Identification of studies in HCC mRNA via
databases and registers

Supplementary Figure 1 Flow of HCC related datasets screening in this study.
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Supplementary Figure 2 Flow of HCC TKIs related datasets screening in this

study.



Identification of studies in HCC TKils
mMRNA via databases and registers

Supplementary Figure 3 Flow of HCC prognostic level related datasets

screening in this study.
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Supplementary Figure 4 Violin plots showing the differences in expression
of ARHGAP12 between HCC cases (pink) and non-HCC cases (blue) in

selected datasets.
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Supplementary Figure 5. Violin plots showing the differences in expression
of ARHGAP12 between HCC cases (pink) and non-HCC cases (blue) in

selected datasets.
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Supplementary Figure 6. Violin plots showing the differences in expression
of ARHGAP12 between HCC cases (pink) and non-HCC cases (blue) in

selected datasets.
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Supplementary Figure 7. Violin plots showing the differences in expression
of ARHGAP12 between HCC cases (pink) and non-HCC cases (blue) in

selected datasets.
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Supplementary Figure 8. Violin plot displays the distribution of ARHGAP12

GSETIS

AUC =0,

=

1_Mcs

g

—

00 075 05 025 0.00
specdcy

GSES4550
AC e

00 075 050 025 000
spacificity

GSE120071
AUC = 0333

w P ———
00 075 050 025 000
specificity

GSE153458_Hep38
NJC = 0.625

00 0.5 050 025 000
spocacey

GSE170185)
AUC = 0239

B0 075 085 025 000
spechcty

GSEZIM047
AC=0TT8

GSE73571_Spheres

Wikcoxon = 0.268

TR-S TH-R
GSE121153
Wicaxon = 1

GSE156458_ Huh7

65
808 5
-5 TRR
| GSE18OTIY
Wikauon = 0,1
gm,u
0 g
§ 20

GSETIST1_Spheres
B33
1.00

0.75
fou
025

0.00
100 075 050 025 000
spacificity

GSE121153

—

00 075 050 025 000
speciicly

GSE143233
AJC = 0.3%3

Y00 075 050 025 000
specificity

GSE158458_runy
ANC=1

00 075 080 026 000
specfioty

GSE180711
A1

1,00

0.75

fo

025

0.00
00 075 080 025 000
spoohioty

mRNA expression levels in various HCC datasets with TKI resistance.



RHOBTB2! @

RHOBTB] @

BPIFB1

Networks Functions
Physical Internctions B guanyl ribonucleotide binding
Co-expression B reguiation of coll morphogenesis
Proedicted B Ras protein signal transduction

3 Codocalization B  membrane invagination
Genetic Intersctions B plssin membrane invagination
Pathway phagocytosis, engulfment
Shared protein domalns B Rlo protein signal trarsduction

Supplementary Figure 9. The protein-protein interaction network and

functional pathways based on ARHGAP12.



