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A) GEA GRN-PPN interface (S.

cerevisiae)
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B) GEA GRN-TRN interface (S. cerevisiae)
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Figure 1: Gene Ontology Biological Process enrichment analysis of the S. cerevisiae A) GRN-PPN
interface (785 genes, 82 terms p 4 < 0.01) and B) GRN-TRN interface (64 genes, 86 terms p 4, < 0.01).
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GEA TRN-PPN interface (S. cerevisiae)

y (00034599 | 60:0010035
0'0"3;?;’0 juiar to
cefular respon: 0 oxidative | | inorganic
Ui stress(9) | fubstance(7)
00051716 60:0006950
cefular respor fesponse to
1§ stimulus(37, stress(33)
50:0009991 | G0:0031669 ¢ ;
e R fo0s0ss6 0007504
pxtracellular | |to nutrient sﬂmsﬂ H nﬁemls)
i N
biimulus(11)  levels(10
p o
0051667 100091608 0 009605 § ) po:
fesponse to P
o e i extracelulat | external
Stimulus(11)] stimulus(11)
0:0071496
ofular respon: por
Ito external
timuius(11)
30:0048523
nedhive regulal
of celular |
- s
§0:0000079
: 60:0044281
{ealatoncf sthall molecule
protein e ool
toitytS)
ne
i
com
(0:0051325 it :
ifterphase(t
T
(0:0051329
rphase of G
mitotic cell com
cycle(12)
prbtein targetin
th membrane,
0:0016049
oll growi(9)
T
§0:0070783
0:0040007 | 010007124 Lot :'m' i
9rowth(15) 10, owin(o) asa
50:003044
|| ofa
'gm:}‘;;,‘ hopulation of
organisms(11)

tive requlatii0:0045913
of cellular pegitive regulation
focess(4)
pos
9
i
n
g
lic:
process|

0:0006457
prdfein folding(1

Ul

tral

66)

fegulation of
DiA-depend

franscription
n response

qulation of
scription fro
A polymer

Figure 2: Gene Ontology Biological Process enrichment analysis of the S. cerevisiae TRN-PPN interface
(115 genes, 96 terms pyq, < 0.01).



A) GPEA GRN-PPN (S. cerevisiae)
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Figure 3: Gene Pair enrichment analysis of the S. cerevisiae GRN, PPN and TRN network. Shown are
the shared significant Gene Ontology terms for A) GRN-PPN (top 150 terms from 249 pp,,r < 10e — 4)
B) GRN-TRN 42 terms (pponr < 10e —4) and C) TRN-PPN 75 terms (ppons < 10e —4). In brackets after
the term name shown the number of edges in the respective term for network 1 and network 2.



A) GPEA GRN-PPN (E. coli)

Iod )
u "
Iod ) -
ion|
o
v
bio
0:0032787
locarboxyic abic
abolic proces
o (27128 m
B process (828)
0:0006541 gltamino famil d 0046164
gluthmine amino acid 3 aifohol catabol
rocess (417) mefabolic proceds rocess (8/27) bio s bios s
0:0006526 | 00008520
arginine | ollular aminol nu o
biosynthetic |dcid metabolic o m .
phocess (10/10fesss (115720}
00008084
. ine famil
tamine
Jomoosd | b5y [{omno acd . /o a
ess ) [ YO o
fo:0016051 ino
oy parbohydrate
i o Bt "
plocess (4315
06399 00000271 nud g o o
lysaccharid
1NA metaboli o
o josynthtic .
i phocess (37/63)
0006418 ‘cdobase-contafing 00441
tANA aminoacylation small lular amine|
for protein molecule T i proceds
rahslation (10/35) irterconversi o) o (1221215)
0:0084660 g o
o INA metabol A
(1033 §
00042559
0:0034311 o ptefdine—contain) 00009310
ol metabolic| o - compound afnine cataboli
s rocess (5/5) bio procy pfocess (47/57)
00042558
0:0043043 ine-—conta
o = pelide biosynthdlic compound <o
o o) rocess (56) ic proces o 9
0:0006457 anooossie oot ]
otein foding ic
(21/138) (506) e i ) o
0000712 :
0:000631044chol—containng 0051188} 250:0015290. M in
cofactor Plsiderophor.
ON recombinatip compound o Haorornore e
(8531)  netabolic procegs phocess (17 m
00016558 p—
phbnol-contain B
erophore
compound el el
meabolic proce
N /
004
0:0000239 | 00009238
Crirooacin | omrenecin berfene-consinng
josynthetic:
osynihete | pmetabale metabolic proceds i
0019570
siderophore. £0:0006950
biosyninetic response to
rocess from ress (31/110)

lGo.0008s88

metabolic
Jrocess (915)

l6o0042401
bioge

cal

0:0006096 o
afycolysis (6117}

aer n

(1031224)

cop 5)

o 0:00061
I nentation (8/40)

C) GPEA TRN-PPN (E. coli)
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Figure 4: Gene Pair enrichment analysis of the E. coli GRN, PPN and TRN network. Shown are the

shared significant Gene Ontology terms for A) GRN-PPN (151 terms pp, s <
10e — 4) and C) TRN-PPN 21 terms (ppons <

terms (pponfr <

10e —4) B) GRN-TRN 63

10e — 4). In brackets after the term name

shown the number of edges in the respective term for network 1 and network 2.
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GRN-PPN degree centrality spearman rank test for GO Biological Process (S. cerevisiae)
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Figure 5: GRN-PPN degree centrality Spearman’s rank test for GO Biological Process (S. cerevisiae). In
brackets shown the number of genes shared between both networks of the corresponding GO term sub-

networks and the centrality Spearman’s correlation coefficient p. Color gradient (red to yellow) denote
the rank of the 32 shown terms with py4, < 0.05.



