d CPTAC dataset

Protein expression of CKMTL1 in Ovarian cancer

CKMT1 Expression Level log2(TPM + 1)

Protein expression of CKMT1 in Breast cancer

39 3
—_—
i —_—
H 2
& |
H
H
H
i 1
e 1
1 H H
@ H @
3 ’ E ——
3 § o _
X X ——
0-
H
s 1
—_ H
H
1 H
: -2
_ —_—r
2, -3
Normal Primary tumor Normal Primary tumor
(n=25) (n=100) (n=18) (n=125)
CPTAC samples CPTAC samples
F value = 2.24 § F value =4.75 1 F value = 2.7 Fvalue = 352
THCA pr(,v;":n_uan =1 UCS Pr(>F) = 0.00525 LIHC Pr{>F) = 0.0458 SKCM Pr(>F) = 0.00768
w - b w o
L |
- =
4
o 4
A )
J S N ] . A
T T T T T T T T T T T T T T T T T
Stage | Stage Il Stage Il Stage IV Stage | Stage Il Stage Il Stage IV Stage | Stage Il Stage Il Stage IV Stage 0 Stage | Stage Il Stage Il Stage IV
F value =3.73 ~
= F value = 3.38 F value = 3.2 ~ F value = 1.95
KICH Pr{>F} = 00157 KIRC Prioh) 2 0018 IBRrCA e =52 oV a2
“ w o
@ o o
o
<+ A -
- o = 1
.
o «
&
T T T T = T - - - = o o
T T T T T T T T
Stage | Stage Il Stage Il Stage IV Stage | Stage Il Stage IIl Stage IV Stage | Stage Il Stage Il Stage IV Stage X Stage Il Stage lll Stage IV

Fig. S1 The CKMT1A Expression level in different tumors and pathological stages. a Based on the CPTAC dataset, the expression

level of CKMT1A between normal tissue and primary tissue of ovarian cancer and breast cancer were also analyzed. b According to

the TCGA data, the expression levels of the CKMT1A were analyzed by the main pathological stages (stage I, stage Il, stage lIl, and

stage 1V) of THCA, UCS, LIHC, SKCM, KICH, KIRC, BRCA and OV. Log2 (TPM+1) was utilized for log-scale.
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Fig. S2 The Kaplan-Meier curves between the expression level of CKMT1A and survival prognosis in lung cancer, breast cancer

and ovarian cancer. FP, first progression; PPS, post-progression survival; RFS, relapse-free survival; DMFS, distant metastasis-free

survival; PFS, progress-free survival; DSS, disease-specific survival; OS, overall survival; DFS, disease-free survival.




Probability

Probability

Gastric cancer

Liver cancer RNA-seo

o CKMT1A
-1 HR =0.75(0.62 - 0.9)
logrank P = 0.0019
@
@4
© 1
o
< | N i
° “ﬂ-"""-\“ o
o hey
S | Expression Y
r— Iqw
0 50 100 150
Time (months)
Number at risk
low 579 182 29 1
high 296 116 19 )
CKMT1A (548596)
2 HR = 0.68 (0.47 - 0.97)
! logrank P = 0.033
|\ RFs
31 N
3 §\
W
- e N
© : 1 luq
. v
o T Lt
© | Expression
low
o high
e T 'g T T T T T
0 20 40 60 80 100 120

Number at risk
80 2

Time (months)

1" 5 1
% 15 o

Probability

Probability

04

0.8

0.6

04

0.2

0.0

0.2

08 1.0

0.6

0.0

T

0

FP

| Expression

low

CKMT1A

HR = 0.69 (0.56 - 0.86)
logrank P = 0.00082

-

.
s %
" N»n, :

high

Number at risk
407

T

50 100
Time (months)

"] 18 1
" 1 [

CKMT1A (548596)

HR =0.78 (0.56 - 1.08)

PFS logrank P = 0.13
+
Expression M S
low
high
0 20 40 60 80 100 120
Time (months)
Number at risk
254 67 0

116

43

12

Probability

04

Probability

04

08 1.0

0.6

0.2

08

0.6

02

0.0

low
high

CKMT1A

HR = 0.75 (0.6 - 0.95)
logrank P = 0.018

PPS

| Expression

. PUPENT
low '}
high

0 20 40 60 80

Time (months)
Number at risk
33 42 “ "
185 3 2 1 ‘

CKMT1A (548596)
HR = 0.71 (0.44 - 1.16)
DSS logrank P = 0.17
U
i

] S
Expression
low
high
0 20 40 60 80 100 120

Time (months)

Hurmber at risk
59 4 2 12 4 1
58 30 15 5

273 139

Probability

04

Probability

0.8 1.0

0.6

0.2

0.0

CKMT1A
a4 \ HR = 0.68 (0.47 - 0.97)
\ logrank P = 0.033
.|\ RFS
s1
©
=
« "
o ,, TR
o A
S | Expression
low
= high
° 4L T T T T T T
0 20 40 60 80 100 120
Time (months)
Number at risk
low 80 20 " 5 1 0 0
hioh 238 8 % ) 6 3 1
CKMT1A (548596)
}% HR =0.77 (0.53 - 1.13)
I oS logrank P = 0.18
1 »*%L: *
Expression \—‘ i
low
high
T T - - T T T
0 20 40 60 80 100 120

low
high

Number at risk
90 43

Time (months)

2 12 4 1
50 30 15 5

Fig. S3 The Kaplan-Meier curves between the expression level of CKMT1A and survival prognosis in gastric cancer and liver cancer.

FP, first progression; PPS, post-progression survival, RFS, relapse-free survival; DMFS, distant metastasis-free survival, PFS,

progress-free survival, DSS, disease-specific survival; OS, overall survival; DFS, disease-free survival.
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Figure S4. Correlation analysis between the expression of CKMT1A and immune infiltration of CD8* T-cells. a. The correlation map
between CKMT1A expression level and the infiltration level of CD8* T-cells across all types of cancer in TCGA. b. The relationship of
CKMT1A and infiltration level of CD8* T-cells in BLCA, BRCA, COAD, ESCA, HNSC, LGG, LUAD, PAAD, READ and STAD. Rho, The
Value of Spearman’s correlation; ACC, Adrenocortical carcinoma; BLCA, Bladder Urothelial Carcinoma; BRCA, Breast invasive
carcinoma; CESC, Cervical squamous cell carcinoma and endocervical adenocarcinoma; CHOL, Cholangio carcinoma; COAD, Colon
adenocarcinoma; DLBC, Lymphoid Neoplasm Diffuse Large B-cell Lymphoma; ESCA, Esophageal carcinoma; GBM, Glioblastoma
multiforme; HNSC, Head and Neck squamous cell carcinoma; KICH, Kidney Chromophobe; KIRC, Kidney renal clear cell carcinoma;
KIRP, Kidney renal papillary cell carcinoma; LAML, Acute Myeloid Leukemia; LGG, Brain Lower Grade Glioma; LIHC, Liver hepatocellular
carcinoma; LUAD, Lung adenocarcinoma; LUSC, Lung squamous cell carcinoma; MESO, Mesothelioma; OV, Ovarian serous
cystadenocarcinoma; PAAD, Pancreatic adenocarcinoma; PCPG, Pheochromocytoma and Paraganglioma; PRAD, Prostate
adenocarcinoma; READ, Rectum adenocarcinoma; SARC, Sarcoma; SKCM, Skin Cutaneous Melanoma; STAD, Stomach
adenocarcinoma; TGCT, Testicular Germ Cell Tumors; THCA, Thyroid carcinoma; THYM, Thymoma; UCEC, Uterine Corpus Endometrial
Carcinoma; UCS, Uterine Carcinosarcoma; UVM, Uveal Melanoma.



