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Figure S1 Single-cell RNA-seq analysis of CDC25 family.
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Figure S2 Identifying CDC25 family members prognostic values.
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Figure S3 Methylation analys



Disease-specific survival

CDCZ5A

Disease-specific survival

id HR HR.95L HR.95H pvalue Method id HR  HR.85L HR.95H pvalue Method
CDC25A 1260  1.095 1450 0.001 UniCox-TCGA CDC25C 1472 1.023 1343 = 0.022 UniCox-TCGA
Age 1.915 1428 2567 L e <0.001 Age 1.915 1.428 2.567 —o— <0.001
Gender 1149 0.861 1534 e 0.345 Gender 1149  0.861 1534 - 0.345
Stage 1403 1174 1677 e <0.001 Stage 1403 1474 1677w <0.001
T 1465  1.272 1687 <0.001 T 1485 1272 1.687  w <0.001
N 1360 1189 1556 <0.001 N 1360 1183 1.556 = <0.001
M 1896  1.029 3496 —e— 0.04 M 1896  1.029 3.496 +—e—— 0.04
CDC25A 1398  1.180 1657 e <0.001 MultiCox-TCGA CDC25C 1242  1.057 1461 0.009 MuliCox-TCGA
Age 1306 0927 1839 re— 0.127 Age 1282 0917 1820 v 0.143
Gender 0851 0681 1328w 0.768 Gender 0998 0716 1302 o 0.992
Stage 0822 0591 1144 weu 0.245 Stage 0826 0593 1451w 0.259
T 1580  1.320 1878 | e <0.001 T 1610 1.356 1.911 ™ <0.001
N 1592 1.276 1888  ren <0.001 N 1602  1.283 1.999 e <0.001
M 2156  0.900 5167 +—e—— 0.085 M 2337 0972 5615 +—e——— 0.058
T T T
1.2 3 4 5 2345
TCGA_SKCM TCGA_SKCM TCGA_SKCM
: 4
L HR HR-35L HR-23H pvelus Meottiod B fnova, p = 0.1 iskal-Wallis, p = 0 Rriova, p =0.1
CDC258  1.059  0.892 1258 m 0.51 UniCox-TCGA . ' .
Age 1915  1.428 2567 | —e— <0.001
) = 9 -~ -
Gender 1149 0861 1534 e 0345 g , : 5, g R
i o Q 3]
Stage 1403 1174 1677 e <0.001 ® o ¢ o
' N L N f N
T 1465 1272 1687 | <0.001 = = & T
N 1360  1.189 155 o <0.001 3 A 3
M 1896  1.029 3496 —e—— 0.04 £ g0 £
CDC258  1.079  0.877 1328w 0.474 MultiCox-TCGA E 2 E 5 0
Age 1359 0964 1915 e 0.08 ] ] ]
Gender 1002 0718 1399 099 g 8 1| 8
Stage 0801 0574 1118 wan 0.192 I Y
T 1577 1335 1863 | e <0.001 = L - .
N 1626  1.292 2045 e <0.001 b
M 2471 1.032 5916 e 0.042 R W N
T Stage Stage Stage
5
TCGA_SKCM D TCGA_SKCM TCGA_SKCM E TCGA_SKCM TCGA_SKCM
(oo ™
H H 2 H B
Ee g § 050l os E ol
g % §oo ok g. o
L a E a E
a ato) ™
T = 7 = T = £ = T 0 = =
Number at risk Number at risk Number at risk. Number at risk Number at risk Number at risk
vignfcs = o] gwonfsr 2 o gwenfe 2 o] 8 2 B ] guenfe = R o] & wanfer E .
b g e : 2
8 8 g 3 3
T = £ = T g = 0 = T = 7 = = = T = =
Time in years Time in years Time in years Time in years Time in years Time in years
GSEB5904 GSE65904 ‘GSEB5904 GSE65904 GSE65904 GSEB5904
e : . s ]
< o £ £ : g
e i £ g £
£ L i b g
§ox g H & £
& H £ H 13
0.00, & 0.00. 0.00] = 000
[ 5 10 L3 20 a 5 10 15 20 [] & 1n 3 20 o [3 0 15 20 ] b 10 5 £l o a5 a Th 20
Number at risk Number at risk Number at risk Numbar at risk Number at risk Nutnber at risk
Hign]as 3 3 o &uer]es a a o| Buianss 7 4 3 o] G i 3 o] rionfss 5 a o o Brisnfse 8 2 o
8 g g 8 g
o o o o o
E 10 AL 20 E 1o 15 20 o u 15 £ © i 15 20 0 i 15 El 0 w i 20
Time in years Time in years Time in years Time in years Time in years Time in years

CNSCells
DCs

BCells
PlasmaCells
NKCells
Fibroblasts
EndothelialCells
TumorCells
Macrophages
Neutrophil
CD8TCells
CDATCells

Figure S4 The CI

o

CNSCells
DCs
BCells

CDC25A PlasmaCells

NKCells
Fibroblasts
EndothelialCells
TumorCells

Macrophages

Neutrophil

DCs

cNsCells [l || o |l O o - uDD‘j -

ololo|o|l@Elo oo
BCels |O|O|@|o|lHE @O

plasmacels [l [l O [l
L

CD8TCells
CD4TCells

coaTcells [l e
CD4TCells

TumerCells [ | ]

Macrophages ..

Fibroblasts
Neutrophil

EndothelialCells

n

H s
| bEma] T S O ...
s PR ] | e OO s srsna PR g
oz
T T L T 0092
H Sours I goms
g S ]
go1s 2 I £
& i &
§ fow
2 2 =
I ] : 1
g g I
8 g il
2 3 2
o Oz Ooss
0
e
= L
om oo os0
Molgrart Wi ot Vobgrart b ol walgnar et Horra
SKCM2 SKCM2 SKCM2
° CNSCells  ®
o DCs | O
o BCells | 0|0
] | cDc2sB  PlasmaCels || 0] = CDC25C
] O|o NKCells | o [0 0
a m|o Fibroblasts | = |[Z] [T
o CIENE] | EndothelialCells | = (] [}
EEENC0E | TumorCelis | L1 |21
[ ] o D o|@|m Macrophages |[| 0 O . O e
t|E|| EE_. .. (=] Neutrophil | o [0 O . =
FEEDERE EE costcens || o | o [l B EIK
FEIECBEREE EOR costcels |H|o o W Fl Ell K
I I R R R N B I I I S T B R R R I
2R 2 cx 223 &aw 22 e v 2o &awsm
O S 0g 200 900 o OO0 o020 8g0O00
2 @S EgZz8absikgh 2 ®gzes8Ls5iks
b G 53 g2a 5 1 53 ° 8 aa
ks Es2 g o 0 5 E 52 g o0
[ g g B 3 =
2 2
wr w

cal association analysis of CDC25 in SKCM tum

Group
Malgnart
e

Noimal

pvalue
— Negative
Not

~—— Postive

abs(Cor)
—_— =2
— 02-04
== 04-06

cell-cell cor

N.

00

n




expression level

Oncogenic combined z-scores (zscore) Oncogenic combined z-scores (zscore)

Oncogenic combined z-scores (zscore)

Q1

[¥]

o

-2

-4

N

o

-2

-4

IS
1

[¥]

o

‘Angiogenesis

Cell Cycle

DNA damage

DNA repair

EMT

4 R=-01,p=0.024

R=0.0048, p=0.92

R=0.73,p<2.2e-16

R=0.44,p<22e-16

R=0.51,p<22e-16

R=-0.023, p=0.62

Hypaoxia

Inflammation

Invasion

Proliferation

Quiescence

Stemness

- R=-0052,p=0.26
T T T
-2 0 2

R=0.019,p=0.68
T T
-2 o] 2

.
R=-0.067,p=0.15
T T T

-2 0 2
CDC25A (zscore)

R=0.17, p=0.00014
T T T
-2 o] 2

R=-0.21, p=6.3e-06
T T
-2 0 2

R=-0.074,p=0.11
T

-2 0 2

Angiogenesis

Cell Cycle

Differentiation

DNA damage

DNA repair

EMT

- R=-0.12,p=0.009

R=-0061,p=0.19

R=0.16, p = 0.00038

=-0.14, p = 0.0026

=_0.055,p=0.23

R=0.03,p=052 R=-0.1,p=0.026

Hypoxia

Inflammation

Invasion

Metastasis

Proliferation

Quiescence

Stemness

- R=-0.051,p=0.27
T T T

R=-0.11,p=0.017
T T T

R=-0.058, p=0.21
T T

R=-0.045, p=0.34
T T T

R=-0.19, p=4.5e-05
T T T

R=-0.22,p=9.3e-07
T T T

-2 0 2

-2 0 2

-2 0 2

- 0 2
CDC25B (zscore)

-2 0 2

-2 0 2

-2 0 2

‘Angiogenesis

Cell Cycle

Differentiation

DNA damage

DNA repair

4 R=0.019, p=067

R=0.096, p = 0.037

R=0.75p<22e-16

R=0.014,p=0.76

R=0.58,p<2.2e-16

R=062,p<22e-16

R=0.11,p=0.014

Hypaoxia

Inflammation

Invasion

Metastasis

Proliferation

Quiescence

Stemness

| AT T

i ld b

e

N . _'w- S .
.
| R=0.082,p=0.078 R=-0052,p=0.27 R=0.12,p=0.0074 R=0.053,p=0.25 R=-0053,p=0.26 R=0.11,p=0.017
T T T T T T T T T T T T T T T T T T
2 0 2 2 0 2 2 0 2 2 0 2 2 0 2 2 0 2 2 0 2
CDC25C (zscore)
CCNA2 CCNB1 CCND1 CDH1 CDH2 vim
14 KKKk 20 *%k 18 ns 16 * 20 ns
s : s . _ _ _
A Bas i - H 51
HE ¥ % s & =g F r r
2 10 2 s 8 S 16
gl W o= g T 3 % 3
5 Coos 7 g4 & g . 8 8
X 8 3 ' H s a s
@ o x x xX 14
3 o @
T e s L "I ioa
Q2 Q3 a4 Q1 Q2 Q3 a4 Q @ a3 a4 a1 Q2 a3 a4
cDC25A CDC25A CDC25A cDC25A cDc2sa cDc2sA

Figure S5 The correlation between CDC25 family members expression and
hallmarks of cancer in SKCM.



