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Background: Hepatocellular carcinoma (HCC) is one of the most common cancers in the world,and the
identification of biomarkers for the early detection is a relevant target. The purpose of the study is to discover
specific low molecular weight (LMW) serum peptidome biomarkers and establish a diagnostic pattern for HCC.

Methods: We undertook this pilot study using a combined application of magnetic beads with Matrix-assisted laser
desorption/ionization time-of-flight mass spectrometry (MALDI-TOF MS) technique and ClinPro Tools v2.2 to detect
32 patients with HCC, 16 patients with chronic hepatitis (CH), 16 patients with liver cirrhosis (LC) and 16 healthy

Results: The results showed 49, 33 and 37 differential peptide peaks respectively appeared in HCC, LC and CH
groups. A Supervised Neural Network (SNN) algorithm was used to set up the classification model. Eleven of the
identified peaks at m/z 5247.62, 7637.05, 1450.87, 4054.21, 1073.37, 3883.64, 5064.37, 4644.96, 5805.51, 1866.47 and
6579.6 were used to construct the peptides patterns. According to the model, we could clearly distinguish between
HCC patients and healthy controls as well as between LC or CH patients and healthy controls.

Conclusions: The study demonstrated that a combined application of magnetic beads with MALDI-TOF MB
technique was suitable for identification of potential serum biomarkers for HCC and it is a promising way to
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Keywords: Hepatocellular carcinoma, Chronic hepatitis, Liver cirrhosis, Magnetic beads, Matri-assisted laser
desorption/ionization time-of-flight mass spectrometry, Serum biomarkers

Background

Primary liver cancer (PLC) is one of the most common
digestive cancers. HCC accounts for 90% of PLC [1].
HCC is the fifth most common human cancer, with
approximately 750 000 new cases occurring worldwide
every year [2]. HCC ranks the third in the annual global
cancer mortality rates [3] and the average time from the
discovery of symptoms to death is 6-20 months [1,4-6].
In China HCC is one of the leading causes of mortality
and morbidity [7]. Surgery, chemotherapy and radiation
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treatments can be effective therapy, which depending on
the stages of cancer and other factors. The high case-
fatality rate can be partly attributed to lack of methods
to early diagnosis. Early diagnosis and treatment is an ef-
fective way to improve patient survival. Serum markers
are thought to be simple and accurate tools for HCC
diagnosis; However, no ideal biomarker has been found
so far. Although alpha fetoprotein (AFP) is the most widely
used serum biomarker for HCC diagnosis, its sensitivity
(39-64%) and specificity (76-91%) are not optimal [8-10]. In
addition, patients with CH or LC may also show elevated
AFP levels [11,12]. Furthermore, liver biopsy is an inva-
sive procedure and not suitable for screening of HCC.
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Therefore, there is a need for the development of more sen-
sitive and specific methods for the early diagnosis of HCC.

Proteomics is currently considered the most powerful
tool for the global evaluation of protein expression [13]
since protein deficiency is considered common in cancer
patients. Peptides in human serum may have a correlation
with the physiologic and pathologic processes [14].
Low molecular weight (LMW) proteins, particularly on
peptides smaller than 20 KDa, are expected to yield
useful biomarkers for early diagnosis of cancers [15].

Matrix-assisted laser desorption/ionization time-of-flight
mass spectrometry (MALDI-TOF MS) can detect peptides
with low molecular weights [16,17] and is considered to
be a powerful proteomic technology for serum peptide
profiling. Magnetic beads (MB) based purification ap-
proaches has been developed to capture large amounts
of LMW peptides and proteins in biological samples,
which are suitable for the next MS analyses [18]. Combined
with MALDI-TOF MS technology, MB is more precise,
rapid and robust than the traditional two-dimensional
(2-D) gel electrophoresis. MB-based platform for proteomic
profiling highlights the high sensitivity and reproducibility.
This method has been applied to identify biomarkers for
diseases such as esophageal carcinoma [19], multiple mye-
loma [20], lung cancer [21] and breast cancer [22].

In the study, MALDI-TOF MS analysis coupled with
MB-WCX were used to detect 32 patients with HCC,
16 patients with CH, 16 patients with LC and 16 healthy
volunteers. We aimed to investigate LMW serum
protein/peptide biomarkers for HCC and ultimately
construct a diagnostic model for improving diagnosis
efficiency of HCC.

Methods

Reagents and instruments

The Autoflex III MALDI-TOF mass spectrometer, a-cyano-
hydroxy cinnamic acid (HCCA), MB-WCX kit and peptide
calibration standard were purchased from Bruker Daltonics
(Germany).

Patients and sample collection

The study was approved by the Ethics Committee and the
Human Research Review Committee of Xian Jiaotong
University. A total of 80 serum samples were collected,
of which 32 were collected from HCC patients, 16 from
patients with CH, 16 from patients with LC and 16 from
healthy volunteers as healthy control. The dataset of
serum samples and their donors are listed in Table 1,
while the patients’ information about diagnostics, age,
sex and potential cause are listed in Additional file 1.
These blood samples were collected in the first Affiliated
Hospital of Xi'an Jiaotong University (China), from October
2011 to September 2012. All the HCC patients had been
recently diagnosed and pathologically confirmed before
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Table 1 Dataset of serum samples and their donors

Group Sample size  Gender Mean age  Age range
HCC 32 27 M/5F 5272 26-70
LC 16 1M M/A5F 5431 40-69
CH 16 1M M/5F 5406 42-73
Healthy control 16 11T M/5F 5469 43-66

they were treated with chemotherapy or radio therapy
or surgery. The healthy subjects were those who were
hepatitis B surface antigen (HBsAg) negative, and had
no evidence for malignant tumor, no chronic diseases,
and no dysfunction of vital organs. All blood samples
were drawn while the patients and healthy controls were
seated and non-fasting. The samples were collected in
vacuum tubes, allowed to clot at room temperature for
30 min, and then centrifuged at 3,000 rpm for 5 min.
The serum samples were distributed into 300 pL aliquots
each and stored at —~80°C until analysis.

Sample purification and MALDI-TOF MS analysis
Magnetic beads-based weak cation exchange chroma-
tography (ClinProt™ purification reagent sets of Bruker
Daltonics) was used to extract peptides/proteins from
the serum samples following the manufacturer’s standard
protocol. 10 pl of MB-WCX binding solution and 10 pl
of WCX-beads were mixed in a 0.5 ml centrifuge tube.
After the mix was thoroughly combined, 5 pl serum
sample was added and mixed up and down. Then cen-
trifuge tubes were placed in a magnetic bead separator
(MBS) and agitated three times. The beads were col-
lected from the wall of the tubes in the MBS 1 min
later. Remove the supernatant carefully by using a pip-
ette and add 100 pul MB-WCX wash buffer to the tubes,
which were agitated back and forth in the MBS ten
times. The beads were collected from the wall of the
tubes, and supernatant was removed carefully. After
two washes, 5 pl of MB-WCX elution buffer was added
to disperse beads in tubes by pipetting up and down
ten times. The beads were collected on wall of tubes
for 2 min and the clear supernate were transferred into
fresh tubes. 5 ul MB-WCX stabilization solution was
added to the fresh tubes and mixed intensively by pipetting
up and down. The eluate was then ready for spotting onto
MALDI-TOF MS targets and measurement.

To prepare the MALDI target, 1 puL of a mixture
containing 10 pL 0.3 g/L a-cyano-4-hydroxy cinnamic
acid (HCCA) in 2:1 ethanol/acetone (volume/volume)
and 1 pL of the eluate was spotted onto the MALDI
AnchorChip TM (Bruker Daltonics, Germany) sample
target platform (384 spots) and then the target was air-
dried (cocrystallization).
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Figure 1 Representative protein spectrum (1,000-10,000 Da) obtained from 4 group patients. (A) One sample of hepatocellular carcinoma.
(B) One sample of liver cirrhosis. (C) One sample of chronic hepatitis. (D) One sample of healthy control.
A\

MS analysis

A linear Autoflex III MALDI-TOF mass spectrometer
(Bruker Daltonics, Germany) was used with the following

settings: ion source 1, 20.00 kV; ion source 2, 18.40 kV;
lens, 7.50 kV; and pulsed ion extraction, 120 ns. Ionization
was achieved via irradiation at the laser frequency of
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25 Hz. A high gating factor with signal suppression up
to 800 Dalton (Da) was used. The mass spectra were
recorded in a linear positive mode. Mass calibration was
performed using the calibration mixture of the peptides
and proteins in the mass range of 1-10 kDa. Three
MALDI preparations (MALDI spots) were measured for
every MB fraction. For every MALDI spot, 450—550 spectra
were quantified (30 laser shots at 15 to 18 different spot
positions). The spectra were recorded automatically using
the Autoflex Analysis software for the fuzzy-controlled ad-
justment of the critical instrument settings to generate raw
data with optimized quality.

Data processing with ClinPro tools software

Data analyses were performed using Flex analysis version
3.0 and ClinPro Tools 2.2 (Bruker Daltonics, Germany).
ClinPro Tools version 2.2 that uses a standard data prep-
aration workflow including spectra pretreatment, peak
picking and peak calculation operation, was employed to
recognize peptide patterns. For statistical analysis, a SNN
algorithm as implemented in this software suite was used
to identify statistically significant differences in protein
peaks among the groups analyzed. The protein fingerprint
data were analyzed by ClinPro Tools 2.2. Comparisons
between HCC, chronic hepatitis, liver cirrhosis and healthy
controls were performed with the Wilcoxon test. Statistical
significance was assumed when P value was < 0.001.

Results

Serum LMW protein profile identification

MALDI-TOF MS combined with MB-WCX were used
in the study to detect LMW protein profile spectra. A
total of 80 serum samples from 32 HCC patients, 16 LC
patients, 16 CH patients and 16 healthy controls were
analyzed (Table 1) and the representative protein profile
spectrum of each group was reported as in Figure 1.
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Comparison of mass spectra between HCC, CH, LC and
controls

We analyzed the LMW protein spectra of the three patient
groups and healthy controls using a combined application
of MB-WCX and MALDI-TOF MS within the mass range
from 1 kDa to 10 kDa. Comparing three patient groups
with the healthy controls, the study respectively detected
72, 62 and 58 m/z peaks in HCC, LC and CH groups; 49,
33 and 37 of them were significant (p < 0.001) when HCC,
LC and CH groups compared with the healthy controls.
When detection across all these groups was performed,
there were 64 significant peaks. The average expressions of
12 selected peaks were exhibited as shown in Figure 2.

Analysis of the LMW protein biomarkers and
establishment of a diagnostic model for HCC

The protein samples were classified and a diagnostic
model was established by using the SNN algorithm in
ClinPro Tools software 2.2 to analyze all the detected
peaks. The model comprised 11 potential biomarkers
(m/z: 5247.62, 7637.05, 1450.87, 4054.21, 1073.37, 3883.64,
5064.37, 4644.96, 5805.51, 1866.47, 6579.6). The peaks at
m/z 5247.62, 7637.05, 1073.37, 5064.37, 5805.51 and 6579.6
were up-regulated in the HCC group, while the peaks
at m/z 1450.87, 4054.21, 3883.64, 4644.96 and 1866.47
were down-regulated in the HCC group. A combination
of these 11 peaks could clearly distinguish between HCC
patients and healthy controls as well as between LC or
CH patients and healthy controls.

Discussion

Hepatic tumor has different cell types, such as hepa-
tocellular carcinoma, cholangiocarcinoma, bile duct
cystadenocarcinoma, combined hepatocellular and
cholangiocarcinoma, hepatoblastoma, undifferentiated
carcinoma, hepatic angiomyolipoma, while different
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Figure 2 Comparison of the average expression levels at 12 m/z peaks (p < 0.001) between 4 groups.
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biomarkers have been developed and investigated for
diagnosis, tumor progression, and prognosis of them
[23-26]. It is also well recognized that biomarkers which
may play important roles in physiologic and pathologic
processes are important for diagnosis, prognosis, and pre-
diction of HCC. Human serum contains LMW protein/
peptides, which could be used as biomarker candidates,
such as fibrinogen «-chain fibrinogen alpha, albumin and
apolipoprotein A1 [27,28].

Compared to genomic approaches, proteomic analysis
has the advantage of detecting co-translational and post-
translational modifications of proteins which may have
important biological functions [29]. MS is one of the most
important techniques in proteomic analysis. MALDI-TOF
MS is widely used in proteomics biomarker research due
to its high sensitivity and high quality in analysis of pep-
tides, proteins and large organic molecules [27-29].

HCC is one of the most common cancers in the world.
Although AFP is a widely used serological marker for
detection of HCC, its sensitivity and specificity are not
optimal and it may also increase in patients with acute
and chronic viral hepatitis, liver cirrhosis, and toxic in-
jury [8,9]. Therefore, use of AFP in the screening of early
HCC is challenged and a new method for HCC early
diagnosis is badly needed.

At present, serum or plasma proteomic analysis has been
widely used to compare tumor patients with healthy con-
trols. This technique can also be applied to HCC serum or
plasma markers research. Looi KS et al. (2008) applied a
proteomic approach (two-dimension gel electrophoresis
and liquid chromatography-tandem mass spectrometry) to
immune-screen sera from patients with HCC and pre-HCC
conditions such as liver cirrhosis and chronic hepatitis
as well as sera from normal individuals, and identified
28 HCC-associated tumor antigens, such as heat shock
protein 60 (HSP60) and heat shock protein 70 (HSP70)
[30]. Mas VR et al. (2009) used Thermo linear ion-trap
mass spectrometer (LTQ) coupled with a high performance
liquid chromatography electrospray ionization tandem
mass spectrometry (HPLC-ESI-MS/MS) and SEQUEST
database search algorithms for peptide sequence identifica-
tion. They found that 18 proteins from HCC patients
showed significant changes compared with proteins from
patients with HCV-cirrhosis and early HCV-HCC [31].

In the study, serum samples were divided into four
groups (HCC, LC, CH and normal controls). MB-WCX
was used for purification of LMW proteins/peptides in
these serum samples. Peptides profile spectra were detected
by MALDI-TOF MS and analyzed by ClinProt Tools soft-
ware 2.2. We found 49 (HCC group), 33 (LC group) and 37
(CH group) peaks were significantly different from those in
healthy controls (p < 0.001). All these peak differences may
be associated with pathologic processes, specific immunity
response or some risk factors, and may become potential
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biomarkers in early diagnosis. In addition, when comparing
HCC patients with healthy controls, Liu T et al. (2011)
reported 9 significant discrimination peaks at m/z
2862.79, 8862.77, 8931.95, 3935.62, 8141.78, 5248.47,
3955.45, 7765.78 and 1944.91 [32], which are close to
2863.11, 8867.91, 8931.25, 3935.27, 8138.19, 5247.62,
3955.8, 7763.84 and 1945.42 detected in the present
study. In fact, a single biomarker has an inherent specificity
and sensitivity that can not be improved, but multiple
biomarkers can be combined to achieve improved clinical
performance. In the study a diagnostic model generated by
SNN algorithm analysis comprised 11 potential biomarkers
(m/z: 5247.62, 7637.05, 1450.87, 4054.21, 1073.37, 3883.64,
5064.37, 4644.96, 5805.51, 1866.47 and 6579.6). Using this
established diagnostic model, HCC, LC and CH patients
could be distinguished from healthy controls; However, the
HCC, LC or CH group could not be accurately identified
using the model probably due to the small number of the
patients enrolled in the study. Therefore, a large number of
patients should be enrolled in the further study to establish
a diagnostic model that is effective enough to distinguish
among the three diseases.

Now, we are making investigation on these 11 m/z
peaks that are co-expressed in hepatocellular carcinoma
and other liver-related diseases in order to identity and
characterize these biomarkers. In future research, we will
validate them by western blot or ELISA technology and
try to find a correlation with histopathology findings and
cancer staging. Furthermore, we will reveal the biological
roles of these proteins/peptides in the pathogenesis and
processes of HCC.

Conclusions

The study confirmed that the combined application of mag-
netic beads, MALDI-TOF MS technique and ClinPro Tools
2.2 are suitable for LMW serum proteomic analysis and it
is a promising way to establish a diagnostic pattern. A limi-
tation of the study is the small number of patients enrolled
in the study. A study with a large patient cohort is needed
to generate more objective and conclusive results. With a
large number of patients, different HCC stages and impact
factors could be analyzed and more objective evaluation
could be made on ClinProt technology applied in HCC.

Consent

Written informed consent was obtained from the pa-
tient’s guardian/parent/next of kin for the publication of
this report and any accompanying images.
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Additional file 1: Patients’ information of each group. Shows the
diagnostics of the included patients together with the patients' age, sex
and potential cause.



http://www.biomedcentral.com/content/supplementary/1746-1596-8-130-S1.doc

Ying et al. Diagnostic Pathology 2013, 8:130
http://www.diagnosticpathology.org/content/8/1/130

Abbreviations

PLC: Primary liver cancer; AFP: Alpha-fetoprotein protein; HCC: Hepatocellular
carcinoma; LC: Liver cirrhosis; CH: Chronic hepatitis; MB-WCX: Magnetic
beads-based weak cation exchange chromatography; MB: Magnetic beads;

MBS: Magnetic bead separator; MALDI-TOF MS: Matrix-associated laser desorption
and ionization time-of-flight mass spectrometry; m/z Mass-to-charge ratio;

Da: Dalton; LMW: Low molecular weight; HCCA: a-cyano-hydroxy cinnamic acid;
LTQ: Linear ion-trap mass spectrometer; HPLC-ESI-MS/MS: High performance
liquid chromatography electrospray ionization tandem mass spectrometry;

HSP: Heat shock protein; SNN: Supervised neural network.

Competing interests
All'authors declare that they have no competing interests.

Authors’ contributions

QZ, SH and XY conceived this project. XY, JW, XZ, LJ, GJ, HW and LW
collected all the serum samples. XY carried out all the experiments and
analyses as principal investigator. The paper was wrote by XY also. QZ, JZ
and SH supervised this project. All authors read and approved of the final
manuscript.

Acknowledgements

We thank Dr Pei-jun Liu for his help and guidance, who works at the
department of transformation Medical Center, the First Affiliated Hospital,
Xi'an Jiaotong University College of Medicine.

Received: 2 April 2013 Accepted: 23 July 2013
Published: 5 August 2013

References

1. Tang ZY, Ye SL, Liu YK Qin LX, Sun HC, Ye QH, Wang L, Zhou J, Qiu SJ, Li Y, Ji
XN, Liu H, Xia JL, Wu ZQ, Fan J, Ma ZC, Zhou XD, Lin ZY, Liu KD: A decade's
studies on metastasis of hepatocellular carcinoma. J Cancer Res Clin Oncol
2004, 130:187-196.

2. Ferlay J, Shin HR, Bray F, Forman D, Mathers C, Parkin DM: Establishment of
world-wide burden of cancer in,GLOBCAN 2008. Int J Cancer 2008,
2010(127):2893-2917.

3. Kew MC: Epidemiology of chronic hepatitis B virus infection,
hepatocellular carcinoma, and hepatitis B virus-induced hepatocellular
carcinoma. Pathol Biol 2010, 58:273-277.

4. Motola-Kuba D, Zamora-Valdes D, Uribe M, Mendez-Sanchez N:
Hepatocellular carcinoma. An overview. Ann Hepatol 2006, 5:16-24.

5. ElSerag HB: Hepatocellular carcinoma: recent trends in the United States.
Gastroenterology 2004, 127:527-534.

6.  El-Serag HB, Rudolph KL: Hepatocellular carcinoma: epidemiology and
molecular carcinogenesis. Gastroenterology 2007, 132:2557-2576.

7. Tanaka M, Katayama F, Kato H, Tanaka H, Wang J, Qiao YL, Inoue M: Hepatitis
B and C virus infection and hepatocellular carcinoma in China: a review of
epidemiology and control measures. J Epidemiol 2011, 21:401-416.

8. Bruix J, Sherman M: Management of hepatocellular carcinoma. Hepatology
2005, 42:1208-1236.

9. Lai Q Melandro F, Pinheiro RS, Donfrancesco A, Fadel BA, Berloco PB, Rossi
M, Levi Sandri GB, Frattarol FM: Alpha-fetoprotein and novel tumor
biomarkers as predictors of hepatocellular carcinomarecurrence after
surgery: a brilliant star raises again. Int J Hepatol 2012, 2012:393103.

10.  Sherman M: Alphafetoprotein: an obituary. J Hepatol 2001, 34:603-605.

11. Kobeisy MA, Morsy KH, Galal M, Sayed SK, Ashmawy MM, Mohammad FM:
Clinical significance of elevated alpha-foetoprotein (AFP) in patients with
chronic hepatitis C without hepatocellular carcinoma in upper EGYPT.
Arab J Gastroenterol 2012, 13:49-53.

12. Wojtowicz-Chomicz K, Cichoz-Lach H, Lis E, Kowalik A, Slomka M:
Evaluation of alpha-fetoprotein concentration in patients with chronic
liver diseases. Polski merkuriusz lekarski 2012, 32:374-377.

13.  El-Aneed A, Banoub J: Proteomics in the diagnosis of hepatocellular
carcinoma: focus on high risk hepatitis B and C patients. Anticancer Res
2006, 26:3293-3300.

14. Dai Y, Hu C, Wang L, Huang Y, Zhang L, Xiao X, Tan Y: Serum peptidome
patterns of human systemic lupus erythematosus based on magnetic
bead separation and MALDI-TOF mass spectrometry analysis.

Scand J Rheumatol 2010, 39:240-246.

Page 6 of 6

15. Kawashima Y, Fukutomi T, Tomonaga T, Takahashi H, Nomura F, Maeda T,
Kodera Y: High-yield peptide-extraction method for the discovery of
subnanomolar biomarkers from small serum samples. J Proteome Res
2010, 9:1694-1705.

16. Fan NJ, Gao CF, Zhao G, Wang XL, Liu QY: Serum peptidome patterns of
breast cancer based on magnetic bead separation and mass
spectrometry analysis. Diagn Pathol 2012, 7:45.

17. Yang J, Song YC, Song TS, Hu XY, Guo YM, Li ZF, Dang CX, Huang C:
Identification of novel low molecular weight serum peptidome
biomarkers for non-small cell lung cancer (NSCLC). J Clin Lab Anal 2012,
26:148-154.

18. Yao N, Chen H, Lin H, Deng C, Zhang X: Enrichment of peptides in serum
by C(8)-functionalized magnetic nanoparticles for direct matrix-assisted
laser desorption/ionization time-of-flignt mass spectrometry analysis.

J Chromatogr A 2008, 1185:93-101.

19.  Liu LH, Shan BE, Tian ZQ, Sang MX, Ai J, Zhang ZF, Meng J, Zhu H, Wang SJ:
Potential biomarkers for esophageal carcinoma detected by matrix-assisted
laser desorption/ionization time-of-flight mass spectrometry. Clin Chem Lab
Med 2010, 48:855-861.

20. He AL, Bai J, Huang C, Yang J, Zhang WG, Wang JL, Yang Y, Zhang PY, Zhou
FL: Detection of serum tumor markers in multiple myeloma using the
CLINPROT system. Int J Hematol 2012, 95:668-674.

21, Song QB, Hu WG, Wang P, Yao Y, Zeng HZ: Identification of serum
biomarkers for lung cancer using magnetic bead-based SELDI-TOF-MS.
Acta Pharmacol Sin 2011, 32:1537-1542.

22. De Noo ME, Deelder A, van der Werff M, Ozalp A, Mertens B, Tollenaar R:
MALDI-TOF serum protein profiling for the detection of breast cancer.
Onkologie 2006, 29:501-506.

23, LiuY, Wang J, Lin XY, Xu HT, Qiu XS, Wang EH: Inflammatory
angiomyolipoma of the liver: a rare hepatic tumor. Diagn Pathol 2012, 7:122.

24. Mohamed AA, Nada OH, El Desouky MA: Implication of protein kinase R
Gene quantification in hepatitis C Virus Genotype 4 induced
Hepatocarcinogenesis. Diagn Pathol 2012, 7:103.

25. Hajosi-Kalcakosz S, Dezso K, Bugyik E, Bodor C, Paku S, Pavai Z, Halasz J,
Schlachter K, Schaff Z, Nagy P: Enhancer of zeste homologue 2 (EZH2) is a
reliable immunohistochemical marker to differentiate malignant and
benign hepatic tumors. Diagn Pathol 2012, 7:86.

26. Guo X, Zhao J, Peng R, Li H, Zhang J, Sun T, Zou L, Lu Xiong L: L1 cell
adhesion molecule overexpression in hepatocellular carcinoma
associates with advanced tumor progression and poor patient survival.
Diagn Pathol 2012, 7:96.

27. LuJ,Huang Y, Wang Y, Li Y, Zhang Y, Wu J, Zhao F, Meng S, Yu X, Ma Q,
Song M, Chang N, Bittles AH, Wang W: Profiling plasma peptides for the
identification of potential ageing biomarkers in Chinese Han adults. PLoS
One 2012, 7:239726.

28. Cheng AJ, Chen LC, Chien KY, Chen YJ, Chang JT, Wang HM, Liao CT, Chen IH:
Oral cancer plasma tumor marker identified with bead-based affinity-
fractionated proteomic technology. Clin Chem 2005, 51:2236-2244.

29. SuiW, DaiY, Zhang Y, Chen J, Liu H, Huang H: Proteomic profiling of
nephritic syndrome in serum using magnetic bead based
samplefractionation & MALDI-TOF MS. Indian J Med Res 2012, 135:305-311.

30. Looi KS, Nakayasu ES, De Diaz RA, Tan EM, Almeida IC, Zhang JY: Using
proteomic approach to identify tumor-associated antigens as markers in
hepatocellular carcinoma. J Proteome Res 2008, 7:4004-4012.

31. Mas VR, Maluf DG, Archer KJ, Yanek K, Bornstein K, Fisher RA: Proteomic
analysis of HCV cirrhosis and HCV-induced HCC: identifying biomarkers
for monitoring HCV-cirrhotic patients awaiting liver transplantation.
Transplantation 2009, 87:143-152.

32. LiuT, Xue R, Huang X, Zhang D, Dong L, Wu H, Shen X: Proteomic
profiling of hepatitis B virus-related hepatocellular carcinoma with
magnetic bead-based matrix-assisted laser desorption/ionization time-of
-flight mass spectrometry. Acta Biochim Biophys Sin 2011, 43:542-550.

doi:10.1186/1746-1596-8-130

Cite this article as: Ying et al: Serum peptidome patterns of
hepatocellular carcinoma based on magnetic bead separation and mass
spectrometry analysis. Diagnostic Pathology 2013 8:130.




	Abstract
	Background
	Methods
	Results
	Conclusions
	Virtual slides

	Background
	Methods
	Reagents and instruments
	Patients and sample collection
	Sample purification and MALDI-TOF MS analysis
	MS analysis
	Data processing with ClinPro tools software

	Results
	Serum LMW protein profile identification
	Comparison of mass spectra between HCC, CH, LC and controls
	Analysis of the LMW protein biomarkers and establishment of a diagnostic model for HCC

	Discussion
	Conclusions
	Consent
	Additional file
	Abbreviations
	Competing interests
	Authors’ contributions
	Acknowledgements
	References

