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Table S1. Correlation of ITGA6 with Markers of Immune Cells in TCGA LIHC dataset

Description Markers
ITGAG6 (LIHC, n=371)
Corr P value
T cell (general) CD3D 0.021 6.96¢-01
CD3E 0.100 6.41e-02
CD3G 0.27 3.69¢-07
CD2 0.065 2.26e-01
Cytotoxic T cell CDSA 0.122 2.37e-02
CD&B 0.03 5.75e-0.1
Regulatory T cell (Treg) IL2RA 0.23 1.59¢e-05
ENTPDI1 0.451 1.07e-18
FoxP3 0.212 7.23e-05
CCRS 0.378 3.87e-13
Natural Killer (NK) cell CD56 (NCAMI) 0.19 3.77¢-04
KLRD1 0.085 1.16e-01
NKG2A (KLRCI) -0.004 9.48e-01
NKG2D (KLRK1) 0.011 8.37e-01
NCRI (NKp46) 0.178 9.28e-04
NCR2 (NKp44) 0.064 2.38e-01
NCR3 (NKp30) -0.027 6.15e-01
Myeloid-Derived ~ Suppressor HLA-DRA 0.222 3.05e-05
Cells (MDSC)

HLA-DRBI 0.083 1.26e-01




CD33 0.186 5.19e-04
CDl11b (ITGAM) 0.28 1.25e-07
CD14 (negative) -0.201 1.67¢-04
IDO(IDO1) 0.226 2.2e-05
LOX 0.493 1.72e-22
S100A8 0.032 5.52e-01
S100A9 0.035 5.14e-01
CD80 0.278 1.56e-07
CD&3 0.373 8.2e-13
B cell CD45 (PTPRC) 0.410 1.87e-15
CD19 0.051 3.49¢-01
CD79A 0.042 4.34e-01
Tumor Endothelial Cells (TECs) CD34 0.288 5.12e-08
ITGB3 0.304 8.15e-09
ENG 0.028 6.05e-01
CXCR4 0.299 1.43e-08
PGF 0.159 3.02e-03
ANGPT2 0.400 1.17e-14
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XIAR0PU3 - xinsay
XAR0D3 - xansay
sopperg

X21103 - Kaupyy
Fon

$U0ydwik) powssoysyen -
oY - Loy
15010,y pau

WG - uresg
Ay
VA Y21 - eayy

191911 - ansoy

(691190 pasodg ung e
susay

Aeisory

IR - dunsau) e
Prowbss - uojos

Yewors

snbeydosy
snbeydosy

snuayn

fieng

(Wmuowo) esa35,, asodipy
bepuaddy jeiny Vo
£100010) - A1y

[LLTRY

119195 - apsnyy
S002URINqNS - 500y
PooIg djoupm

9.2819

P4 P
AL+ DZBopuissaxdxs suag

(INdL) uoli Jod syduosuel ]

=
23 5
6_6_ t~
< b
[OXG) L
PSS 3
=3
D+ Sh
w Q.
TNt
L —
__m
o
TS
o © o o o o
w © () < N
Aungeqoid
s
23 =
el N~
©© =
33 g
0| &S 28
O
_|D_l t ¢ S
o Q
N
- c
__m,
a4
TS
o © o o o o
o © (G} < o
=]
Aungeqoid
=
23 =
o ©
< e
SFS) <
nlEEs X
=
O| ¢ ¢ S
o QU
NNE
kol —
__m
o
S
o © o o o o
o © [G) < o~
Aungeqoid

60

40

20

0

60

40

20

0

60

40

20

Time (Month) Time (Month)

Time (Month)

Figure S1 Analysis of ITGAG6 expression levels across various tissues and cancer types. (A)

GTEx Box-plot analysis of ITGA6 expression in various types of normal tissues. The green

line represents the median expression of ITGA6 in liver tissues. (B) The differences in

expression levels of ITGA6 mRNA in different tumors and normal tissues from TCGA. (C)



The survival analysis of between the ITGA6 High and Low groups. OS; overall survival,

DFS; disease-free survival, DSS; disease-specific survival.
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Figure S2 Violin plot analysis of ITGAG6 expression across the TECs numbered by cell clusters.
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Figure S3 Immune cell infiltration assessment based on ITGA6 expression using TIMER
analysis. (A) The correlation analysis between ITGA6 and T cells with CD8, CD4 and NK cells.

(B) The co-related expression analysis of the ENG gene with ITGA®6.



