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Fig. S1 Construction of the CRGs Prognostic Signature in OC
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(A) The univariate Cox regression analysis between CRGs and OS of OCs is shown in the forest plots.

The P-values were obtained by univariate Cox regression. (B) LASSO regression with 10-fold

cross-validation obtained 7 prognostic genes using the minimum Lambda. (C) LASSO coefficient

profile of candidate genes.

A

&———— 372 TCGA patients

Age group (n=372)

>65
(=117,31%)

58(30%)

Low-risk
(n=193) 135(70%)
High-risk

(n=179)

» Low-risk = High-risk

m

Patients with Age<65

1.00 Risk < high = low
Z
5075
©
Q
[
2.0.50
©
2
c
a 0.2 p=0.012

0.00

01234567 89101112131415
Time(years)
Patients with Age>65

1.00 Risk < high = low
2
|0.75
e
[
Q.
5 0.50
2
5 0.25
= p=0.213

0.00

0123456738 9101112
Time(years)

361 TCGA p

Grade 2 Grade 3

Grade group (n=361)

Risk
groups

Grade2 | Grade 3
(n=42,12%) | (=318, 88%)

Low-risk 19(10%)

(n=189) (RIS

170(90%)

High-risk
(n=172)

» Low-risk » High-risk

F

Patients with Grade 2
Risk < high = low

1.00
2z
5075
©
Qo
o
5.0.50
©
=3
s
2925 p=0.187
0.00
0 1 2 3 4 5 6 7 8

Time(years)

Patients with Grade 3
Risk < high = low

1.00
z
|0.75
Qo

o

(=%

< 0.50

2

g

3025 p=0.017
0.00

01234567 89101112131415
Time(years)

Stage* 6 Stage*  Grade
Eéaede 4 4 3
risk 2 I I

0 1 1
GRIP2 2 .

Age risk

-4 l <=65 high
GJB2 -6 >65 low
PLA2G2D
MELK
CcD8B2

369 TCGA patients —>

Stage Il Stage IV|

Stage group (n=369)

Stage Il | Stage Il |StageV]
(e (e (=57, 15%)

15(8%) 155(81%) 21(11%)

Risk
groups

Low-risk

(n=192) RGRI

High-risk
(n=177)

» Low-risk = High-risk

®

Patients with Stage Il
Risk < high = low

o ° =
133 ~ o
=) & =]

Survival probability
S
(4]

p=0.085

©
=}
S

01234567 809101112131415
Time(years)

Patients with Stage IV
Risk < high = low

Survival probability
o o =
(s ~ o
o (& o

o
N
o

p=0.017

o
o
o

01 23 4567 89

Time(years)

10



Fig. S2 Heatmap and KM Curves of Clinicopathological Variables in the High-risk and Low-risk
Groups

(A) Heatmap for CRGs prognostic signature and clinicopathological manifestations. (B-D) Distribution
of Age (B), Grade (C), and Stage (D) clinicopathological variables in high-risk and low-risk groups.
(E-G) KM survival curves of Age (E), Grade (F), and Stage (G) clinicopathological variables in the
high-risk and low-risk groups.
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Fig. S3 GSEA Enrichment Analysis (GO) between the High-risk and Low-risk Groups
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Fig. S4 Correlation Analysis between High/Low-risk Groups and Immunity

(A) A heatmap of all substantially distinct immune cells between the high-risk and low-risk score
subgroups. (B) The correlation between the predictive signature and 13 immune-related functions. (C)

Differential expression of HLA-related indicators. (D) Differential expression of m6A-related genes.
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Fig. SS Drug Sensitivity (IC50) Correlated with the High-expression and Low-expression Groups
of GJB2 in OC Patients
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Fig. S6 Influence of Abnormal Expression of GJB2 on Cell Proliferation and Migration in OC

(A) The transfection efficiency of GJB2 siRNA in OC314 was detected by qPCR. (B) The CCK-8
assay showed that GJB2 interference significantly inhibited OC314 cell proliferation at 12, 24, 48, and



72 h. (C) Knockdown of GJB2 inhibited the proliferation ability of OC314 cells and was evaluated by
a colony formation assay. (D-E) Transwell (D) and wound healing (E) assays were performed to
determine the effect of GJB2 knockdown on the migration ability of OC314 cells. (F) Validation of
GJB2 expression after transfection of GJB2-OE and negative control (NC) plasmids in HO 8910 cells
using qPCR and Western blotting assays. (G-H) The CCK-8 (G) and colony formation (H) assay
display the effect of GJB2 upregulation on HO 8910 cell proliferation ability. (I-J) The effects of
GJB2-OE on HO 8910 cell migration were evaluated through Transwell (I) and wound healing (J)

assays. In all statistical plots, data are expressed as the mean + SD. *p<0.05, **p<0.01, ***p<0.001,
***¥p<0.0001.



