Chap. Growth
\I/ CeIICycIe

Coag.

Cytoskel.
G Ct(;IICyc\IeCarb Calcium Degrad: /Calmum GrOWth D Cell:Cylc)Ie
row! ar
Coag. —Detox DNA/RNA N, Detox Carb. gije
~_bile \NApopt. DNA/RNA T Apopt.
Degrad.— \ Apopt. Energy — \Trafficking — Ox. Str
e . -
DNA/RNA Angio. IR—"Tipid Other Protein P ECM \Anglo
ECM \ Other Prot P.
Energy Lipid Energy Other

Chaperone _Growth

Coag._Growth
Cytoskel ro | Cell cycle

Growth Carb. Detox. Cytoskel.

Growth Carb.

h il /CeII Cycle
aperone Detox. e Degrad. Carb.
Cytoskel. / ~__ Angio. (g;aa: / AA’::; ¢ 4 raffickin

| ——Apopt. : - : DNA/RNA —— Other
Degrad. | “Traffickin Degrad. JOx. Str. Y Lipid
DNA/RNA Ox. Str. Prot P. ECM~™ Energy IR

DNA/RNA //.

ProtP. ECM IR L|p|d Other

ECM IR L|p|d Other

h CeII\CycIe

Coag., Growth Carb. Growtl
Cytoskel? %Detox \ / Detox Degradatio /Anglo
Degrad Bile DNA/RNA — Apopt.
cera — Apopt. E __Bile DNA/RNA N Llpld
o NSty S| oo S o
ECM — Trafflcklng Ox.Str I~ Traffickin
. - IR
Energy/R L.p.d Other Lipid metab? Other Other ProtP.

[ Nuclear receptor © Transcription regulator

Figure S3. Master regulators controlling the hepatic phenotype of HepaRG cells.

The hepatic phenotype is controlled by several master regulators, including nuclear receptors and
transcription regulators, that were detected (in grey) in HepaRG cells. Top 100 (HNF4A) or Top 50
(HNF1A, NFE2L2, SREBF1, RXRA, FOX0O1, FOX03, NOTCH1, PPRA, GATA4) master regulator-related
factors detected in HepaRG cells were extracted using Ingenuity[] Pathway Analysis software and were
categorized using automatic extraction of corresponding KEGG and Gene Ontology annotations, whose
proportion is illustrated as pie charts. Angio: Angiogenesis; Apopt.: Apoptosis; Bile: Bile secretion;
Carb.: Carb. Metabolism; D: Degradation; Diff: Differentiation; DNA/RNA: DNA & RNA processing; ECM:
ExtraCellular Matrix; Energy: Energy metabolism; IR: Immune Response; Ox. Str.: Resp. to oxidative
Stress; Prot P.: Protein Processing.



