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Abstract
Background ‒ CKLFLikeMarvelTransmembraneDomain
Containing 1 (CMTM1)plays a role inbreast cancer and lung
cancer, but studies on the occurrence and development of
CMTM1 in hepatocellular carcinoma (HCC) have not been
reported.
Methods ‒ The Cancer Genome Atlas (TCGA) database
and immunohistochemistry (IHC) were used to detect
CMTM1 expression in HCC tissues. The relationship
between CMTM1 expression and the clinicopathological
characteristics of HCC patients was analyzed by chi-
square test, and the relationship between CMTM1 expres-
sion and the prognosis of HCC patients was tested by the
Kaplan–Meier model.
Results ‒ Bioinformatics analysis showed that the
mRNA expression of CMTM1 was upregulated in HCC
tissues, and low expression of CMTM1 is associated
with longer disease-free survival in patients with HCC.
Similarly, the survival time of HCC patients in CMTM1
high expression group was significantly shorter than
that in CMTM1 low expression group. IHC detection indi-
cated that CMTM1 protein was highly expressed in both
HCC and adjacent non-tumor tissues, with a positive
expression in 84% (63/75) of HCC tissues and 89.3%
(67/75) of adjacent non-tumor tissues. Moreover, CMTM1
expression was related to family history and TNM stage of
HCC patients (P < 0.05), but had no relationship with
other clinicopathological characteristics. The survival
analysis based on IHC results showed that the prog-
nosis of HCC patients in CMTM1 negative group was

significantly poorer than that in CMTM1 positive group
(P < 0.05).
Conclusion ‒ CMTM1 has a high expression in HCC
tissues and is related to the prognosis of HCC patients.
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1 Introduction

Hepatocellular carcinoma (HCC), a common malignancy
of the digestive system, is highly prevalent in sub-
Saharan Africa and Asia [1]. According to recent statis-
tics, HCC has the second-highest incidence and mortality
in all cancers of China. More than 7,48,300 HCC cases
are newly diagnosed globally each year, with China
accounting for about 55% [2]. Most HCC patients are
already in the middle and advanced stages when they
are diagnosed. With the improvement of the medical
level of surgery, comprehensive treatment based on clini-
cal surgery significantly improves the therapeutic effi-
cacy of HCC. However, the clinical cure rate of HCC
and the long-term survival rate of patients continue to
be low [3]. Furthermore, 60–70% of HCC patients have
metastasis or recurrence within five years after tumor
resection [4]. The occurrence and development of HCC
are a complex process, including environmental and
genetic factors. Although the carcinogenic mechanism
of HCC has been extensively studied, the exact molecular
mechanism of HCC has not been well-elucidated.

The chemokine-like factor superfamily (CKLFSF) is a
newgene familyfirst reported in 2001 [5]. It hasbeen found
that CMTM family members are extensively involved in
tumor development, with CMTM2, CMTM3, CMTM4,
CMTM5, and CMTM7 abnormally expressed in HCC tis-
sues and associated with the survival time of HCC
patients, which are important factors that affect the
prognosis of HCC patients [6–10]. CMTM3 was identified
to regulate the migration and invasion of gastric cancer
cells and thought to be a clinical candidate marker for
determining the prognosis of gastric cancer [11]. CMTM4
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and CMTM6 can participate in immune escape through
the synergistic protective effect of PD-L1 and are exten-
sively involved in the process of tumor proliferation and
metastasis [12,13]. CMTM5-v1 is found to inhibit prostate
cancer (PCa) cells through the EGFR signaling pathway,
and the loss of CMTM5 may be involved in the occur-
rence and development of PCa caused by deregulated
EGFR. Meanwhile, CMTM5 may be associated with the
inhibitory effect of tyrosine kinase inhibitors (TKIs) with
EGFR and human epidermal growth factor-2 (HER2)
activation [14]. Our previous studies have also found
that CMTM4 and CMTM6 play a very important role in
the occurrence and development of HCC [6,15].

CMTM1, a critical member of the CMTM family, is
located on chromosome 16q22 and consists of 7 exons
and 6 introns. According to the available studies, CMTM1
is highly expressed in testicular and tumor tissues, sug-
gesting that CMTM1 might play a vital role in tumorigen-
esis [16,17]. Previous studies have found that CMTM1 is
closely related to the occurrence, development, and treat-
ment of breast cancer and lung cancer [16,18], but studies
on theoccurrence anddevelopment of CMTM1 inHCChave
not been reported.

In this study, the expression of CMTM1 in HCC and
adjacent non-tumor tissues was detected by immuno-
histochemistry (IHC) method. And then, we analyzed its
relationship with clinicopathological features and prog-
nosis of HCC patients. We aimed to provide a potential
molecular marker for early diagnosis and therapy of HCC.

2 Materials and methods

2.1 Tissue samples

All research subjects were diagnosed with HCC by histo-
pathology in the First Affiliated Hospital of Guilin Medical
University from 2007 to 2015. Paired HCC and adjacent

non-tumor tissues were obtained from 75 HCC patients
through tumor resection. All patients had not received
any type of treatment before surgery and had complete
clinical data shown in Table 2. All patients were followed
up by outpatient review or telephone. Survival time
was calculated in months from the first day after surgery
until the patient developed tumor metastasis, recurrence,
death, or reached the end of follow-up. This study was
approved by the ethics committee of Guilin Medical
University (GLMC2014003) and obtained the written

Table 2: Association between the expression of CMTM1 and clinico-
pathological features of HCC patients

Variables Total CMTM1 staining χ2 P

Positive Negative

Gender
Male 61 52 9 0.002 0.964
Female 14 12 2
Age, year
<50 34 28 6 0.441 0.506
≥50 41 36 5
Smoking
No 42 37 5 0.582 0.446
Yes 33 27 6
Alcohol intake
No 35 31 4 0.550 0.458
Yes 40 33 7
HCC family history
No 63 56 7 3.977 0.046
Yes 12 8 4
HBV infection
No 15 14 1 0.959 0.327
Yes 60 50 10
Liver cirrhosis
No 37 30 7 1.055 0.304
Yes 38 34 4
AFP (ng/mL)
<400 32 27 5 0.041 0.840
≥400 43 37 6
Tumor diameter (cm)
<5 39 31 8 2.219 0.136
≥5 36 33 3
Tumor number
1 40 34 6 0.008 0.930
≥2 35 30 5
Tumor grade
I + II 42 35 7 0.305 0.581
III + IV 33 29 4
TNM stage
T1 + T2 39 30 9 4.592 0.032
T3 + T4 36 34 5
Metastasis
No 48 41 7 0.001 0.987
Yes 27 23 4

Notes: Bold values indicate significance.

Table 1: CMTM1 expression in paired HCC tissues and adjacent
non-tumor tissues

HCC tissues Adjacent non-tumor tissues Total

Positive Negative

Positive 58 5 63
Negative 9 3 12
Total 67 8 75

Notes: P ＞ 0.05, P value is based on the McNemar χ2 test. HCC:
hepatocellular carcinoma.
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informed consent of each patient in compliance with
the Helsinki Declaration.

2.2 Bioinformatics analysis

HCC gene expression profile files were downloaded from
The Cancer Genome Atlas (TCGA) database including 423
CMTM1 expression profile samples (373 HCC specimens, 50
paracancerous specimens). Then, the data were collated by
the R (3.6.1) package and followed by statistical analysis.

2.3 Immunohistochemistry (IHC)

Immunohistochemistry (IHC) was used to detect the pro-
tein expression of CMTM1. The specific steps are as fol-
lows: First, the tissue microarray with a thickness of
2 microns was baked in a 60℃ ovens for 2 h and dewaxed
by xylene and hydrated with gradient ethanol after tak-
ing it out. Putting the tissue microarray in EDTA buffer
(pH = 8.0), and repaired the antigen by high pressure
andheating for 2.5 min. The tissuemicroarraywas dripped
with endogenous peroxidase blocker, incubated for 10min
to remove endogenous peroxidase,washedwith PBSbuffer,
and then added goat serum to seal for 20min. After drying,
CMTM1 primary antibody (Abcam, Cambridge, MA, USA)
was added and incubated overnight at 4℃. On the second
day, afterwashingwithPBSbuffer solution, goat anti-rabbit
secondary antibody was hereby added and incubated at
room temperature for 30min. After cleaning with PBS
buffer, 3,3′-diaminobenzidine tetrahydrochloride (DAB)was
given to treat the tissues to develop color and observed
under a microscope for 5–10min until the color develop-
mentwas appropriate. Finally, tissues were counterstained
with hematoxylin, differentiatedwith 1%hydrochloric acid
alcohol, rinsed back to blue with running water, dehy-
drated with gradient alcohol, transparentized with xylene,
and fixed with neutral gum sealing tablets, the whole pro-
cess without drying section conditions. All immunostained
sections were evaluated blindly without knowing the clini-
copathological information.

2.4 Assessment of IHC results

The assessment of CMTM1 expression in tissues was as
follows: (1) five different fields of view were randomly

selected at 400× microscopy for analysis. The scores for
the percentage of positively stained cells were 0 for ≤5%,
1 for 6–25%, 2 for 26–50%, 3 for 51–75%, and 4 for >75%,
respectively. (2) And the scores based on the intensity of
staining were 0 for uncolored, 1 for light yellow, 2 for
brown, and 3 for yellow-brown. Finally, the two scores
were multiplied together: 0 was (−), 1–4 was (+), 5–8 was
(++), and 9–12 was (+++). In this group, the positive and
negative expression of CMTM1 was defined as score >4
and ≤4, respectively.

2.5 Statistical analysis

All data were statistically processed by SPSS19.0, and the
expression difference between HCC and adjacent non-
tumor tissues was compared by chi-square test. The sur-
vival probability was estimated by Kaplan–Meier method,
and the survival curve between the groups was tested by
Log-rank test. The difference was considered statistically
significant when P < 0.05.

3 Results

3.1 CMTM1 expression in HCC tissues

We first conducted IHC to detect the protein expression of
CMTM1 in HCC and paired adjacent non-tumor tissues. As
shown in Figure 1a, the positive expression of CMTM1 in
HCC and adjacent non-tumor tissues were 84% (63/75)
and 89.3% (67/75), respectively, indicating a high expres-
sion of CMTM1 both in HCC and adjacent non-tumor
tissues (Table 1, P = 0.079). And then we verified the ex-
pression of CMTM1 inHCCandnormal liver tissues from the
TCGA database. As shown in Figure 1b, we found that the
mRNA expression of CMTM1 in HCC tissues was signifi-
cantly higher than that in normal liver tissues (P < 0.05).

3.2 Relationship between CMTM1
expression and clinicopathological
characteristics of HCC patients

We further explored the relationship between CMTM1
expression and the clinicopathological factors of HCC
patients based on IHC results. As shown in Table 2,
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CMTM1 expression was significantly associated with the
family history and TNM stage of HCC patients (P < 0.05),
while had no relationship with other clinicopathological
features of HCC patients, such as gender, age, smoking,
alcohol intake, HBV infection, liver cirrhosis, serum
alpha-fetoprotein (AFP), tumor diameter, tumor number,
or metastasis.

3.3 Relationship between CMTM1
expression and HCC prognosis

To investigate the prognostic value of CMTM1 in HCC, we
used the Kaplan–Meier model to analyze the effect of

CMTM1 expression on the prognosis of HCC patients.
And we found that the survival of HCC patients with
CMTM1 positive expression was significantly higher
than those with CMTM1 negative expression, as shown
in Figure 2a. From the analysis of the TCGA database,
the low expression of CMTM1 is associated with longer
disease-free survival in patients with HCC and the
tumor postoperative survival time of the CMTM1 high
expression group was significantly shorter than that in
the CMTM1 low expression group, as shown in Figure
2b and c. Further, COX proportional risk model found
that CMTM1 was an independent prognostic factor for
HCC patients with an OR of 2.475 (P = 0.017, 95% CI =
1.179–5.194, Table 3).

Figure 1: CMTM1 expression in HCC tissues. (a) Positive and negative expression of CMTM1 in HCC tissues and adjacent non-tumor tissues
by IHC detection. (b) CMTM1 expression in normal liver and HCC tissues in the TCGA database. ***P < 0.001.
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4 Discussion

As a member of the CMTM family, CMTM1 not only has
a broad-spectrum chemotactic activity, but also plays
a significant biological role in hematopoietic, immune,
cardiovascular, and male reproductive systems. In the
study of autoimmune diseases, it has been found that
CMTM1 may be involved in the occurrence and develop-
ment of arthritis by interacting with the C–C chemokine
receptor 4 (CCR4) [19]. In addition, CMTM1 is associated

with the occurrence of rheumatic diseases [20]. CMTM1
has also been reported to be highly expressed in testis,
localized in spermatogonial cells, and secreted into sper-
matogenic tubules to participate in male reproductive
activities [17]. Moreover, CMTM1 is recently found to be
associated with the development, progression, and
metastasis of various malignant tumors.

CMTM1-v17, an RNA splicing form of CMTM1, is
highly expressed in both normal prostate tissues andpros-
tate cancer-originated cell lines. It is a new androgen
receptor co-inhibitor andexerts its tumor suppressor func-
tion by recruiting histone deacetylases, indicating that the
CMTM1 gene is a potential tumor suppressor gene [21]. In
MDA-MB-231 breast cancer cell lines, overexpression of
CMTM1 canpromote the proliferation of breast cancer cells
and resist apoptosis induced by tumor necrosis factor-α
(TNF-α) [16]. Besides, CMTM1 also promotes the invasion
and proliferation of glioblastoma cells. High expression of
CMTM1 is significantly related to the shorteroverall survival
of patients with glioblastoma, suggesting that CMTM1 is a
priority target for glioblastoma [22]. CMTM1 is overex-
pressed in lymphoma cells, and the addition of CMTM1
polypeptide in vitro can induce apoptosis of lymphoma
cells. This may be due to the interaction between CMTM1
and the calcium-loving cyclin ligand (CAML), which nega-
tively regulates the calcium response of the endoplasmic
reticulum (ER) and induces the activation of mitochondrial
caspases and the release of cytochrome c, which in turn
leads to cell apoptosis [23].

In this study, the mRNA expression of CMTM1 was
upregulated in HCC tissues analyzed by bioinformatics,
and its high expression was associated with poor prog-
nosis for HCC patients. However, we didn’t find a dif-
ferent protein expression of CMTM1 between HCC and
paired adjacent non-tumor tissues from IHC results,which
may be due to different tumor sources, differentmalignant
degrees, or different detectionmethods. From the analysis
of the TCGA database, the survival rate of the CMTM1 high
expression group was significantly lower than that in the
CMTM1 low expression group. This is also different from
our IHC results, and it may be caused by the small sample

Figure 2: Relationship between CMTM1 expression and prognosis of
HCC patients. (a) Analysis of the effect of CMTM1 expression on
postoperative survival time of HCC patients using the Kaplan–Meier
model based on IHC results. (b) Survival analysis of CMTM1
expression on postoperative survival time of HCC patients from the
TCGA database. (c) Survival analysis of CMTM1 expression on dis-
ease-free survival time of HCC patients from the TCGA database.

Table 3: COX regression analysis for overall survival of HCC patients
after surgery

Variables B Wald P-value ORa 95% CI

Lower Upper

CMTM1 0.906 5.740 0.017 2.475 1.179 5.194

Notes: Bold values indicate significance. ORa adjusted for age and
gender.
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size of this experiment. Further studies of CMTM1 in HCC
need to be elucidated from bigger population sample.

Combined with the relevant clinicopathological data,
the protein expression of CMTM1 was significantly corre-
lated with the family history and TNM stage of HCC
patients. Further analysis byKaplan–Meiermodel showed
that the survival of HCC patients in the CMTM1 negative
group was significantly lower than that in the positive
group, indicating that the negative expression of CMTM1
might be related to the poor prognosis of HCC patients,
which was consistent with the results of previous studies
on CMTM family in HCC. COX survival analysis showed
that CMTM1 was an independent risk factor for the prog-
nosis of HCCpatients. These results indicate that the nega-
tive expression of CMTM1 is associated with poor prog-
nosis of HCC patients.

5 Conclusion

In summary, this study reports the relationship between
the expression of CMTM1 with the occurrence and prog-
nosis of HCC, which proves that the low expression of
CMTM1 might be a risk factor for the poor prognosis of
HCC patients. CMTM1 is expected to be a new molecular
marker for predicting the poor prognosis of HCC in the
future.However, due to the small sample size of this study,
patient-related information such as whether the patients
have received drug treatment after surgery is not compre-
hensive enough, which might lead to information bias.
Therefore, whether CMTM1 can be a single prognostic
molecular marker still needs to be fully validated.

Acknowledgments: This work was supported by the Na-
tional Natural Science Foundation of China (81860586,
81860602), Natural Science Foundation of Guangxi
Province (2018GXNSFAA281054, 2018GXNSFBA281216),
and Key Science and Technology Research and Develop-
ment Program Project of Guangxi (AB17292074).

Conflict of interest: The authors have no conflicts of
interest to declare.

References

[1] Bray F, Ferlay J, Soerjomataram I, Siegel RL, Torre LA, Jemal A.
Global cancer statistics 2018: GLOBOCAN estimates of inci-
dence and mortality worldwide for 36 cancers in 185 countries.
CA Cancer J Clin. 2018;68(6):394–424.

[2] Siegel RL, Miller KD, Jemal A. Cancer statistics, 2017.
CA Cancer J Clin. 2017;67(1):7–30.

[3] Zhu Q, Li N, Zeng X, Han Q, Li F, Yang C, et al. Hepatocellular
carcinoma in a large medical center of China over a 10-year
period: evolving therapeutic option and improving survival.
Oncotarget. 2015;6(6):4440–50.

[4] Lee SC, Tan HT, Chung MC. Prognostic biomarkers for predic-
tion of recurrence of hepatocellular carcinoma: current status
and future prospects. World J Gastroenterol.
2014;20(12):3112–24.

[5] Han W, Lou Y, Tang J, Zhang Y, Chen Y, Li Y, et al. Molecular
cloning and characterization of chemokine-like factor 1
(CKLF1), a novel human cytokine with unique structure and
potential chemotactic activity. Biochem J.
2001;357(Pt1):127–35.

[6] Bei C, Zhang Y, Wei R, Zhu X, Wang Z, Zeng W, et al. Clinical
significance of CMTM4 expression in hepatocellular carci-
noma. Oncol Targets Ther. 2017;10:5439–43.

[7] Guo X, Zhang S, Tan S, Bei C, Zhang H, Zhu X, et al.
Downregulated CMTM2 poses potential clinical
significance in hepatocellular carcinoma. DNA Cell Biol.
2020;39(4):683–9.

[8] Huang ZM, Li PL, Yang P, Hou XD, Yang YL, Xu X, et al.
Overexpression of CMTM7 inhibits cell growth and
migration in liver cancer. Kaohsiung J Med Sci.
2019;35(6):332–40.

[9] Xu G, Dang C. CMTM5 is downregulated and suppresses
tumour growth in hepatocellular carcinoma through regulating
PI3K-AKT signalling. Cancer Cell Int. 2017;17:113.

[10] Li W, Zhang S. CKLF-like MARVEL transmembrane domain-
containing member 3 (CMTM3) inhibits the proliferation and
tumorigenisis in hepatocellular carcinoma cells. Oncol Res.
2017;25(2):285–93.

[11] Su Y, Lin Y, Zhang L, Liu B, Yuan W, Mo X, et al. CMTM3
inhibits cell migration and invasion and correlates with
favorable prognosis in gastric cancer. Cancer Sci.
2014;105(1):26–34.

[12] Burr ML, Sparbier CE, Chan YC, Williamson JC, Woods K,
Beavis PA, et al. CMTM6maintains the expression of PD-L1 and
regulates anti-tumour immunity. Nature.
2017;549(7670):101–5.

[13] 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.

[14] Yuan Y, Sheng Z, Liu Z, Zhang X, Xiao Y, Xie J, et al. CMTM5-v1
inhibits cell proliferation and migration by downregulating
oncogenic EGFR signaling in prostate cancer cells. J Cancer.
2020;11(13):3762–70.

[15] Zhu X, Qi G, Li C, Bei C, Tan C, Zhang Y, et al. Expression and
clinical significance of CMTM6 in hepatocellular carcinoma.
DNA Cell Biol. 2019;38(2):193–7.

[16] Wang J, Zhang G, Zhang Y, Luo Y, Song Q, Qiu X, et al.
CMTM1_v17 is a novel potential therapeutic target in breast
cancer. Oncol Rep. 2014;32(5):1829–36.

[17] Wang L, Wu C, Zheng Y, Qiu X, Wang L, Fan H, et al.
Molecular cloning and characterization of chemokine-like
factor super family member 1 (CKLFSF1), a novel
human gene with at least 23 alternative splicing
isoforms in testis tissue. Int J Biochem Cell Biol.
2004;36(8):1492–501.

222  Xin Song et al.



[18] Si J, Zhang P, Tian D, Wang X, Ma Y, Zhang J, et al. CMTM1_v17
is associated with chemotherapy resistance and poor prog-
nosis in non-small cell lung cancer. World J Surg Oncol.
2017;15(1):34.

[19] Zhang M, Xu Y, Liu Y, Cheng Y, Zhao P, Liu H, et al. Chemokine-
Like Factor 1 (CKLF-1) is overexpressed in keloid patients: a
potential indicating factor for keloid-predisposed individuals.
Medicine (Baltim). 2016;95(11):e3082.

[20] Tao K, Tang X, Wang B, Li RJ, Zhang BQ, Lin JH, et al. Distinct
expression of chemokine-like factor 1 in synovium of
osteoarthritis, rheumatoid arthritis and ankylosing spondy-
litis. J Huazhong Univ Sci Technol Med Sci. 2016;36(1):70–6.

[21] Zhu BM, Li T, Zhou YL, Song QS, Wang L. CMTM1-v17, a new
potential corepressor of androgen receptor. Beijing Da Xue
Xue Bao Yi Xue Ban. 2007;39(4):388–93.

[22] 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.

[23] Cao L, Yang C, Zhu B, Zhang G, Zhao N, Liu X, et al. A novel
protein CMTM1-v5 specifically induced human lymphoma cells
apoptosis in vitro and in vivo. Exp Cell Res.
2019;385(1):111623.

Expression of CMTM1 in HCC  223


	1 Introduction
	2 Materials and methods
	2.1 Tissue samples
	2.2 Bioinformatics analysis
	2.3 Immunohistochemistry (IHC)
	2.4 Assessment of IHC results
	2.5 Statistical analysis

	3 Results
	3.1 CMTM1 expression in HCC tissues
	3.2 Relationship between CMTM1 expression and clinicopathological characteristics of HCC patients
	3.3 Relationship between CMTM1 expression and HCC prognosis

	4 Discussion
	5 Conclusion
	Acknowledgments
	References


<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (None)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (ISO Coated)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.3
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Perceptual
  /DetectBlends true
  /DetectCurves 0.1000
  /ColorConversionStrategy /sRGB
  /DoThumbnails true
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 524288
  /LockDistillerParams true
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts false
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 150
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 150
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 600
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName (http://www.color.org?)
  /PDFXTrapped /False

  /CreateJDFFile false
  /SyntheticBoldness 1.000000
  /Description <<
    /POL (Versita Adobe Distiller Settings for Adobe Acrobat v6)
    /ENU <FEFF0056006500720073006900740061002000410064006f00620065002000440069007300740069006c006c00650072002000530065007400740069006e0067007300200066006f0072002000410064006f006200650020004100630072006f006200610074002000760036>
  >>
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [2834.646 2834.646]
>> setpagedevice


