Supplementary Figure S1. Comparative analysis of ATP2A1 and ATP2A2 expression. A-C — UALCAN database

detected expression of ATP2A1 and ATP2A2 in 33 tumor samples. B-D — Wilcoxon detection of expression pattern of

ATP2A1 and ATP2A2 between TCGA-OSC samples and GTEx-control samples. **P < 0.01, ***P < 0.001

wilcox.tests p=0.0021

Expression of ATP2A1 across TCGA tumors

Normal

(n

Tumor
(n

5

= ™ o -
uoissaadxa |yzdIyY

(1+id L) *Bo|

o

180}

=376)

TCGA samples

D

©
E
=}
Zz
@
5
=
]
8 5
a :
8 .- F
&
g
*
Q
2
E
-] M~ ©o uw -
uolssaudxa ZyZd IV
- 4,
. 5
e %,
ool o,
e I T
B L%
- ¢
-1 Ve&
e Al e
S %’
[ Q@%
i 9%
B PR — &MQ
=3
il %
g el 2"
g )
2 . R o.v\u\,
o
2 . o
= ey
8 ol o
o %
3 el ¥
e (s]
§ 2 9,
H e %
o 4,
B i %
g %,
g el %
x rU\IV
Y e 9
- \.‘\M\\m\
ot by
|y
oo il 6,°
[*]
W ]
k 4 »0%
- 4 pu%oVO
ool &2
t-— 50
e | 0
T T T T T %
w = I - T S
(1+wd1) *Boy

(n=180)

{n=376)

TCGA samples



Supplementary Figure S2. Prognostic impact of ATP2A1 and ATP2A2 expression levels in OV patients. A-F — KM

survival curve, the effect of differential expression of ATP2A1 and ATP2A2 on the probability of PFS, OS and PPS of

patients
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Supplementary Figure S3. Immunohistochemical analysis reveals the correlation between ATP2A3 protein expression
and OV clinicopathological features. A — Comparative analysis of ATP2A3 protein levels between primary OV tumor
samples and normal counterparts using the HPA database. B-E — Correlation of ATP2A3 protein expression with cancer
stage, race, age and tumor grade was measured by the CPTAC database. Z-value is a statistical indicator used to
measure the significance of the difference between two different pathological stages (or groups), and P values were

used to measure statistical significance.

A o - B i Protein expression of ATP2A3 in Ovarian cancer c Protein expression of ATP2A3 in Ovarian cancer
. - 41
kS 1 3 s
i H
i i
i i
2 i ; |
“1 i 2 i
é‘ H g H
K " pe—
M 319 T
H
] : 7 : -
= o B
i
- A !
5 3 —_— -
ining: 2 3
CAB0108382 w Noimal Stagel Staged Stagod Morrnal Csuca%an African-american Asian
(=25} (n=2) {n=75) {n=18} (n=251 in #E) (n=2} ir=8)
CPTAC samples CPTAC samples
D E

Protein expression of ATP2A3 in Ovarian cancer

FE Protein expression of ATP2A3 in Ovarian cancer
i Heamy v Gkt PR

1L o
-1 1+
2
Normal 21 abYrs 41 6 Yrs B1 d80Yrs  B1 100 Yrs Normal Gradal Grade2 Grada2
n=25) =13} =33 in=42) =1} {n=25} (n=1} in=6) {n=7¢)

CPTAC samples CPTAC samples



