
Supplemental Figure S5. Transcription Regulation Network list derived from the MetaCore 

Network list view result page. Networks of proteins from our experiment and proteins from the 

MetaCore dataset were built using the “transcription regulation network algorithm” generating sub-

networks ranked by a P-value and interpreted in terms of Gene Ontology processes to deduce key 

transcription factors regulating the expression of the proteins between drugs combination-exposed 

and unexposed Skov-3 cells (Panel A) and between Rapamycin-exposed and unexposed Skov-3 

cells (Panel B). 

Panel A. Drugs combination. 

No Key network 
objects 

GO Processes Total 
nodes 

Root 
nodes

Pathways p-Value zScore gScore

1 c-Myc protein metabolic process 
(75.0%), cellular protein 
metabolic process (66.7%), 
ER-nuclear signaling pathway 
(16.7%), protein import into 
nucleus, translocation (16.7%), 
regulation of metanephric cap 
mesenchymal cell proliferation 
(8.3%) 

12 11 0 2.08e-39 
172.58 172.58

2 SP1 embryonic camera-type eye 
morphogenesis (25.0%), 
embryonic camera-type eye 
development (25.0%), embryonic 
eye morphogenesis (25.0%), 
organ development (75.0%), 
ER-nuclear signaling pathway 
(25.0%) 

8 7 0 1.16e-24 
134.50 134.50

3 GCR-alpha S-adenosylhomocysteine 
catabolic process (20.0%), 
positive regulation of apoptosis 
(60.0%), positive regulation of 
programmed cell death (60.0%), 
positive regulation of cell death 
(60.0%), protein import into 
nucleus (40.0%) 

5 4 0 4.68e-14  97.21   97.21

Panel B. Rapamycin alone.  
No Key network 

objects 
GO Processes Total 

nodes 
Root 
nodes

Pathways p-Value zScore gScore

1 c-Myc anti-apoptosis (35.7%), 
regulation of caspase activity 
(28.6%), regulation of 
endopeptidase activity (28.6%), 
regulation of peptidase activity 
(28.6%), response to biotic 

14 13 0 1.82e-45 171.62
171.62



stimulus (42.9%) 
2 c-Fos sterol regulatory element binding 

protein nuclear translocation 
(20.0%), multicellular 
organismal development 
(100.0%), developmental process 
(100.0%), membrane to 
membrane docking (20.0%), 
multicellular organismal process 
(100.0%) 

5 4 0 1.07e-13  88.35   88.35

3 Androgen 
receptor 

regulation of embryonic 
development (40.0%), 
anatomical structure 
development (100.0%), male 
somatic sex determination 
(20.0%), activation of prostate 
induction by androgen receptor 
signaling pathway (20.0%), 
positive regulation of protein 
ubiquitination (40.0%) 

5 4 0 1.07e-13  88.35   88.35

Total nodes: the total number of nodes for each sub-network. 
Root nodes: the number of nodes corresponding to the input objects (Study protein dataset) for 
which the sub-network is built. 
P-value: it ranks the sub-networks,  based on hypergeometric distribution probability test. 
zScore: it ranks the transcription regulation network algorithm’s sub-networks in regards to their 
saturation with study protein dataset. 
gScore: it modifies the zScore based on the number of Canonical pathways used to built the 
network. 


