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Supplementary Figure 1: Differential expression analysis conducted using GEPIA2 (http://gepia2.cancer-pku.cn/). Red box plots indicate tumors, and green indicates corresponding normal tissues. Significant overexpression of CCT5 in BLCA, CESC, COAD, CHOL, DLBC, ESCA, GBM, LGG, PAAD, LUAD, LUSC, OV, LIHC, SKCM, READ, STAD, THYM, UCEC, and UCS. Significant underexpression was observed only in LAML.  
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Supplementary Figure 2: Proteomic expression analysis of breast cancer, clear cell RCC, clear cell RCC (extended), colon cancer, glioblastoma multiforme, head and neck squamous carcinoma, lung adenocarcinoma, lung squamous cell carcinoma, ovarian cancer, pancreatic adenocarcinoma, and UCEC was performed using the UALCAN database (https://ualcan. path. uab. edu/) (p < 0.05).
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Supplementary Figure 3: DNA promoter methylation analysis of CCT5 with different tumor types analyzed using UALCAN (https://ualcan.path.uab.edu/). Significant promoter methylation levels were downregulated in the corresponding tumor types, including BLCA, BRCA, CESC, CHOL, COAD, ESCA, HNSC, KIRP, KIRC, LIHC, LUAD, LUSC, PAAD, PRAD, READ, SARC, TGCT, THCA, and UCEC.  





image1.jpeg
umm—— = 4 pc ] P N — — N
Fi g g F F4 F =
77 o ] i ] : 3 i .
H b4 H H H |- H
& % & H & & g
| B N s 3
4
. &
oo cono oo oo esca
cumT-403, numih-28) umT-275, momN-48) (uniry 38, om0y Ty, man-237) umTt62.nomiN-285)
— 7.}
2 i H B 2
£ . RS £ H [N -
y , 1o usc
o TR173 a0y 1163 nau-207) (1815 2073 1175 171y 1455 mae=41) (485, p=83
® —* 2 pra—
. N ——
® ® t ~
E - H i i i T .
£ ] } ] = ] K
§ i L p . §
i~ z 2~ I H 5
H H £ £ g~ i

ov

(pum(T)~426; rum(-5)

{rum(T)=369: m(Ny-160) (1115 Pum=s39)

T4 1)




image2.jpeg
Z-value

Z-value

Z-value

Expression level of CCTS5 in Breast cancer

;.‘. & o.'.‘.
'f ®9 @
—la %

Expression level of CCTS5 in Clear cell RCC (Extended)

p =1.53476738386792E-26 &

Primary tumor
(n=219)

Normal
(n=169)

CPTAC samples

Expression level of CCTS5 in Glioblastoma multiforme

p = 8.05322991715814E-14

3
°
2 — ®
°
. .'o.. ‘o
1 e °
. ol &
i ° .
0 e o ® .“:~ e M2
PO, OF
cowo 8° oge
=1 1%
e 9 ..o - o
—_— ° o
24 o
p =3.020569E-04
-3

L]
3
2
T °
: fo 27
- . H
0 L) "' = L] "
i =
—_— ‘I>° 04
1 N
2 -1
34 o 2
p =7.599109E-03
-4 -3
Normal Primary tumor
(n=18) (n=125)
CPTAC samples
Expression level of CCTS5 in Colon cancer
2
L]
LR R "
1 ol
°
e 7 ¢ g ¢ ° .'; 0
0 ° o iog b ©e8® of o
‘;‘00-3". ’é o eg0 %_1_
L% © . o o9 — . 2 < E‘
1 Je ® g 9 e® ¢ oo,
— N 2
% o °® ° °.°
e @ 4,4 ® . &
2 - o °
° J ° -3
L]
p =2.20661941212437E-10
-3
Normal Primary tumor -4
(n=100) (n=97)
CPTAC samples
Expression level of CCT5 in Lung adenocarcinoma
°
®
2 -
[} ° ..' ° ]
°
N ® ® o.. .‘:
1 s . o0 o.
— 2 o
° e e® ® ..:“.o:o”: 2
0 - ® ed o ® L % S oy ]
° ‘.o % e e 80 o oge N
B N Tat
°
eg a° °
-1 ¢ o10° LT oo 8
© o0 1% © LA )
5 ° ° ¢ %
o
p = 2.74908286818413E-08
-3
Normal Primary tumor
(n=111) (n=111)
CPTAC samples
Expression level of CCT5 in UCEC
3 .
°
® o o
2 .
°
oe 8!
- Se o °
L o 8.“'
5 Q o ]
0 —_— P : ) %9 %
_ T ]
o o i %g0 o of § h?l
= YD
*5s g
1 e e q ° ° 0$ .o" .o. ‘
24 °
p=1.01416930094704E-09
-3

Normal
(n=31)

CPTAC samples

Primary tumor
(n=100)

Primary tumor
(n=99)

Normal
(n=10)
CPTAC samples

Expression level of CCT5 in Ovarian cancer

Z-value

Expression level of CCT5 in Clear cell RCC

3 -
e °
® o
2 e
o °%
L Y °
14 OE % ".:‘.
® %%
—a—o ®e® % ®
0] ...Qo L .. ! {.. .
0o B 0 P’ 8 o3
® e 3 P .o..
1 d .o:. ) .‘.‘ o.&o:
L
°e @ 5 ..:80 e 8
. AL R i
p =9.09436767771027E-14 —t
-3

Primary tumor
(n=110)

Normal
(n=84)

CPTAC samples

Expression level of CCTS5 in Head and neck squamous carcinoma

Z-value

Expression level of CCT5 in Lung squamous cell carcinoma

Primary tumor
(n=100)

Normal
(n=25)

CPTAC samples

p = 2.36788024188617E-27

3
2 — L]
L]
1 eT— o
L]
[ ]
L]
04 °9° 090°
i r =
e o o9 °
° ®o a 0‘;..
1 . % o ®
] ° *
® S}
2 . o i .
p =9.36907716850195E-05
-3
Normal Primary tumor
(n=71) (n=108)
CPTAC samples
Expression level of CCT5 in Pancreatic adenocarcinoma
3 ° o °
2 ° o.;
® ®
s ° L] ° ]
U N 9
ki € o o. ‘
. o .o o..’ N
s 0 DS
= 4 ® 9
> (K )
N Sl ¢
-2
-3
p = 1.752291E-04 °
-4

Primary tumor
(n=110)

CPTAC samples

Primary tumor
(n=137)

Normal
(n=74)
CPTAC samples




image3.jpeg
Promoter methylation lovel of CCTS In BLCA

Promoter methylation level of CCTS in BRCA

Promoter methylation level of CCTS in CESC.

Promoter methylation level of CCTS in CHOL

3. ‘ - g - 3. 51 -
& L | L B o i
] | o | |
p=63e14 e 005 pele12 —_— p=163e-02 —_ C¥ET p=3.37e-04 i
TCOA samples TooA samplos TeoA samplos TeGA samplos
Promoter methyiation lvel of GCTS In ESCA Promoter methylation avel of CCTS In COAD Promotor mthylation lvelof GCTS In HNSC Promoter methylaton levl of CCTS In KIRG
2, | 20 H Sond
H g %, 5
] ] ] 2
§o fon i, y o
prste05 4 om e
e e o e =i
TcaA samples TCGA samples TCGA samples TCaA samples
Promoter methylation evelof CCTS in KIRP Promoter methylation leve of CCTS in LIHC Promoter methylaton level of CCTS in LUAD Promoter methylation leve of CCT in LUSC
e | E— ]
Zon _— - s . 2o - |
H o g . g, (]
i H H
8° P oo I o a0m
— o oo I
petoztez 5
= et e =t =} ="
TCGA samples TCOA samples TeoA samples TeoA samples
Promoter methylation level of CCTS in PAAD Promoter methylation evel of CCTS in PRAD Promoter methylation level of CCTS in READ Promoter mthylaton levl of CCTS n SARG
0 12+ i - o1 |
° » H o e | ——
&> - &ooq . &7 & oo
pessseos . petorz 1 - ! pertre0t
o oms
- —— - S— o —
TCGA samples TcaA samples TCGA samples TCoA samplos
+ methylation level of CCTS in TGC + methylation lovelof CCTS in UCEC
rometer mthylaton fvel of GOTS n THOA . Prometar malhiaion e af TS TGCT . Promoto malhyian vl of GCTS i Gk
™ g Y
H H 2
g 8 2 oors
i 008
Pp<159e-05 Pp<222605 o peterz

TCGA samplos

TCGA samples

TCGA samples.




