
Abstract. Aim: This study aimed to investigate the
relationship between prognosis after curative hepatectomy
and serum methylation signature (SMS), defined by
methylation levels of six specific genes (cyclin D2, Ras
association (RalGDS/AF-6) domain family member 1, serine
peptidase inhibitor  Kunitz type 2, cystic fibrosis
transmembrane conductance regulator, brain abundant
membrane attached signal protein 1, and steroid-5-alpha-
reductase alpha polypeptide 2). Patients and Methods: Serum
samples were collected preoperatively from 125 patients with
hepatocellular carcinoma associated with hepatitis C virus
infection who underwent curative hepatectomy. We measured
the methylation levels of the preceding six genes. We defined
the methylation of three genes or more in the serum as SMS-
positive in this study. We investigated the prognosis of SMS-
positive patients. Results: SMS-positive patients exhibited
significantly shorter disease-free survival (DFS) and overall
survival (OS) than SMS-negative patients (p=0.0002 and
p<0.0001, respectively). Multivariate analysis showed that
SMS positivity was an independent risk factor for shorter
DFS (hazard ratio (HR)=2.182; p<0.001) and OS
(HR=4.198; p<0.001). Conclusion: SMS is useful as a
prognostic predictor in patients with hepatocellular
carcinoma after curative hepatectomy.

Hepatocellular carcinoma (HCC) develops mainly from
chronic liver diseases such as persistent infection with the
hepatitis B virus (HBV) and the hepatitis C virus (HCV).
Due to the continued increase in the incidence of HCC in
many countries, HCC represents a major international health
problem (1, 2). Although resection provides one of the best
chances for a cure in patients with HCC, data from the
International Cooperative Study Group for Hepatocellular
Carcinoma show a poor 5-year survival rate of only 31-41%,
regardless of ethnicity (3). This modest prognosis is largely
attributable to the high rate of intrahepatic recurrence (IHR)
of the disease (4, 5). To improve the poor prognosis, it is
necessary to identify a simple prognostic marker for HCC
that would be valid prior to surgical therapy.

It is well-established that epigenetic inactivation of gene
expression linked to aberrant methylation on C–phosphate–G
(CpG) islands serves as a fundamental contributor to
carcinogenesis and cancer progression (6-8). Since the CpG
island methylator phenotype (CIMP), characterized by the
simultaneous methylation of multiple genes, was found to be
associated with a molecular sub-class of colon cancer (9),
the relationship of CIMP status to a sub-class of HCC has
been well-documented (10-13). Many recent studies have
shown that CIMP status in tumor tissues is associated with
up-regulation of telomerase activity, progression, and
recurrence of HCC (10-13). However, all those studies used
resected tumor tissues to measure the methylated form of
several targeted genes, suggesting that their predictors based
on tumor tissues do not work prior to surgery (10-13). Our
recent study showed that methylation level of the cyclin D2
(CCND2) gene in tumor tissue were consistent with its
methylation level in serum in patients with HCV-related
HCC (14). This raises one hypothesis that blood (i.e. serum)
could serve as an easy-to-use substitute for the assessment
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of the methylation signature such as CIMP at the primary
tumor, and the methylation signature in serum might serve
as a prognostic predictor of HCV-related HCC prior to
surgery. The purpose of the present study was to investigate
the association between the methylation level of several
genes in the serum and the metastatic potential of HCV-
related HCC, such as early IHR due to intrahepatic
metastasis.

Patients and Methods

Patients. The present study enrolled 125 patients with HCV-
associated HCC who underwent curative hepatectomy in our
Institute between August 1993 and December 2009. The patients
were followed up according to the surveillance program described
previously (15). The tumor-node-metastasis (TNM) staging system
revised by the Liver Cancer Study Group of Japan (LCSGJ) was
used for this study. Written informed consent was obtained from all
patients prior to their entry into this study. The study protocol was
approved in advance by the Institutional Review Board for the Use
of Human Subjects at the Yamaguchi University School of
Medicine. 

DNA extraction and evaluation by quantitative methylation-specific
polymerase chain reaction (QMSP) in cell-free DNA in serum.
Serum samples were collected preoperatively from patients who
had HCC associated with HCV. We examined the serum
methylation level of six genes (CCND2, Ras association
(RalGDS/AF-6) domain family member 1 (RASSF1A), serine
peptidase inhibitor Kunitz type 2 (SPINT2), cystic fibrosis
transmembrane conductance regulator (CFTR), brain abundant
membrane attached signal protein 1 (BASP1) and steroid-5-alpha-
reductase alpha polypeptide 2 (SRD5A2)) in cell-free DNA
(cfDNA). The six genes were selected from our DNA database and
based on the literature (Figure 1), and judged as suitable for our
methylation marker study on the basis of validation with the use of
pyrosequencing after bisulfate treatment (15, 16).

DNA was extracted from 0.5 ml of sera using the DNA Extractor
SP Kit for serum and plasma (Wako Pure Chemical Industries Ltd.,
Osaka, Japan). The extracted DNA was treated with bisulfate and
quantified. We used the QMSP assay to measure methylated levels
of six genes in the DNA extracted from serum (Table I).

For the determination of the methylation level of six genes in
serum, the amount of methylated DNA in 5 μl (1 ng) of bisulfate-
treated DNA solution was quantified by using a standard curve
constructed from simultaneously measured standards made from a
dilution series (2000, 1000, 500 and 250 pg/μl) of artificially
methylated DNA (CpGenome™ Universal Methylated DNA;
Chemicon International Inc., Temecula, CA, USA). Serum
methylation levels were calculated as the relative amount of
methylated DNA (measured as pg/1 ml serum). Our system was
unable to quantify values below 0.2 pg/1 ml serum (14). Thus,
serum samples with values greater than 0.2 pg/1 ml serum were
considered positive for methylation of genes in the present study.

Statistical analysis. The Chi-square test or Fisher’s exact test was
used to evaluate statistical differences between two or three
categorical variables. We used the Cox proportional hazards model
to assess independent factors for disease-free survival (DFS) and

overall survival (OS). Eight variables, namely tumor size, tumor
differentiation, venous invasion, stage, the presence of liver
cirrhosis (LC), alfa-fetoprotein (AFP), prothrombin-induced
vitamin K absence II (PIVKA-II), and serum methylation signature
(SMS), were entered into a forward stepwise regression model.
Each model was tested for goodness of fit by –2 log likelihood and
chi-square in each step. For DFS and OS, survival curves were
constructed using the Kaplan–Meier method, and statistical
significance was determined by the log-rank test. All statistical
analyses were performed using SPSS 19 (SPSS; IBM, Chicago, IL,
USA) software. Levels of p<0.05 were considered to be
statistically significant.

Results

Patients’ clinicopathological features associated with genes.
Patients sero-positivity for the presence of methylated CFTR
and BASP1 were significantly older than the patients who
were sero-negative for these genes  (p=0.042 and p=0.039,
respectively; Table I). Tumor size was significantly larger in
patients sero-positive for methylated CCND2, RASSF1A,
SPINT2, and CFTR than in those sero-negative (p=0.037,
p=0.013, p<0.001 and p=0.028, respectively; Table I).
Tumor number was significantly greater in patients sero-
positive for methylated BASP1 than in those sero-negative
(p=0.05; Table I). Tumor differentiation grade was
significantly lower in patients sero-positive for methylated
BASP1  (p=0.013; Table I). Patients sero-positive for
methylated CCND2 and SRD5A2 had more advanced HCC
than did those who were sero-negative (p=0.019 and
p=0.029, respectively; Table I). There were no associations
between gender or venous invasion and methylation of any
of the six genes in serum (Table I).

Patients’ clinicopathological features associated with early
IHR. Sixty-four (51.2%) out of the 125 study patients
demonstrated IHR within two years after curative
hepatectomy (Table II). The frequency of early IHR tended
to be higher in males than in females (p=0.080; Table II).
Patients with early IHR tended to be younger than those
without early IHR (p=0.099; Table II). There were no
associations between other factors and early IHR (Table II).

Relationship between SMS and early IHR. The frequency of
early IHR was significantly higher in patients sero-positive for
methylated SPINT2 and SRD5A2 than in those who were sero-
negative  (p=0.018 and p=0.036, respectively, Table III).

Among the six genes tested, SPINT2 and SRD5A2 displayed
high specificity (82.0% and 93.4%) but low sensitivity (37.5%
and 20.3%) for early IHR detection (Table III).  

Our data showed that in parallel to an increase in the
number of methylation-positive genes, the frequency of early
IHR became high (Figure 2). Thus, we examined the
relationship between number of genes with methylation (n1-6)
and early IHR, and evaluated specificity, sensitivity, accuracy
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and Youden’s index (Figure 2, Table III). We found that
positivity for methylation of more than three genes achieved
the best performance (specificity=67.2%, sensitivity=56.3%,
accuracy=62.4% and Youden’s index=0.235) in all
combinations tested (Table III). Therefore, we defined
methylation of more than three  genes in the serum as SMS-
positive in the present study. 

SMS was positive in 56 (44.8%) out of the 125 study
patients. Tumor size was significantly larger in SMS-positive
patients than in SMS-negative patients (p=0.005; Table IV).
There were no associations between SMS positivity and other
clinicopathological features such as patient gender or age,
state of the liver, number of tumors, tumor differentiation,
venous invasion, stage, AFP, or PIVKA-II (Table IV). 
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Figure 1. Schema for selection of candidate genes (cyclin D2 (CCND2), Ras association (RalGDS/AF-6) domain family member 1 (RASSF1A),
serine peptidase inhibitor Kunitz type 2 (SPINT2), cystic fibrosis transmembrane conductance regulator (CFTR), brain abundant  membrane attached
signal protein 1 (BASP1) and steroid-5-alpha-reductase alpha polypeptide 2 (SRD5A2)). We examined the serum methylation level of six genes
(RASSF1A, CCND2, CFTR, BASP1, SPINT2, and SRD5A2) in cell-free DNA that were selected from our DNA database and the literature.
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Although the performance of SMS in detecting early IHR
was better than the single use of six genes, the individual six
genes had, a Youden’s index (sensitivity+specificity–1)
greater than 0.5 for detection of early IHR in our cohort
(Table III).

Relationship between SMS and prognosis. Patients sero-
positive for methylated CCND2 and SPINT2 had
significantly shorter DFS than those who were sero-
negative (p=0.028 and p=0.001, respectively; Figure 3).
Patients sero-positive for methylated CCND, RASSF1A,
BASP1, and SPINT2 had significantly shorter OS than
those who were sero-negative (p=0.002, p=0.007,
p=0.030, and p<0.001, respectively; Figure 4). SMS-
positive patients had significantly shorter DFS and OS than
SMS-negative patients (p=0.0002 and p<0.0001,
respectively; Figure 5). 

We used the Cox proportional hazards model to assess
independent factors for DFS and OS. Fourteen variables,

namely tumor size, tumor differentiation, venous invasion,
stage, the presence of liver cirrhosis (LC), AFP, PIVKA-II,
the six genes used in the present study, and SMS were
entered into a forward stepwise regression model. The results
showed that SMS was an independent risk factor for both
DFS [hazard ratio (HR)=2.182; p<0.001; Table V) and OS
(HR=4.198; p<0.001; Table V).

Discussion

Detection and measurement of circulating cfDNA specific
for malignancies has opened new opportunities in predictive
oncology (17, 18). In a genome-wide search using DNA
array data, our recent study used a QMSP technique to
identify two unique genes (BASP1 and SRD5A2) for which
promoter methylation is specific for small HCC associated
with HCV infection (19). Moreover, we found that four
genes (RASSF1A, SPINT2, CCND2, and CFTR) were
exclusively methylated in early HCC tissues (16). We have
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Figure 2. Relationship of serum methylation signature (SMS) and early intrahepatic recurrence (IHR). Our data showed that in parallel to an
increase in the number of methylation-positive genes, the incidence of early IHR became high. We examined the relationship between the number of
methylated genes (n≥1-6) and early IHR, and evaluated their specificity, sensitivity, and accuracy in predicting IHR. We found that methylation
positivity of more than three genes achieved the best performance (specificity=67.2%, sensitivity=56.3%, and accuracy=62.4%) in all combinations
tested. Therefore, we defined methylation of more than three genes in the serum as SMS-positive in the present study.



already reported that methylated CCND2 in the serum serves
as a predictor of prognosis in HCC after curative
hepatectomy (14). The aim of the present study was to
develop a more accurate prognostic predictor for patient
outcome after curative hepatectomy using methylation of
these six genes preoperatively. 

In the present study, the frequency of early IHR was
significantly higher in patients who were sero-positive for
methylated SPINT2 and SRD5A2 than in those who were sero-
negative for these genes. Among the six genes tested, SPINT2
and SRD5A2 displayed high sensitivities (82.0% and 93.4%) but
low specificities (37.5% and 20.3%) for early IHR detection. 
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Figure 3. Disease-free survival (DFS) according  to six genes. Patients who were sero-positive for methylated cyclin D2 (CCND2) and serine peptidase
inhibitor Kunitz type 2 (SPINT2) exhibited significantly shorter DFS than patients who were sero-negative (p=0.028 and p=0.001, respectively).



There are limitations in the use of a single marker for
providing an accurate prediction of the outcome of patients
with cancer because cancer progression needs various
genomic and epigenomic changes (20). To resolve these
issues, we identified a new biological sub-class linked to

outcome defined by methylation signature. We examined the
combinations of genetic number to use statistically and
evaluated the combinations using Youden’s index. Thus, we
defined patients with methylation of more than three genes in
the serum as SMS-positive in this study. Although using the

Kanekiyo et al: Preoperative Serum Methylation Signature as Prognostic Tool After Hepatectomy with HCC

1003

Figure 4. Overall survival (OS) according  to six genes. Patients who were sero-positive for methylated cyclin D2 (CCND2), Ras association
(RalGDS/AF-6) domain family member 1 (RASSF1A), brain abundant  membrane attached signal protein 1 (BASP1)  and serine peptidase inhibitor
Kunitz type 2 (SPINT2) exhibited significantly shorter OS than patients sero-negative for methylation of these genes (p=0.002, p=0.007, p=0.030 and
p<0.001, respectively).



SMS to detect early IHR was better than the single use of
six genes individually, the individual six genes had a
Youden’s index of more than 0.5 for early IHR detection in
our cohort. It was necessary to combine SMS with other
clinical parameters such as gender or PIVKA II in order to
obtain superior results.

However, SMS positivity was found to have clinical
importance in patient’s prognosis. SMS-positive patients had
significantly shorter DFS and OS than SMS-negative
patients. Among several clinical factors, SMS-positivity was
found to be an independent risk factor for both shorter DFS
and shorter OS. 

We defined SMS as a CpG island methylator phenotype
(CIMP). Since the CIMP has been associated with a
molecular subclass of colon cancer (9), the relationship of
CIMP status to a sub-class of HCC has been well
documented (10-13). Toyota et al. reported that in patients
with gastric cancer, CIMP positivity was defined as positive
methylation of more than three genes at a primary tumor;
and CIMP-positive patients had a poor prognosis (21).
Many differences in the definition of CIMP (i.e. different
CpG positions or different genes tested, or cut-off value for
definition) exist among the studies that have reported the
relationship between CIMP status in tumor tissues and
prognosis or recurrence of HCC (10-13). Indeed, among the
genes used in the present study, five genes other than
RASSF1A were not listed as CIMP-related genes for HCC
in other studies (10-13). It has also been reported that P16
and glutathione S-transferase pi 1 (GSTP1) are associated
with HCC (10-13). Therefore, we preliminarily analyzed
P16 and GSTP1, which have been examined in previous
CIMP studies with respect to HCC (10-13). However, these
genes were not methylated in a cancer-specific manner in
the cohort of only HCV-infected patients (10-13). In
addition, there were also differences in sample backgrounds
(i.e. different races or different hepatitis virus types). A
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Figure 5. Disease-free survival (DFS) and overall survival (OS) in HCC patients according to the serum methylation signature (SMS) defined by six
methylated genes. Among the 125 study patients who underwent curative surgery, 56 were positive for SMS and the remaining 69 patients were
negative. SMS-positive patients exhibited significantly shorter DFS and OS than SMS-negative patients (p=0.0002 and p<0.0001, respectively).

Table II. Patient  clinicopathological features associated with early
intrahepatic recurrence (IHR).

Early IHR p-Value

Absence Presence
(n=61) (n=64)

Gender 0.080a

Male 39 50
Female 22 14

Age (years) 0.099a

<65 18 28
≥65 43 36

Tumor number 0.803a

Single 32 35
Multiple 29 29

Tumor size 0.286b

<2 cm 13 7
2-5 cm 36 43
>5 cm 12 14

Tumor differentiation 0.314b

Well 14 10
Moderately 37 47
Poorly 10 7

Venous invasion 0.310a

Negative 46 43
Positive 15 21

Stage 0.803a

I/II 29 29
III/IV 32 35

Liver cirrhosis 0.128a

Negative 26 36
Positive 35 28

AFP 0.408a

≤20 ng/ml 26 32
>20 ng/ml 35 32

PIVKA-II 0.175a

≤40 ng/ml 21 15
>40 ng/ml 40 49

SMS: Serum methylation signature, AFP: alpha-fetoprotein, PIVKA-II:
prothrombin-induced vitamin K absence II; aChi-square test; bFisher’s
exact test.



previous molecular profiling study (22) revealed that HBV
and HCV cause HCC via different carcinogenetic pathways.
Iizuka et al. have reported that there was a significant
difference in postoperative clinical course (i.e. outcome)
between HBV- and HCV-related HCCs (23). In evaluating a
new prognostic marker, it is crucial to minimize the bias
caused by distinct agents such as hepatitis viruses. Thus,
we investigated whether hypermethylation of six genes in
DNA isolated from serum was associated with early IHR
or the metastatic potential of HCC in a cohort consisting
only of HCV-infected patients. 

Bruix and Sherman reported a remarkable advancement in
the treatment and diagnosis of HCC (24). However, patients
with HCC may have a generally poor prognosis due to their
high rate of early IHR caused by intrahepatic spread of
cancer cells, even when curative hepatectomy is performed
(3, 4, 25, 26). A great deal of effort has been devoted to the
development of predictive systems for early IHR. Many
genome-wide studies using high-tech array systems (27-30)
have raised the possibility of accurately predicting early IHR
in patients with HCC. However, a shortcoming of this
approach is that such DNA array systems are high in cost,
generate unstable information, and require a tissue sample as

a source for molecular profiling, raising the issues of
preoperative and daily risk assessment in early IHR. In this
regard, our serological epigenetic marker may allow for risk
evaluation of early IHR or recurrence preoperatively in the
setting of everyday clinical practice. 

The present study shows the clinical benefit of analysis of
the SMS for evaluating the outcome of patients with HCV-
related HCC prior to surgical therapy. From the stand-point
of everyday clinical use, the development of predictive
systems must enable the accurate detection of patient risk for
early IHR. Although further studies are needed to correctly
predict patient outcome, the preoperative SMS is simple and
useful as a prognostic tool for patients with HCC with HCV
after curative hepatectomy.
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Table III. Relationship between early intrahepatic recurrence (IHR) and methylation signature, and sensitivity, specificity and accuracy.

Methylation signature Early IHR p-Value Sensitivity (%) Specificity (%) Accuracy (%) Youden’s index

Absence Presence 
(n=61) (n=64)

CCND2 0.590 46.9 59.0 52.8 0.059
Negative 36 34
Positive 25 30

RASSF1A 0.103 67.2 47.5 57.6 0.147
Negative 29 21
Positive 32 43

SPINT2 0.018 37.5 82.0 51.2 0.195
Negative 50 40
Positive 11 24

CFTR 0.203 67.2 44.3 56.0 0.115
Negative 27 21
Positive 34 43

BASP1 0.995 42.3 57.4 50.4 <0
Negative 35 37
Positive 26 27

SRD5A2 0.036 20.3 93.4 56.0 0.138
Negative 57 51
Positive 4 13

SMS-positive
Negative 41 28 0.007 67.2 56.3 62.4 0.235
Positive 20 36

CCND2: Cyclin D2, RASSF1A: Ras association (RalGDS/AF-6) domain family member 1, SPINT2: serine peptidase inhibitor Kunitz type 2, CFTR:
cystic fibrosis transmembrane conductance regulator, BASP1: brain abundant membrane attached signal protein 1, SRD5A2: steroid-5-alpha-
reductase, alpha polypeptide 2. SMS; serum methylation signature.



References

1 Deuffic S, Poynard T, Buffat L and Valleron AJ: Trends in
primary liver cancer. Lancet 351: 214-215, 1998.

2 El-Serag HB and Mason AC: Rising incidence of hepatocellular
carcinoma in the United States. N Engl J Med 340: 745-750, 1999.

3 Esnaola NF, Mirza N, Lauwers GY, Ikai I, Regimbeau JM,
Belghiti J, Yamaoka Y, Curley SA, Ellis LM, Nagorney DM and
Vauthey JN: Comparison of clinicopathologic characteristics and
outcomes after resection in patients with hepatocellular
carcinoma treated in the United States, France, and Japan. Ann
Surg 238: 711-719, 2003. 

4 Iizuka N, Hamamoto Y, Tsunedomi R and Oka M: Translational
microarray systems for outcome prediction of hepatocellular
carcinoma. Cancer Sci 99: 659-665, 2008.

5 Poon RT, Fan ST, Ng IO, Lo CM, Liu CL and Wong J: Different
risk factors and prognosis for early and late intrahepatic
recurrence after resection of hepatocellular carcinoma. Cancer
89: 500-507, 2000.

6 Herman JG and Baylin SB: Gene silencing in cancer in
association with promoter hypermethylation. N Engl J Med 349:
2042-2054, 2003.

7 Jones PA and Baylin SB: The fundamental role of epigenetic
events in cancer. Nat Rev Genet 3: 415-428, 2002.

8 Ushijima T: Detection and interpretation of altered methylation
patterns in cancer cells. Nat Rev Cancer 5: 223-231, 2005.

9 Toyota M, Ahuja N, Ohe-Toyota M, Herman JG, Baylin SB and
Issa JP: CpG island methylator phenotype in colorectal cancer.
Proc Natl Acad Sci USA 96: 8681-8686, 1999.

10 Li B, Liu W, Wang L, Li M, Wang J, Huang L, Huang P and
Yuan Y: CpG island methylator phenotype associated with tumor
recurrence in tumor-node-metastasis stage I hepatocellular
carcinoma. Ann Surg Oncol 17: 1917-1926, 2010.

11 Wu LM, Zhang F, Zhou L, Yang Z, Xie HY and Zheng SS:
Predictive value of CpG island methylator phenotype for tumor
recurrence in hepatitis B virus-associated hepatocellular carcinoma
following liver transplantation. BMC Cancer 10: 399, 2010.

12 Zhang C, Guo X, Jiang G, Zhang L, Yang Y, Shen F, Wu M and
Wei L: CpG island methylator phenotype association with up-
regulated telomerase activity in hepatocellular carcinoma. Int J
Cancer 123: 998-1004, 2008.

13 Zhang C, Li Z, Cheng Y, Jia F, Li R, Wu M, Li K and Wei L:
CpG island methylator phenotype association with elevated
serum alpha-fetoprotein level in hepatocellular carcinoma. Clin
Cancer Res 13: 944-952, 2007.

14 Tsutsui M, Iizuka N, Moribe T, Miura T, Kimura N, Tamatsukuri
S, Ishitsuka H, Fujita Y, Hamamoto Y, Tsunedomi R, Iida M,
Tokuhisa Y, Sakamoto K, Tamesa T, Sakaida I and Oka M:
Methylated cyclin D2 gene circulating in the blood as a
prognosis predictor of hepatocellular carcinoma. Clin Chim Acta
411: 516-520, 2010.

15 Tokuhisa Y, Iizuka N, Sakaida I, Moribe T, Fujita N, Miura T,
Tamatsukuri S, Ishitsuka H, Uchida K, Terai S, Sakamoto K,
Tamesa T and Oka M: Circulating cell-free DNA as a predictive
marker for distant metastasis of hepatitis C virus-related
hepatocellular carcinoma. Br J Cancer 97: 1399-1403, 2007.

ANTICANCER RESEARCH 35: 997-1008 (2015)

1006

Table IV. Patient clinicopathological features associated with serum
methylation signature (SMS).

SMS p-Value

Negative Positive
(n=69) (n=56)

Gender 0.654a

Male 48 41
Female 21 15

Age (years) 0.372a

<65 23 23
≥65 46 33

Tumor number 0.714a

Single 38 29
Multiple 31 27

Tumor size 0.005b

<2 cm 12 8
2-5 cm 50 29
>5 cm 7 19

Tumor differentiation 0.871b

Well 14 10
Moderately 45 39
Poorly 10 7

Venous invasion 0.310a

Negative 48 41
Positive 21 15

Stage 0.467a

I/II 30 28
III/IV 39 28

Liver cirrhosis 0.659a

Negative 33 29
Positive 36 27

AFP 0.474a

≤20 ng/ml 34 24
>20 ng/ml 35 32

PIVKA-II 0.654a

≤40 ng/ml 21 15
>40 ng/ml 48 41

SMS: Serum methylation signature, AFP: alpha-fetoprotein, PIVKA-II:
prothrombin-induced vitamin K absence II; aChi-square test; bFisher’s
exact test.

Table V. Independent risk factors for disease-free survival (DFS) and
overall survival (OS).

DFS Regression Standard Hazard ratio p-Value* 
coeffecient error (95%CI) 

SMS-Positive 0.78 0.206 2.182 <0.001
Gender –0.507 0.24 0.602 0.035

OS

SMS-Positive 1.435 0.289 4.198 <0.001
PIVKA-II 0.819 0.35 2.267 0.019

SMS: Serum methylation signature; CI: confidence interval; PIVKA-II:
prothrombin-induced vitamin K absence II. *Cox hazards model.



16 Moribe T, Iizuka N, Miura T, Kimura N, Tamatsukuri S,
Ishitsuka H, Hamamoto Y, Sakamoto K, Tamesa T and Oka M:
Methylation of multiple genes as molecular markers for
diagnosis of a small, well-differentiated hepatocellular
carcinoma. Int J Cancer 125: 388-397, 2009.

17 Anker P, Mulcahy H, Chen XQ and Stroun M: Detection of
circulating tumour DNA in the blood (plasma/serum) of cancer
patients. Cancer Metastasis Rev 18: 65-73, 1999.

18 Ziegler A, Zangemeister-Wittke U and Stahel RA: Circulating
DNA: a new diagnostic gold mine? Cancer Treat Rev 28: 255-
271, 2002.

19 Moribe T, Iizuka N, Miura T, Stark M, Tamatsukuri S, Ishitsuka
H, Hamamoto Y, Sakamoto K, Tamesa T and Oka M:
Identification of novel aberrant methylation of BASP1 and
SRD5A2 for early diagnosis of hepatocellular carcinoma by
genome-wide search. Int J Oncol 33: 949-958, 2008.

20 Zhou J, Shi YH and Fan J: Circulating cell-free nucleic acids:
promising biomarkers of hepatocellular carcinoma. Semin Oncol
39: 440-448, 2012.

21 Toyota M, Ahuja N, Suzuki H, Itoh F, Ohe-Toyota M, Imai K,
Baylin SB and Issa JP: Aberrant methylation in gastric cancer
associated with the CpG island methylator phenotype. Cancer
Res 59: 5438-5442, 1999.

22 Roayaie S, Haim MB, Emre S, Fishbein TM, Sheiner PA, Miller
CM and Schwartz ME: Comparison of surgical outcomes for
hepatocellular carcinoma in patients with hepatitis B versus
hepatitis C: a Western experience. Ann Surg Oncol 7: 764-770,
2000.

23 Iizuka N, Oka M, Yamada-Okabe H, Mori N, Tamesa T, Okada
T, Takemoto N, Tangoku A, Hamada K, Nakayama H, Miyamoto
T, Uchimura S and Hamamoto Y: Comparison of gene
expression profiles between hepatitis B virus- and hepatitis C
virus-infected hepatocellular carcinoma by oligonucleotide
microarray data on the basis of a supervised learning method.
Cancer Res 62: 3939-3944, 2002.

24 Bruix J, Sherman M and American Association for the Study of
Liver Disease: Management of hepatocellular carcinoma: an
update. Hepatology 53: 1020-1022, 2011.

25 Sakon M, Umeshita K, Nagano H, Eguchi H, Kishimoto S,
Miyamoto A, Ohshima S, Dono K, Nakamori S, Gotoh M and
Monden M: Clinical significance of hepatic resection in
hepatocellular carcinoma: analysis by disease-free survival
curves. Archives of surgery 135: 1456-1459, 2000.

26 Shimada M, Takenaka K, Gion T, Fujiwara Y, Kajiyama K, Maeda
T, Shirabe K, Nishizaki T, Yanaga K and Sugimachi K: Prognosis
of recurrent hepatocellular carcinoma: a 10-year surgical
experience in Japan. Gastroenterology 111: 720-726, 1996.

27 Iizuka N, Hamamoto Y and Oka M: Predicting individual
outcomes in hepatocellular carcinoma. Lancet 364: 1837-1839,
2004.

28 Iizuka N, Oka M, Yamada-Okabe H, Nishida M, Maeda Y, Mori
N, Takao T, Tamesa T, Tangoku A, Tabuchi H, Hamada K,
Nakayama H, Ishitsuka H, Miyamoto T, Hirabayashi A,
Uchimura S and Hamamoto Y: Oligonucleotide microarray for
prediction of early intrahepatic recurrence of hepatocellular
carcinoma after curative resection. Lancet 361: 923-929, 2003.

29 Kurokawa Y, Matoba R, Takemasa I, Nagano H, Dono K,
Nakamori S, Umeshita K, Sakon M, Ueno N, Oba S, Ishii S,
Kato K and Monden M: Molecular-based prediction of early
recurrence in hepatocellular carcinoma. J Hepatol 41: 284-291,
2004.

30 Yoshioka S, Takemasa I, Nagano H, Kittaka N, Noda T, Wada
H, Kobayashi S, Marubashi S, Takeda Y, Umeshita K, Dono K,
Matsubara K and Monden M: Molecular prediction of early
recurrence after resection of hepatocellular carcinoma. Eur J
Cancer 45: 881-889, 2009.

Received September 22, 2014
Revised October 23, 2014

Accepted October 27, 2014

Kanekiyo et al: Preoperative Serum Methylation Signature as Prognostic Tool After Hepatectomy with HCC

1007


