International Journal of
Molecular Sciences

1  Supplementary Figures

a - @ b LAgS! C e SN
L€ PTEN @ kaBe gt BEAF - N&yy_‘u‘n
EOO J NLGN2 P :
- *ZP.?:.B‘ TNOS;Q‘ HMBN1 SLEBAZ g ;:F:S;A MR EPB4IL i
g7 PRRD1 cAdAIA A28
PRIGRLE! Psfiib12 PiEN s GRIAGHIP! AGHP2 G
NF) uBc ORL e
ofiie VEESA EfBIN d EPB4ILY e NFRNT o
efice ""'m’a * o E6BA1 NAEN1 ST@P! X
F Rhrosgsc otiiirA NGNS\ v CABAID. o -
nq“, u§Bis NUEN1 Teln SHElK2 cATBRIG
8BS \ggs NL@uax DLGAP2 * SL@a3
P2 DLGAFSHANK1 STREPS
f P g NUBN1 h CAQa‘DCA.‘Bz i GAgRB3
NN sHilfk2 b o
SHANK1 CACHA2D3 GABRAS GABRG3
DL@EAP1 E6B3 NL@uix . @ CAGNATH
NUBN1 HisRit GABRA3
NL@N4X NN EPB4ILT  NegNt CA“CCAOIE GERN
j sawer k HaR | e m ss
PAGS2
HG HEN1
HCN2
2 HCN2 HEN1 PAGS1 MTMR2
3 Supplementary Figure S1. Interactors of the 13 genes that lie in network proximity to the CORE
PP ry rig & P
4 enes. The 13 genes are indicated by blue labels. Shape: largest connected component (circle) and
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5 other components (square). Fill color: “GENOMICS-MINOR” (light green), SEARI genes (dark green)
6 and no genomics evidence (purple). Border color: epigenetic and/or transcriptomic evidence (purple).
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7 Only members of the CORE+13 set are shown, while other direct interactors of the 13 genes are not
8 reported.
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10 Supplementary Figure S2. Interactions among the SHARED genes. Only 8 of the 34 SHARED genes
11 interact directly with at least another SHARED gene.
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Supplementary Figure S3. Network resampling on the genes top ranked by the multi-omics
analysis. Logarithm of p-value (y-axis) calculated for each rank of the gene list (x-axis) ordered by
decreasing values of the global diffusion score.
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Supplementary Figure S4. Interactors of some genes belonging to the INT-MODULE. Only the
interactors that are member of the INT-MODULE are shown, while other interactors are not reported.
See main text.
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Supplementary Figure S5. Modularity of different partitions of the INT-MODULE. Modularity and
number of clusters obtained partitioning the INT-MODULE by means of 8 community detection

algorithms.



