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Abstract
Background CKLF Like MARVEL Transmembrane Domain Containing 6 (CMTM6) is involved in the
epigenetic regulation of genes and tumorigenesis. Programmed cell death ligand 1 (PD-L1) is closely
related to the prognosis of some human cancers. CMTM6 is a key regulator of PD-L1 in many cancers.
The purpose of this study was to investigate the expressions of these proteins in gastric cancer and the
correlations with clinicopathological features and survival.
Methods The expression levels of CMTM6 and PD-L1 were examined in 185 gastric cancer specimens by
immunohistochemistry. Chi-square test was used to analyze the relationship between CMTM6 and PD-L1
expressions and clinicopathological characteristics. Kaplan-Meier method and log-rank test were used to
analyze the survival data of patients.
Results The positive expression rates of CMTM6 and PD-L1 were 78.38% (145/185) and 75.68%
(140/185), respectively. High expression of CMTM6 and PD-L1 was correlated with Borrmann type ( P <
0.001), N stage ( P = 0.002), peritoneal metastasis ( P = 0.007) and TNM stage ( P = 0.038). The
expression of CMTM6 and PD-L1 in gastric cancer tissues was positively correlated (Pearson's coefficient
test, r = 0.260; P < 0.001). High expression of CMTM6 was correlated with poor prognosis (HR = 1.668;
95% CI = 1.032–2.695; P = 0.037). High expression of both CMTM6 and PD-L1 could be used as an
independent factor for overall survival (HR = 1.554; 95% CI = 1.011–2.389; P = 0.044).
Conclusions The combined detection of CMTM6 and PD-L1 may be used as an indicator for judging the
prognosis of gastric cancer.

Background
Gastric cancer (GC) is the fifth most common cancer and the third leading cause of cancer-related death
in the world [1]. In 2014, the incidence of GC in China was 30 out of 100000 cases, while the mortality rate
was 21.48 out of 100000 [2]. Due to the lack of markers for early detection of GC, it is mostly diagnosed
in the late stage, so it is difficult to achieve radical resection; furthermore, GC tumors are not sensitive to
chemotherapy, which leads to higher mortality and poor prognosis of these patients [3]. Therefore,
identification of key markers and effective therapeutic targets for the prevention and treatment of GC is
critical.
CKLF Like MARVEL Transmembrane Domain Containing 6 (CMTM6) is a member of a protein family that
is encoded by different gene clusters on chromosome 16 (CMTM1–4) and chromosome 3 (CMTM6–8).
CMTM6 contains a MARVEL (MAL and related proteins for vesicle trafficking and membrane link) region
as well as four transmembrane structures and plays a key role in trafficking of transmembrane proteins
and secretory proteins. CMTM6 can activate and chemotaxis a large number of immune cells and affects
the proliferation and invasion of tumor cells [4–7].
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Programmed death ligand-1 (PD-L1) is a negative immunoregulator that inhibits the activation of T cells
and induces the apoptosis of anti-tumor T cells. The immunosuppressive tumor microenvironment
enables tumor cells to evade the body’s immune response and disables the body's anti-tumor effect,
which is closely related to the occurrence and development of various tumors [8–12]. However, 70% of
patients do not respond well to anti-PD-L1 immunotherapy, indicating the need to identify new therapeutic
targets or to develop a combination of immune agents for improved treatment [13].
CMTM6 and PD-L1 are co-localized on the plasma membrane and circulating endosomes. As a
regulatory molecule of PD-L1, CMTM6 enhances the cell surface expression of PD-L1. The upstream and
downstream relationship between CMTM6 and PD-L1 may participate in the formation of tumor related
pathways [14]. Few studies have examined CMTM6 and PD-L1 in GC.
In this study, we examined the expressions of CMTM6 and PD-L1 in GC tissues by immunohistochemistry
and the correlations with clinicopathological features with the aim of exploring new combination
immunotherapy treatments for GC.

Materials & Methods

Patients
A total of 185 tissue specimens from radical gastrectomy were obtained in the Department of Surgical
Oncology, First Affiliated Hospital of China Medical University from March 2009 to June 2012. The age of
the 185 GC patients ranged from 39 to 78 years, with a median age of 60 years; the patient group
included 126 males and 59 females. Among the total patients, 61 cases had a tumor diameter < 5 cm and
124 tumors were ≥ 5 cm; 15 cases showed high differentiation, 34 cases showed medium differentiation,
and 136 cases were poorly differentiated. Tumor site distribution was as follows: upper, 24 cases; middle,
26 cases; lower, 135 cases. A total of 143 cases were Borrmann I, II or III, while 42 cases were Borrmann
IV. Restaging using the AJCC eighth edition TNM staging revealed 18 cases in stage I, 24 cases in stage II,
132 cases in stage III, and 11 cases in stage IV. In the total patient group, 28 cases had peritoneal
metastasis and 157 cases had no metastasis. All the cases were single lesions, and the patients did not
receive chemoradiotherapy before surgery. The postoperative follow-up data were complete, and the
median follow-up time was 2.8 years. The study protocol was approved by the hospital ethics committee,
and all patients signed informed consent.

Immunohistochemical Staining
The specimens preserved in the pathology department were fixed with 10% neutral formalin and
embedded in paraffin. The tissue specimens were sliced in a thickness of 4 µm. After Dewaxing and
hydration, slides were performed in EDTA antigen repair solution (pH 9) at 121ºC for 10 min. The slides
were immersed in 3% H2O2 solution and soaked at room temperature for 10 min to eliminate
endoperoxidase. Samples were incubated with primary antibodies against CMTM6 (1:100, Abcam,
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Cambridge, MA, USA) and PD-L1 (1:200; Cell Signaling Technology, Danvers, MA, USA) at 4ºC overnight.
Samples were then incubated with secondary antibodies at 37ºC for 30 min and then stained with 3, 3′diaminobenzidine, counterstained with hematoxylin for 1 min, 1% hydrochloric acid alcohol
differentiation, tap water flushed back to blue for 10 minutes, dehydration in gradient ethanol, and
transparent xylene intervention. Samples were observed with a mounting microscope.

Scoring Of Immunoreactivities
We scored CMTM6 and PD-L1 staining based on staining intensity and the proportion of positive cells.
The staining intensity scores were as follows: 0 for colorless, 1 for yellow, 2 for brown, and 3 for dark
brown. The proportions of positive cells were scored as follows: 0 for 0–5%, 1 for 5–25%, 2 for 25–50%, 3
for 50–75%, and 4 for > 75%. The final score was the product of the staining intensity and the percentage
of positive cell scores. We classified cases with a score ≥ 5 as positive expression, and cases with a
score of ≤ 4 as negative expression.

Statistical Analyses
The relationship between the expression of CMTM6 and PD-L1 and the clinicopathological factors was
analyzed using SPSS 21.0 software. The correlation between the expression of CMTM6 and PD-L1 was
analyzed by the Pearson test. The survival analysis was performed by Kaplan-Meier method, and the
survival difference among the different groups was calculated by the log-rank test. A single factor and a
multi-factor Cox proportional hazard ratio model were fitted. P < 0.05 was considered to indicate
statistical significance.

Results

The relationship between the expression of CMTM6 and
PD-L1 and clinicopathological factors in GC
Immunohistochemical staining results showed that CMTM6 and PD-L1 were mainly expressed in the
cytoplasm and cell membrane in GC tissues and peritoneal tissues (Fig. 1, 2). The positive rates of
CMTM6 and PD-L1 were 78.37% (145/185) and 75.68% (140/185), respectively. There was a positive
correlation between CMTM6 expression and PD-L1 expression in GC (Pearson test, r = 0.260; P < 0.001,
Fig. 3).
The relationship between CMTM6 and PD-L1 and clinicopathological factors is shown in Table 1. High
expression of CMTM6 and PD-L1 was significantly correlated with Borrmann type, lymph node
metastasis, peritoneal metastasis, and TNM staging (all P values were < 0.05). In contrast, the
expressions of CMTM6 and PD-L1 were not related to patient age, sex, tumor size, tumor differentiation,
tumor location, and T stage.
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Table 1
Relationship between the CMTM6 and PD-L1 expression and clinical parameter
Variables

CMTM6 Expression
High(n =
145)

Pvalue

Low(n =
40)

Age

PD-L1 Expression
High(n =
140)

Pvalue

Low(n =
45)

0.750

0.637

༜60

72

21

69

24

≥ 60

73

19

71

21

Male

102

24

93

33

Female

43

16

47

12

< 5(cm)

51

10

45

16

≥ 5(cm)

94

30

95

29

Well

12

3

10

5

Moderate

25

9

28

6

Poor

108

28

102

34

Upper

18

6

15

9

Middle

19

7

21

5

Lower

108

27

104

31

ⅠⅡⅢ

110

33

111

32

Ⅳ

35

7

30

12

T1

1

1

2

0

T2

24

9

25

8

Sex
0.214

0.387

Size
0.226

0.672

Differentiation
0.748

0.468

Tumor location
0.670

0.251

Borrmann type
༜0.001

༜0.001

Invasive depth
0.359

Abbreviations: CMTM6, CKLF Like MARVEL Transmembrane Domain Containing 6; PD-L1,
Programmed death ligand-1
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0.645

Variables

CMTM6 Expression

Pvalue

PD-L1 Expression

T3

17

7

16

8

T4

103

23

96

30

N0

27

16

25

18

N1-N3

118

24

115

27

M0

119

38

113

42

M1

26

2

27

1

Ⅰ

10

8

9

9

Ⅱ

20

4

19

5

Ⅲ

105

27

102

29

Ⅳ

10

1

10

1

Low

27

18

High

118

22

Pvalue

lymph node
metastasis
0.005

0.002

Peritoneal recurrence
(M)
0.043

0.007

Stage(TNM)
0.035

0.038

PD-L1 Expression
༜0.001

Abbreviations: CMTM6, CKLF Like MARVEL Transmembrane Domain Containing 6; PD-L1,
Programmed death ligand-1

Relationship between the expression of CMTM6 and PD-L1
and prognosis
In 185 patients with GC, 77 patients (41.62%) were still alive at the time of writing; the median overall
survival (OS) was 16 months (range 0–83 months). The 5-year survival rate of CMTM6 was 52.27% vs.
24.31% (P < 0.01) and that of PD-L1 was 43.77% vs. 26.46% (P > 0.05). Survival analysis showed that
high CMTM6 expression was associated with shorter OS, high PD-L1 expression showed no significant
effect on OS (Fig. 4).
In univariate analysis, Borrmann type (IV) (HR = 2.164, 95% CI: 1.444–3.241, P < 0.001), T stage (HR =
2.627, 95% CI: 1.327–4.889, P = 0.003), lymph node metastasis (HR = 2.829, 95% CI: 1.475–5.424, P =
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0.002), peritoneal recurrence (HR = 1.919, 95% CI: 1.2633–2.914, P = 0.002), high expression of CMTM6
(HR = 1.668, 95% CI: 1.032–2.695, P = 0.037), high expression of CMTM6 combined with high expression
of PD-L1 (HR = 1.757, 95% CI: 1.162–2.655, P = 0.007) was associated with OS. Cox multivariate analysis
further confirmed that Borrmann (IV) type, N stage, peritoneal metastasis, and CMTM6 combined with
PD-L1 were independent prognostic factors of OS (HR = 1.891, 95% CI: 1.248–2.864, P = 0.003; HR =
2.313, 95% CI: 1.187–4.505, P = 0.014; HR = 1.941, 95% CI: 1.274–2.957, P = 0.002; HR = 1.554, 95% CI:
1.011–2.389, P = 0.044) (Table 2). High expression of CMTM6 was associated with poor prognosis, while
patients with high expression of both CMTM6 and PD-L1 showed worse OS (HR = 2.120; 95% CI = 1.618–
4.020; P = 0.021) (Table 3). Our results further demonstrated that the combined expression of both PD-L1
and CMTM6 may be more suitable as a prognostic indicator than CMTM6 alone.
Table 2
The univariate and multivariate analyses of factors associated with overall survival
Variable

univariate Cox regression

multivariate Cox regression

HR

95%CI

P-value

HR

95%CI

P-value

Age(≥ 60)

1.224

0.839–1.785

0.295

Sex(male)

1.016

0.677–1.526

0.937

Size(≥5cm)

1.678

1.085–2.595

0.02

Differentiation(Poor)

0.773

0.504–1.185

0.773

Tumor location(Middle low)

1.176

0.670–2.065

0.572

Borrmann type(Ⅳ)

2.164

1.444–3.241

0.000

1.825

1.202–2.770

0.005

Invasive depth T3-T4

2.627

1.327–4.889

0.003

lymph node metastasis (+)

2.829

1.475–5.424

0.002

2.395

1.228–4.671

0.010

Peritoneal recurrence(+)

1.919

1.263–2.914

0.002

1.704

1.102–2.637

0.017

High CMTM6 expression

1.668

1.032–2.695

0.037

High PD-L1 expression

1.457

0.922–2.301

0.107

CMTM6+/ PD-L1+

1.757

1.162–2.655

0.007

1.554

1.011–2.389

0.044

Abbreviations: CMTM6, CKLF Like MARVEL Transmembrane Domain Containing 6; PD-L1,
Programmed death ligand-1
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Table 3
Survival analyses by subgroups for gastric cancer patients according to the Cox proportional hazards
model
Variable

High CMTM6
HR

95%CI

High PD-L1
P-value

HR

95%CI

P-value

Low

0.937

0.396–2.219

0.883

High

1.816

1.006–3.277

0.048

CMTM6

PD-L1
Low

1.231

0.546–2.774

0.617

High

2.120

1.618–4.020

0.021

Abbreviations: CMTM6, CKLF Like MARVEL Transmembrane Domain Containing 6; PD-L1,
Programmed death ligand-1

Discussion
Here we analyzed the expression of CMTM6 and PD-L1 in 185 GC tissues by immunohistochemistry and
examined associations with clinicopathological characteristics and survival. We found that expression of
CMTM6 or PD-L1 alone was not an independent prognostic factor in patients with GC after excluding
other confounding factors. Co-expression of CMTM6 and PD-L1 was an independent prognostic factor in
patients.
In our study, 15.1% patients had peritoneal metastasis. The reason for surgical treatment is that the
imaging and physical signs of the patients are not manifested, and micrometastasis was found during
the operation. N stage and M stage correlated with OS, and T stage was not an independent prognostic
factor; this may be because of the high percentage of lymph node metastasis regardless of T stage.
Borrmann type IV GC shows a specific biological behavior with a high degree of malignancy and
accounts for 10–20% of all GC; the 5-year survival rate of this cancer type is only 0–17%. In our study,
Borrmann type IV accounted for 22.7% of cases, closing to the highest proportion. Bowman type IV GC
indicates lymph node metastasis, more common peritoneal metastasis, and late staging during surgery
[15]. Borrmann type IV was also an independent prognostic factor in our study.
CMTM6 plays different roles in different cancers. Guan et al. found that CMTM6 was highly expressed in
glioblastoma multiforme and mesenchymal subtypes by analyzing CGGA, TCGA and other databases,
and high expression of CMTM6 was related to poor prognosis [5]. Cox model analysis showed that
CMTM6 was an independent prognostic factor of glioma, which indicated that CMTM6 played an
important role in tumor invasion and progression. Zhu et al. found that the expression of CMTM6 in
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hepatocellular carcinoma was significantly lower than that in adjacent non-tumor tissues through
immunohistochemical detection, and the prognosis of cases with low CMTM6 expression was better [16].
One possible mechanism is that CMTM6 binds with PD-L1 protein, decreases its ubiquitination and
increases the half-life of PD-L1 protein, resulting in enhanced ability of tumor cells to inhibit T cells; the
elimination of CMTM6 would reduce PD-L1 and improves OS. The conclusion of this study was different
from that of Zhu et al. Our survival analysis showed that the OS of patients with high expression of
CMTM6 was poor, which may be due to the difference of CMTM6 expression in different tissues, which
determines the biological characteristics of different tissue tumors. The specific reasons need to be
further explored. However, our results suggest that CMTM6 may be a new immune checkpoint molecule.
As an immunosuppressive molecule, PD-L1 can inhibit the activity of T cells through a variety of complex
signaling pathways, thus promoting tumor progression [17–19]. The relationship between the expression
of PD-L1 and the prognosis of patients has been controversial. A meta-analysis study involving 7308
patients found that high expression of PD-L1 was associated with poor prognosis (HR = 1.44, 95% CI:
1.18–1.76, P < 0.001), especially in GC (HR = 1.43, 95% CI: 1.05–1.94, P = 0.021) [20]. Böger et al.
suggested that high expression of PD-L1 was associated with good prognosis (HR = 0.753, 95% CI:
0.584–0.971, P = 0.029) [21]. Our study also found that PD-L1 overexpression was not associated with
poor prognosis, and this may be related to the difference in sample size and sample selection. Despite
the rapid development of immune checkpoint blockade, a large proportion of patients still fail to benefit
from anti- PD-L1 immunotherapy. Therefore, Das et al. [22] proposed a strategy for finding new immune
checkpoints and adopting a combination of multiple immune checkpoint blockers.
CMTM6 has become another important immune checkpoint by regulating the anti-tumor immune effect
mediated by T lymphocytes. However, whether CMTM6 can regulate PD-L1 and what role it plays in GC
has not been studied. Our immunohistochemical results show that the expression of CMTM6 is positively
correlated with the expression of PD-L1, and the expression level of CMTM6 and PD-L1 increases with the
increase of malignant degree of GC. This indicates that the regulation of CMTM6 and PD-L1 signaling
pathway in tumor microenvironment has a synergistic effect. Based on previous studies and our results,
we speculate that CMTM6 may activate the transmission of related signals in the PD-L1 pathway or
enhance the secretion of some cytokines in the tumor immune response, thus promoting the progression
of GC. Mezzadra et al. [23] found that CMTM6 can enhance the ability of tumor cells expressing PD-L1 to
inhibit T cells. The elimination of CMTM6 can decrease the expression of PD-L1 and then significantly
reduce the inhibition of tumor-specific T cell activity, but the specific regulatory mechanism needs to be
further studied. Another important finding is that the prognosis of patients with high expression of
CMTM6 was poor, and if PD-L1 is also highly expressed in patients with high expression of CMTM6,
these patients show a worse prognosis. Our findings suggest that PD-L1 depends on CMTM6 to perform
its inhibitory function, and that the combination of high expression of CMTM6 and PD-L1 may be more
suitable as a marker of GC than the individual markers. Whether CMTM6 can be combined with PD-L1
monoclonal antibody inhibitors as a new target for immunotherapy of GC will become a research focus in
the future [24–25].
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There are still some limitations in our study. Our study is a retrospective study, which may have certain
selection bias. Our report also lacks in vitro and in vivo experiments and the underlying mechanism is still
unknown. We plan to conduct this research in future studies. Our study is the first to study the
clinicopathological correlation between CMTM6 and PD-L1 in GC; these findings may provide the
experimental basis for the formation of dual-targeting drugs.

Conclusion
We found that CMTM6 with high expression is related to poor prognosis, and the prognosis is worse
when PD-L1 is also highly expressed. The combination of CMTM6 and PD-L1 immune agents may open
up a new strategy for immunotherapy.
We are the first to study the significance of combined detection and application of CMTM6 and PD-L1,
which provides a basis for future research of dual-targeting drugs and is of great significance for future
immunotherapy.

Abbreviations
CMTM6:CKLF Like MARVEL Transmembrane Domain Containing 6; PD-L1:Programmed cell death ligand
1; MARVEL:MAL and related proteins for vesicle trafficking and membrane link; AJCC:American Joint
Committee on Cancer; OS:overall survival

Declarations
Authors’ contributions
HMX designed the research. CZ took part in designing the research, collected the data, analyzed the date
and wrote the manuscript. WA collected the data, analyzed the date. YET solved the disagreements
between CZ and WA. All the authors approved the final manuscript .
Acknowledgements
None.
Conflict of Interest
The authors report no competing interest in this study.
Availability of data and materials
Please contact author for data requests
Consent for publication
Page 10/16

Not applicable.
Ethics approval and consent to participate
Not applicable.
Funding
This work was supported by National Natural Science Foundation of China (No 81772549, 81572334).

References
1. Bray F, Ferlay J, Soerjomataram I, Siegel RL, Torre LA, Jemal A. Global cancer statistics 2018:
GLOBOCAN estimates of incidence and mortality worldwide for 36 cancers in 185 countries. CA: a
cancer journal for clinicians. 2018;68(6):394-424.
2. Chen W, Sun K, Zheng R, Zeng H, Zhang S, Xia C, et al. Cancer incidence and mortality in China, 2014.
Chinese journal of cancer research = Chung-kuo yen cheng yen chiu. 2018;30(1):1-12.
3. Delic S, Thuy A, Schulze M, Proescholdt MA, Dietrich P, Bosserhoff AK, et al. Systematic investigation
of CMTM family genes suggests relevance to glioblastoma pathogenesis and CMTM1 and CMTM3
as priority targets. Genes, chromosomes & cancer. 2015;54(7):433-43.
4. Han W, Ding P, Xu M, Wang L, Rui M, Shi S, et al. Identification of eight genes encoding chemokinelike factor superfamily members 1-8 (CKLFSF1-8) by in silico cloning and experimental validation.
Genomics. 2003;81(6):609-17.
5. Guan X, Zhang C, Zhao J, Sun G, Song Q, Jia W. CMTM6 overexpression is associated with
molecular and clinical characteristics of malignancy and predicts poor prognosis in gliomas.
EBioMedicine. 2018;35:233-43.
6. Zugazagoitia J, Liu Y, Toki M, McGuire J, Ahmed FS, Henick BS, et al. Quantitative assessment of
CMTM6 in the tumor microenvironment and association with response to PD-1 pathway blockade in
advanced-stage non-small-cell lung cancer. Journal of thoracic oncology : official publication of the
International Association for the Study of Lung Cancer. 2019.
7. Koh YW, Han JH, Haam S, Jung J, Lee HW. Increased CMTM6 can predict the clinical response to PD1 inhibitors in non-small cell lung cancer patients. Oncoimmunology. 2019;8(10):e1629261.
8. Chen S, Crabill GA, Pritchard TS, McMiller TL, Wei P, Pardoll DM, et al. Mechanisms regulating PD-L1
expression on tumor and immune cells. Journal for immunotherapy of cancer. 2019;7(1):305.
9. Kim S, Jang JY, Koh J, Kwon D, Kim YA, Paeng JC, et al. Programmed cell death ligand-1-mediated
enhancement of hexokinase 2 expression is inversely related to T-cell effector gene expression in
non-small-cell lung cancer. 2019;38(1):462.
10. Tretiakova M, Fulton R, Kocherginsky M, Long T, Ussakli C, Antic T, et al. Concordance study of PD-L1
expression in primary and metastatic bladder carcinomas: comparison of four commonly used

Page 11/16

antibodies and RNA expression. Modern pathology : an official journal of the United States and
Canadian Academy of Pathology, Inc. 2018;31(4):623-32.
11. Cha JH, Chan LC, Li CW, Hsu JL, Hung MC. Mechanisms Controlling PD-L1 Expression in Cancer.
Molecular cell. 2019;76(3):359-70.
12. Kim JM, Chen DS. Immune escape to PD-L1/PD-1 blockade: seven steps to success (or failure).
Annals of oncology : official journal of the European Society for Medical Oncology. 2016;27(8):1492504.
13. Burr ML, Sparbier CE, Chan YC, Williamson JC, Woods K, Beavis PA, et al. CMTM6 maintains the
expression of PD-L1 and regulates anti-tumour immunity. Nature. 2017;549(7670):101-5.
14. Tu X, Qin B, Zhang Y, Zhang C, Kahila M, Nowsheen S, et al. PD-L1 (B7-H1) Competes with the RNA
Exosome to Regulate the DNA Damage Response and Can Be Targeted to Sensitize to Radiation or
Chemotherapy. Molecular cell. 2019;74(6):1215-26.e4.
15. Sun XC, Lin J, Ju AH. Treatment of Borrmann type IV gastric cancer with a neoadjuvant
chemotherapy combination of docetaxel, cisplatin and 5-fluorouracil/leucovorin. The Journal of
international medical research. 2011;39(6):2096-102.
16. Zhu X, Qi G, Li C, Bei C, Tan C, Zhang Y, et al. Expression and Clinical Significance of CMTM6 in
Hepatocellular Carcinoma. DNA and cell biology. 2019;38(2):193-7.
17. Li H, Xu Y, Wan B, Song Y, Zhan P, Hu Y, et al. The clinicopathological and prognostic significance of
PD-L1 expression assessed by immunohistochemistry in lung cancer: a meta-analysis of 50 studies
with 11,383 patients. Translational lung cancer research. 2019;8(4):429-49.
18. Liu X, Shan C, Song Y, Du J. Prognostic Value of Programmed Cell Death Ligand-1 Expression in
Nasopharyngeal Carcinoma: A Meta-Analysis of 1,315 Patients. Frontiers in oncology. 2019;9:1111.
19. Zhu L, Sun J, Wang L, Li Z, Wang L, Li Z. Prognostic and Clinicopathological Significance of PD-L1 in
Patients With Bladder Cancer: A Meta-Analysis. Frontiers in pharmacology. 2019;10:962.
20. Dai C, Wang M, Lu J, Dai Z, Lin S, Yang P, et al. Prognostic and predictive values of PD-L1 expression
in patients with digestive system cancer: a meta-analysis. OncoTargets and therapy. 2017;10:362534.
21. Boger C, Behrens HM, Mathiak M, Kruger S, Kalthoff H, Rocken C. PD-L1 is an independent prognostic
predictor in gastric cancer of Western patients. Oncotarget. 2016;7(17):24269-83.
22. Das M, Zhu C, Kuchroo VK. Tim-3 and its role in regulating anti-tumor immunity. Immunological
reviews. 2017;276(1):97-111.
23. Mezzadra R, Sun C, Jae LT, Gomez-Eerland R, de Vries E, Wu W, et al. Identification of CMTM6 and
CMTM4 as PD-L1 protein regulators. Nature. 2017;549(7670):106-10.
24. Schmid P, Adams S, Rugo HS, Schneeweiss A, Barrios CH, Iwata H, et al. Atezolizumab and NabPaclitaxel in Advanced Triple-Negative Breast Cancer. The New England journal of medicine.
2018;379(22):2108-21.

Page 12/16

25. Powles T, Duran I, van der Heijden MS, Loriot Y, Vogelzang NJ, De Giorgi U, et al. Atezolizumab versus
chemotherapy in patients with platinum-treated locally advanced or metastatic urothelial carcinoma
(IMvigor211): a multicentre, open-label, phase 3 randomised controlled trial. Lancet (London,
England). 2018;391(10122):748-57.

Figures

Figure 1
Representative images of immunohistochemical staining for CMTM6 and PD-L1 from patients with
gastric cancer. A High expression of CMTM6. B Low expression of CMTM6. C High expression of PD-L1.
D Low expression of PD-L1. Original magnification at 20×
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Figure 2
Representative images of immunohistochemical staining for CMTM6 and PD-L1 from patients with
gastric cancer peritoneum tissues. A High expression of CMTM6. B Low expression of CMTM6. C High
expression of PD-L1. D Low expression of PD-L1. Original magnification at 20×
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Figure 3
Scatter plot for correlation analysis of the expression level between CMTM6 and PD-L1 in gastric cancer

Figure 4
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Kaplan-Meier survival curves. A CMTM6. B PD-L1
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