
GBM(2008) GBM BRCA
k
max

3 4 5 3 4 5 3 4 5
t = 2 0.005 0.026 0.027 < 0.001 < 0.001 < 0.001 0.003 0.007 0.006
t = 3 < 0.001 0.021 0.375 < 0.001 0.001 0.001 < 0.001 0.003 0.007
t = 4 0.253 0.036 0.314 0.013 0.006 0.002 < 0.001 0.001 0.01

Table S2: p-values for the number of observed protein-protein interactions in Multi-Dendrix results (direct
interactions test) for different values of parameters t, the number of gene sets, and k

max

, the maximum
gene set size. The minimum gene set size, k

min

= 3 for all runs. The p-values were calculated from 1000
permuted networks constructed from the union of the KEGG and iRefIndex PPI networks.

GBM(2008) GBM BRCA
k 3 4 5 3 4 5 3 4 5

t = 2 0.005 0.026 0.032 < 0.001 < 0.001 < 0.001 0.166 0.17 0.184
t = 3 < 0.001 0.021 0.046 < 0.001 0.001 0.001 0.05 0.26 0.72
t = 4 0.001 0.002 0.043 0.013 0.006 0.002 0.003 0.005 0.103

Table S3: p-values for the number of observed protein-protein interactions in Iter-Dendrix results (direction
interactions test) for different values of parameters t, the number of gene set, and k

max

, the maximum gene
set size. The minimum gene set size, k

min

= 3 for all runs. The p-values were calculated from 1000
permuted networks constructed from the union of the KEGG and iRefIndex PPI networks.

GBM(2008) GBM BRCA
k

max

3 4 5 3 4 5 3 4 5
t = 2 0 0 3 0 0 1 6 8 10
t = 3 6 6 13 0 0 1 9 12 15
t = 4 4 10 15 0 0 1 12 16 20

Table S4: The size of the symmetric difference d(M, I) for collections M, I found by Multi-Dendrix and
Iter-Dendrix, respectively.

Gene Subtype p-value

IDH1 Consensus 3 1.24E-05
ARID2(D) Consensus 3 3.66E-05

PDGFRA(A) Consensus 3 3.79E-05
CDK4(A) Consensus 3 0.00098192

KIF4B Consensus 3 0.001198772
BBS1 Consensus 3 0.006889494
TP53 Consensus 3 0.008230181

MET(A) Consensus 3 0.009878469

Table S5: Significant associations (p < 0.01) between mutations in genes (SNVs, amplifications “(A)”, or
deletions “(D)”) and three subtypes from GBM consensus clusters. p-values were calculated using Fisher’s
exact test with a Bonferroni correction for multiple hypotheses.
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