
|D̂G| |ˆG \ D̂G| |V | n.cluster
primary
impact

total
impact

pvalue

Axon guidance 0 44 126 2 0.000 0.349 0.016
? Cell cycle 16 10 111 1 0.144 0.234 0.011

?? Chronic myeloid leukemia 2 30 67 3 0.030 0.478 0.016
? ErbB signaling pathway 3 9 78 1 0.038 0.154 0.067
? Neurotrophin signaling pathway 4 8 98 2 0.041 0.122 0.014

?? Pathways in cancer 3 50 263 4 0.011 0.202 0.003
? Viral myocarditis 8 5 25 6 0.320 0.520

<0.001

Table S9: ABL/BCR chimera study. infoSource summary for pathways in which at least one of the chimera
genes is annotated. Pathways in which ABL1 or both chimera genes appear in the source set are marked with
one or two stars, respectively. In particular, those in which ABL1 and BCR are the only elements of the source
set are highlighted in gray. For more details about the interpretation of each index, see Section S7.2.1

Symbol n.primary n.secondary n.graph score relevance
RAF1 17 42 57 1.602 0.069
ARAF 17 26 27 2.564 0.069
STAT3 12 20 20 2.174 0.048
TP53 9 24 28 1.833 0.036
MAP2K1 7 38 63 1.588 0.028

Table S10: infoSource summary for the top five genes ordered by relevance index for the Prostate

Cancer study. Number of analyzed pathways in which the gene belongs to the primary dysregulation (n.primary)
or the secondary dysregulation (n.secondary); number of analyzed pathways in which it is annotated (n.graph),
and its score and relevance indices.

|D̂G| |ˆG \ D̂G| |V | n.cluster
primary
impact

total
impact

pvalue

Mucin type O-glycan
biosynthesis

15 1 16 1 0.938 1.000
<0.001

Bile secretion 8 0 11 2 0.727 0.727 0.015
Ether lipid metabolism 14 6 21 1 0.667 0.952 0.013
Steroid hormone biosynthesis 11 3 17 2 0.647 0.824

<0.001
Tyrosine metabolism 8 0 14 2 0.571 0.571

<0.001
Sphingolipid metabolism 20 0 36 1 0.556 0.556 0.010
beta-Alanine metabolism 12 2 22 2 0.545 0.636

<0.001
Retinol metabolism 8 6 16 1 0.500 0.875

<0.001
Primary bile acid biosynthesis 3 0 7 2 0.429 0.429 0.029
Vibrio cholerae infection 5 2 12 3 0.417 0.583

<0.001

Table S11: Castration Resistance Prostate Cancer study. infoSource summary for the top 10 pathways,
ordered by decreasing primary.impact. For more details about the interpretation of each index, see Section S7.2.1

Symbol n.primary n.secondary n.graph score relevance
HSD17B6 2 0 2 5.059 0.0081
GHR 2 0 2 4.025 0.0081
GRIA2 6 1 7 3.734 0.0242
HLA-DMB 4 0 5 3.562 0.0161
COMT 2 0 2 3.506 0.0081

Table S12: infoSource summary for the top five genes – annotated in at least 2 pathways – ordered

by score index for the Castration Resistance Prostate Cancer study. Number of analyzed pathways in
which the gene belongs to the primary dysregulation (n.primary) or the secondary dysregulation (n.secondary);
number of analyzed pathways in which it is annotated (n.graph), and its score and relevance indices.
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