure 2: Different IntOMICS hyperparameters setting in DREAM4 in silico dataset
and the resulting AUC with 83% confidence intervals.
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Supplementary Figure 3: Trace plot of 3 values using the W&H algorithm.
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Supplementary Figure 4: Consistency in the marginal posterior probabilities of the edges using the

0.35 045

0.25

0.2 0.4 0.6 0.8

0.0

b) GSE127960 ZIC5 WT

W&H algorithm.

o
s}
o0
—] oo =]
o o
Qg o0 [ o g
-] o a0 o
o 08 &~ %
'E‘(%QEG ©
1 e o
: 'aﬁ oo @ o°
o
Hog o =
o B
I T T I T T
0.2 0.3 0.4 0.5 0.6 0.7
MCMC run 2
c) TCGA-COAD NAT
o o
o o
a o
8%
o
o Q
_ . % o
o @ o
o0, ¥ 59
-1 o)
0 %
I T T T T T
0.0 0.2 0.4 0.6 0.8 1.0
MCMC run 2

MCMC run 1

MCMC run 1

0.7

0.6

05

04

0.3

0.2

1.0

0.2 0.4 06 08

0.0

b) GSE127960 ZIC5 KO

ol
o
o Lol
@
° ®
o
o o [s] o
[s]
o a
00000 ° CbD °©
o PR Bo
% o
@%p o
fs)
o
o
0%0 o‘:&o
o
T T | 1
0.2 0.4 0.6 0.8
MCMC run 2

d) TCGA-COAD MSI

o0 00
o
e o
o a0
° 0.0 [+
o
o g o
o0 0% dog
I T T T T T
0.0 0.2 0.4 0.6 0.8 1.0
MCMC run 2



a) GSE127960 ZIC5 WT b) GSE127960 ZIC5 KO

=
-
(T
o5 ©
o ]
™
o | “° 7
g o 2]
2 o | 2
2] - -
o |
= ] ™ -
v
= T I T T I 1 T T T T T I
0 2000 4000 6000 8000 10000 0 2000 6000 10000
iteration iteration
c) TCGA-COAD NAT d) TCGA-COAD MSI
v ]
o
tp —
=
] o —
o] @ %
z o
=] - L
o -
o |
— o
o "
= T I T T T I T I T I T T T T
0 5000 10000 15000 20000 25000 0 20000 60000 100000 140000
iteration iteration

Supplementary Figure 5: Trace plot of § values using the IntOMICS algorithm.
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Supplementary Figure 6: Consistency in the marginal posterior probabilities of the edges using the
IntOMICS algorithm.
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Supplementary Figure 7: CNVs specific for MSS colon cancer investigation and the resulting
regulatory network inferred by IntOMICS algorithm using TCGA-COAD MSS stagell/III samples.
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Supplementary Figure 8: DNA methylation specific for MSI colon cancer investigation and the
resulting regulatory network inferred by IntOMICS algorithm using TCGA-COAD MSI samples.



