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Supplementary Figure 1. Panth@athway-basedGSEA oARHGAP3 lung adenocarcinomgLUAD)(A) Bar chart of Panther
Pathwaybased GSEA #RHGAP3hh LUAD (FDR < 0.0931¢B14) GSEA enrichment analysis Plots of 14 tumor imreteted Panther

Pathway gene sets (FDR < 0.05).
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Supplementary Figure 2. Reactonmmathway-based GSEA ofARHGAP30n lung adenocarcinomgLUAD).(A) Bar chart of
Reactome Pathwagased GSEA #fRHGAP3M LUAD (FDR < 0.081{B18 GSEA enrichment analysis Plots of 18 tumor imnretaed

Reactome Pathway gene sets (FDR < 0.05).
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Supplementary Figure 5. Gerantology cellular componenbasedGSEA oARHGAP3M lung adenocarcinomdLUAD)(A)
Bar chart of Gene Ontology Cellular Comporessed GSEA #iRHGAP3d LUAD (FDR < 0.081¢B18 GSEA enrichment analysis plots of
18 tumors immunerelated Gene Ontology Cellular Component gene sets (FDR < 0.05).
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The bar chart of geneontology Molecular
Function based GSEAof ARHGAP30 in
lung adenocarcinoma

W FOR s 0.05 FOR > 0.05

B1 GO0:0042287: MHC protein
blndlng

Enrichment plot; MHC pratein binding

as a0 25 20 as 10 s 00 20
- | |
purinergic receptor activity L
nucleotide receptor activity ¢
cytokine receptor activity 1
1 SN —
- e -
phosphatidylinositol bisphosphate kinase mmq-
sntigen bincing B 3 -
shorphasdybacsicl - G0:0043021: ribonucle
den oprotein complex binding
of e
N S {
k ha
k ~ IH
3 . Pj
ling e
SH3 domain binding | ~_
carbohydrate binding | 1wl
guany-nucieotide exchange factor activity
macramol 5
electror .
threonine-type i,
molecular carmer activity i
metal cluster binding I
chaperone binding N e ————y
single-stranded DNA binding Rl —
thioleste hydrolase activty
structural constituent of nuclear pore B 5 G0:0015002: heme-copper
nucleosome binding
camaged DHA binding terminal oxidase activity
nucleatidyltransferase activity -
SnRNA binding —
translation factor activity, RNA binding
ribonucleoprotein complex binding i ~—
R binding | ~_ |
heme-copper terminal oxidase activity —- [
snoRNA binding ~— A
oxidoreductase activity, acting on a heme group of donors " T~
TRNA bindi =
unfolded protein binding
structural constituent of ribasome
'
-35 -30 25 20 15 -10 05 10 15 ¥

Normalized Enrchment Score.

B GO0:0016675: oxidoreductase
activity, acting on a heme
group of donors

acisducines ety ciog 008 s Envicnment plot: (1A bincing
“oraup o :
~
e
C .
i I i ~
; [ E: ~
f 4 ~. /
A - /
!H \"1_4{#
, | I i}
. .
5 i,
s g:
g g -
. T - - e -

B11 G0:0016502: nucleotide

receptor actl\rlty receptor actlwty
: lj' h . : [( S
| i *
i { § i { -
L 5
k k
N 0 N .
M e e ad T i e i
B15 G0:0038187: pattern 6 GO:0003823: antigen
recognltlon recelptor actlvnty bll‘ll:!l..r‘l.gm ot e s
S~ L
i [ i ( T~
F | ~ I -

B 8 G0:0019843: rRNA binding

B1 2 GO:0035586: purinergic

= bl

Bg GO:0051082: unfolded
protein blndlng

Enricnmant plot: untolded protein Binding
S |
. f
! ~ {

! ™ y

P

A
I
. —
- -

B1 3 GO0:0004896: cytokine
receptoractivity......,
T

i T~

i

—

s B o

G0:0019955: kil
B17 blndll.'l_g“ cytokine

plot: eyiaking binding

N { ) ~_
£ | ™~

~
A ~_

B G0:0008135: translation
factor actlwty RNA binding

\A bindi
S |
~f .
- ]
I ™ f
9 |
S
e
, R
:
L
g.
: .
—

B4 GO:0000049: tRNA binding

Enrichmaent plot: IRMA binding

LIRS

e HJ
'y .

A [
{ ™~ J
& N ¥

: ~.

A
L
3-
i —_—

i =T -

BG GO:0030515: snoRNA binding
Eaichment pot: snoRHA binding

Z T

—rd

a-,
/
/

| ez

GO0O:0003735: structural
constituent of ribosome

Envichment plot: structursl canatituent of ribasome

B10

a—
/

~ |
: . ,"
N
i
3.
) - - P —
L —
i —
i
1 ‘
g;
3 —  —
B18 o2t oo
Sy
i f
_t ‘ ‘\...\ _
B {RHFCH |
L
g;
L —

Supplementary Figure 6. Gerantology molecular functionbasedGSEA ocARHGAP3M lung adenocarcinomgLUAD)(A)
Bar chart of Gene Ontology Molecular Functimsed GSEA 8fRHGAP3 LUAD (FDR < 0.08B1{B18 GSEA enrichment analysis plots of
18 tumors immunerelated Gene Ontology Molecular Function gene sets (FDR < 0.05).
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Suppkmentary Figure 7. Kinastarget network-based GSEA oARHGAP3(( lung adenocarcinomgLUAD)(A) Bar chart of
Kinase Target Netwoitased GSEA #&RHGAP3h LUAD (FDR < 0.0931(B10 GSEA enrichment analysis plots of 10 tumor immune
related Kinas& arget Network gene sets (FDR < 0.05).

666P-&AFA2Y T | DLb D



A The bar chart of geneontology Transcription
Factor network based GSEA of ARHGAP30
in lung adenocarcinoma
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Supplementary Figure 8. Transcriptidiactor network-based GSEA oARHGAP3@ lung adenocarcinomgLUAD).(A) Bar
chart of Transcription Factor Netwebdased GSEA &iRHGAP3h LUAD (FDR < 0.081¢B17 GSEA&nrichment analysis plots of 17 tumor
immune-related Transcription Factor Network gene sets (FDR < 0.05).
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SupplementaryFHgure 10. The correlation between the expression BRHGAP3@nd MHC moleculesA) Heat map of
Spearman correlations betweeARHGAP3@xpression and MHC molecules across human cand@isB89 Scatter plots showing the
positive correlation betweeARHGABO expression and MHC molecules in the treatment of lung adenocarcinoma.
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Supplementary Figure 11. The correlation between the DNA methylatioMBHGAP3@and MHC moleculegA) Heat map of
Spearman correlations between DNA methylatiorARHGAP3and MHC molecules across human canceBicB21) Scatter plots showing
the negative correlation between DNA methylationA®HGAP3and MHC molecules in the treatment of lung adenocarcinoma.
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