Supplementary Material

1 Supplementary Figures and Tables

1.1 Supplementary Figures

Supplementary Figure 1. Representative immunohistochemical staining results of
SOX4 in various types of tumors. (a) Glioma (b) Thyroid cancer (c) Lung cancer (d)
Colorectal cancer (e) Head and neck cancer (f) Stomach cancer (g) Liver cancer (h)
Carcinoid (i) Pancreatic cancer (j) Renal cancer (k) Urothelial cancer (I) Prostate
cancer (m) Testis cancer (n) Breast cancer (0) Cervical cancer (p) Endometrial cancer
(g) Ovarian cancer (r) Melanoma (s) Skin cancer (t) Lymphoma




Supplementary Figure 2. Prognostic values of SOX4 determined by Kaplan-Meier
Plotter. (a) The correlation of SOX4 expression with OS. (b) The correlation of SOX4
expression with DFS.
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Supplementary Figure 3. The correlation of SOX4 mutation count with the fraction
of copy number altered genome.
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Supplementary Figure 4. The correlation of SOX4 expression with TMB in different
tumors.




Supplementary Figure 5. The correlation of SOX4 expression with MSI in different
tumors.
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Supplementary Figure 6. The correlation between SOX4 expression and the

infiltration level of immune cells visualized by the cluster heatmaps.
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Supplementary Figure 7. The correlation between SOX4 expression and the markers

of immune and immune-related cells visualized by the cluster heatmap.
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Supplementary Figure 8. The correlation between SOX4 expression and immune
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Supplementary Figure 9. The correlation between SOX4 expression and three kinds
of immunomodulators in different tumors visualized by the cluster heatmap. (a) The
correlation of SOX4 expression with immunoinhibitors. (b) The correlation of SOX4
expression with immunostimulators. (c) The correlation of SOX4 expression with
MHC molecules.
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Supplementary Figure 10. The correlation of SOX4 expression with
immunoinhibitors visualized by the box plots.
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Supplementary Figure 11. The correlation of SOX4 expression with
immunostimulators visualized by the box plots.
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Supplementary Figure 12. The correlation of SOX4 expression with MHC molecules
visualized by the box plots.
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Supplementary Figure 13. The multigene prognostic model based on SOX4
associated immune-related genes to predict LIHC prognosis. (a) LASSO coefficient
profiles of ten features. (b) Identification of the optimal penalization coefficient
lambda () in the LASSO model with 10-fold cross-validation. (c)The curve of risk
score. (d)The survival time and survival status of patients. (e) The expression profiles
of ten prognostic genes visualized by the cluster heatmap. (f) Kaplan-Meier analysis
for patient OS with high- and low-risk groups. (g) Time-dependent ROC analysis at 1-,
3-, and 5-year survival.
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Supplementary Figure 14. The multigene prognostic model based on SOX4
associated DNA damage-related genes to predict LIHC prognosis. (a) The cluster
heatmaps. (b) LASSO coefficient profiles of six features. (c) Identification of the
optimal penalization coefficient lambda () in the LASSO model with 10-fold cross-
validation. (d) The curve of risk score. (e) The survival time and survival status of
patients. (f) The expression profiles of six prognostic genes visualized by the cluster
heatmap. (g) Kaplan-Meier analysis for patient OS with high- and low-risk groups. (h)
Time-dependent ROC analysis at 1-, 3-, and 5-year survival.
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Supplementary Figure 15. The multigene prognostic model based on SOX4

associated EMT-related genes to predict LIHC prognosis. (a)The cluster heatmaps. (b)

LASSO coefficient profiles of two features. (c) Identification of the optimal
penalization coefficient lambda (L) in the LASSO model with 10-fold cross-
validation. (d)The curve of risk score. (e)The survival time and survival status of

patients. (f) The expression profiles of two prognostic genes visualized by the cluster

heatmap. (g) Kaplan-Meier analysis for patient OS with high- and low-risk groups.
(h)Time-dependent ROC analysis at 1-, 3-, and 5-year survival.

a
=
[}
[or]
=
-
s

o

Z .

5 =

'3

5

5]

s a

Sz
e
&

1

g

-

2

2 0

1

e 100

75

H]

E 0

=]

f 00
NEX3-2
SGCB
PHLDAZ
ACTA2

cur 038
06

04

02

02

04

I E

— e
A CCC oo 0O 0OCcCo»
gICC:U<mmO7<
> 0 O Q (o]
c9oo¥ 868 =2
75 80 86

T.1 Norm

O avud||

— —

=

= - —

— —  — —
%) o c > T+ - c
$EZsE8A32%8
o - = (] 80—!3

® 85 Bl 81 77 75 68 58 39 27 13 8 7 2 0O

12 13 14 15 16 17

t..‘.
‘-..'...
g,
‘0..‘.
.“"-n...
T T T T T T
7 G 5 4 3 2
Log(2)

_________

Overall survival probability

ot Status

. . ®  Alive
. ® Dead
L] L]
- .. . "
L] M o L]
- .

%% e ... -.. ** % .

», % L] L)

-

Median time:3 andi7.5 R

ups 183 47 14
182 61 26

Log-rank P =2 .56e-07
SML - HR(Highgoups) 2643 == groups-High groups
o ek SNRILE0.3824) e proups-Low aroups

_________

i
[
'

I

I

[ 25 5 75 10

“Time (years)

\HHIII H m

| ‘H~ I\II | W Il

True positive fraction

z—score of expression

771012

Type

— 1 Years AUC=0.718 95%CL(0.658—0.778)
— 3 Years, AUC=0.713,95%CI(0.65-0.775)
= 5-Years, AUIC=0.713,95%CT(0 638-0.787)

035 050 07s 100
Talse positive fraction




Supplementary Figure 16. The multigene prognostic model based on SOX4
associated hypoxia-related genes to predict LIHC prognosis. (a)The cluster heatmaps.
(b) LASSO coefficient profiles of three features. (c) Identification of the optimal
penalization coefficient lambda () in the LASSO model with 10-fold cross-
validation. (d)The curve of risk score. (e)The survival time and survival status of
patients. (f) The expression profiles of three prognostic genes visualized by the cluster
heatmap. (g) Kaplan-Meier analysis for patient OS with high- and low-risk groups.
(h)Time-dependent ROC analysis at 1-, 3-, and 5-year survival.
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Supplementary Figure 17. The multigene prognostic model based on SOX4

associated energy metabolism-related genes to predict LIHC prognosis. (a)The cluster

heatmaps. (b) LASSO coefficient profiles of three features. (c) Identification of the
optimal penalization coefficient lambda () in the LASSO model with 10-fold cross-
validation. (d)The curve of risk score. (e)The survival time and survival status of

patients. (f) The expression profiles of three prognostic genes visualized by the cluster

heatmap. (g) Kaplan-Meier analysis for patient OS with high- and low-risk groups.
(h)Time-dependent ROC analysis at 1-, 3-, and 5-year survival.
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Supplementary Figure 18. The multigene prognostic model based on SOX4
associated ferroptosis-related genes to predict LIHC prognosis. (a)The cluster
heatmaps. (b) LASSO coefficient profiles of three features. (c) Identification of the
optimal penalization coefficient lambda () in the LASSO model with 10-fold cross-
validation. (d)The curve of risk score. (e)The survival time and survival status of
patients. (f) The expression profiles of three prognostic genes visualized by the cluster
heatmap. (g) Kaplan-Meier analysis for patient OS with high- and low-risk groups.
(h)Time-dependent ROC analysis at 1-, 3-, and 5-year survival.
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