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Hepatocellular carcinoma (HCC) is one of the most malig-
nant cancers in the world. Molecular probes that can recog-
nize biomarkers specific for HCC are urgently needed to
improve the sensitivity and specificity of early diagnosis.
A recent study has applied the method of systematic evolution
of ligands by exponential enrichment and produced several
aptamers that can bind specifically to mouse liver cancer cells
and tissues. However, the binding affinity to human liver
cancer has not been fully identified. Using human-derived
hepatoma cell line HepG2 as positive target cell line and
normal hepatocyte cell line HL-7702 as negative one, we
obtained an aptamer HA09 that could specifically bind to
human liver cancer cells with Kd in the nanomolar range and
recognize paraffin-embedded human HCC tissues. This
aptamer may facilitate the discovery of novel biomarkers and
serve as an ideal molecular probe for intracellular delivery
with both diagnostic and therapeutic implications.
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Introduction

Hepatocellular carcinoma (HCC) is one of the most frequent
cancers with high morbidity and high mortality [1]. Viral
hepatitis is the major risk factor for HCC worldwide. The de-
velopment of HCC in chronic viral hepatitis is a long-term
process, which provides possibilities for early diagnosis.
Alpha-fetoprotein determination and ultrasound have been
employed in screening for HCC at an early stage.
Nevertheless, the sensitivity and specificity are low in

surveillance and early diagnosis of HCC [2,3]. Because of
the lack of accurate diagnostic methods, most HCC cases are
detected at intermediate or advanced stages, and the thera-
peutic efficacy is unsatisfactory. In this context, identifica-
tion of novel cancer-specific biomarkers is essential to the
detection of small HCC and to the improvement of survival
rates.

Aptamers, which are selected by an in vitro process known
as systematic evolution of ligands by exponential enrichment
(SELEX), are single-stranded DNA (ssDNA) or RNA oligo-
nucleotides that can bind to metal ions, polypeptides, proteins,
or even whole cells with high selectivity, affinity, and stability
[4]. In contrast to antibodies, aptamers have many advantages,
including wide range of targets, quickness and reproducibility
in synthesis, non-toxicity and lack of immunogenicity, and
easiness and controllability in modification [5]. In tumor re-
search, aptamer technology has turned out to be of great
value. There have been some breakthroughs in the research of
tumor-specific aptamer screening, biomarker discovery, and
targeted imaging and therapy [6,7].

To cancer cells with unknown molecular biomarkers, it
has been proven to be difficult to systematically produce a
panel of antibodies for molecular profiling [8]. Using
cell-SELEX, which starts with a random library of 1013–
1016 ssDNA molecules and is followed by SELEX targeting
a whole live cell, it can generate multiple aptamers for spe-
cific cell recognition [9]. Importantly, with this method,
aptamers can be isolated without prior knowledge of
numbers or types of membrane proteins in their native con-
formation [8]. Based on cell-SELEX, Shangguan et al. [10]
screened out and validated several liver cancer-specific apta-
mers. However, both the target and control cell lines of the
selection were derived from BALB/cJ mice, not human, and
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the binding affinity of these aptamers to human liver cancer
cells was unsatisfactory.

Herein, we used two human-derived cell lines, one hepa-
toma cell line HepG2 and one normal hepatocyte cell line
HL-7702, to obtain and validate aptamers that specifically
recognized human liver cancer, hoping to get an ideal tool
for the study of cancer recognition, targeted drug delivery,
or even molecular mechanism of liver carcinogenesis.

Materials and Methods

Cell lines and reagents
HepG2, Huh7, QGY-7703, HL-7702, HGC-27, AGS,
GES-1, and BEAS-2B were cultured in Dulbecco’s modified
Eagle’s medium with high glucose (DMEM-h) (Gibco,
Gaithersburg, USA) supplemented with 10% fetal bovine
serum (FBS; Gibco). SW116, SW480, and H1299 were
cultured in RPMI 1640 (Gibco) supplemented with 10%
FBS. Before and after the incubation in SELEX, cells were
washed with washing buffer [4.5 g/l glucose and 5 mM MgCl2
in Dulbecco’s phosphate-buffered saline (PBS) (Gibco)].
During the incubation, the binding buffer [0.2 mg/ml yeast
tRNA (Roche, Basel, Switzerland) and 2 mg/ml bovine serum
albumin (BSA; Sangon, Shanghai, China) in washing buffer]
was used to reduce background binding.

SELEX library and primers
The high-performance liquid chromatography-purified
ssDNA library contained a central randomized sequence of
40 nucleotides flanked by two 20 nucleotide primer hybrid-
ization sites (50-ACGCTCGGATGCCACTACAG-N40-CTC
ATGGACGTGCTGGTGAC-30). A Carboxyfluorescein
(FAM)-labeled 50 primer (50-FAM-ACGCTCGGATGCCA
CTACAG-30), and a biotin-labeled 30 primer (50-biotin-
GTCACCAGCACGTCCATGAG-30) were used in the
polymerase chain reaction (PCR) for the synthesis of double-
labeled, double-stranded DNA molecules.

SELEX procedures
The cell-SELEX was carried out based on the previous report
[11]. Approximately 250 pmol (10 nmol for the first round)
of ssDNA library/pool was dissolved in 400 ml washing
buffer, denatured at 958C for 5 min and quickly cooled on ice
for 10 min. HL-7702 cells (5� 106) were washed once with
washing buffer and then suspended in 500 ml binding buffer
with an addition of 100 ml FBS. They were further incubated
with the ssDNA pool in an orbital shaker for 1 h at 48C. The
incubation time increased with 5 min per round of SELEX,
until 1.5 h. After the incubation, the supernatant was absorbed
and centrifuged at 8000 g for 10 min at 48C. The supernatant
containing the ssDNA sequences was incubated with 5 � 106

HepG2 cells in an orbital shaker for 1 h at 48C. The incuba-
tion time decreased with 5 min per round of SELEX, until

30 min. After that, the cells were washed three times to
remove unbound ssDNA sequences. The bound DNA
sequences were eluted with 1 ml washing buffer by heating at
958C for 5 min and then centrifuged. The bound sequences
were amplified by PCR using FAM- and biotin-labeled
primers. The selected sense ssDNA strands were separated
from the biotinylated antisense ssDNA by alkaline denatur-
ation (0.2 M NaOH) after affinity purification with streptavi-
din-coated Sepharose beads (GE Healthcare, Wisconsin,
USA). After desalination by NAP-5 columns (GE
Healthcare), the pool of ssDNA strands was centrifugal dried
(DNA 120 SpeedVac Concentrator; Thermo Scientific,
Waltham, USA) for the next round of selection. The entire se-
lection procedure was repeated according to the extent of en-
richment. The enriched pool was amplified by PCR using
unlabeled primers. The PCR product was cloned into
Escherichia coli DH5a using pMD19 T-vector (TaKaRa,
Dalian, China) and the positive clones were sequenced and
aligned by the software of MegAlign.

Monitoring the enrichment of aptamer pools
by real-time PCR
Real-time PCR was carried out using SYBR green PCR
master mix (10 ml reaction volume) according to the manu-
facturer’s protocol in an Applied Biosystems 7500 sequence
detection system (Applied Biosystems, Foster City, USA).
The melting curve was obtained from 7500 software v2.0.1
and used as the indicator of the enrichment of the aptamer
pools.

Monitoring the enrichment of aptamer pools by flow
cytometry
FAM-labeled ssDNA pool (25 pmol) was dissolved in 50 ml
washing buffer and then incubated with 3 � 105 target or
negative control cells in 50 ml binding buffer containing 20%
FBS for 30 min at 48C. The cells were washed and resus-
pended in 300 ml washing buffer. The fluorescence intensity
was determined with a FACScan cytometer (Beckman,
Pasadena, USA) by counting 10,000 events. The unselected
library was used as a blank control.

Determination of aptamers’ affinity and specificity
by flow cytometry
To determine the binding affinity and specificity of apta-
mers, cells (3 � 105) were incubated with FAM-labeled
aptamers at varying concentrations in a mixture of washing
buffer (50 ml), binding buffer (40 ml), and FBS (10 ml) for
30 min at 48C. Then, cells were washed and resuspended in
500 ml washing buffer and analyzed by flow cytometry. The
unselected library was used as a blank control. The mean
fluorescence intensity of target cells was used to describe the
specific binding of the labeled aptamers. The equilibrium
dissociation constant of the aptamer–cell interaction was
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obtained by fitting the dependence of intensity of specific
binding on the concentration of the aptamers to the equation
Y ¼ B max X/(Kd þ X), using the software of Sigma Plot.

Confocal imaging
Target or negative control cells were incubated with a mixture
of FAM-labeled aptamer in 80 ml washing buffer and 120 ml
binding buffer containing 20% FBS for 30 min at 48C. The
final concentration of aptamer was 500 nM. The cells were
then washed twice with washing buffer and fixed with 4%
paraformaldehyde for 30 min. After two washes with PBS,
they were stained with 40,6-diamidino-2-phenylindole (DAPI)
(Beyotime, Haimen, China) for 30 min. After another three
washes with PBS, they were mounted with glycerin. Cell
imaging was performed with a Leica TCS SP5 Confocal
microscope (Solms, Germany).

Aptamer-based histochemistry staining
The formalin-fixed and paraffin-embedded tissue sections
(patient specimens with hepatocellular, gastric, or colon car-
cinoma) were obtained from Huashan Hospital according
to an Institutional Review Board approved protocol. The
aptamer-based histochemistry staining (AptHS) procedure is
as follows: following microwave pretreatment in citrate-
buffered saline buffer (pH 6.0), sections were blocked with
PBS containing 10% BSA, 1 mg/ml yeast tRNA, and 1 mg/ml
salmon sperm DNA [both purchased from Sigma-Aldrich
(St Louis, USA) and pretreated following the manufacturer’s
instructions] for 60 min at 48C. After that, sections were
probed with 100 ml FAM-labeled aptamer or unselected
library (500 nM in binding buffer) and incubated for 2 h at
48C. Visualization was achieved using a fluorescence micro-
scope (Nikon ECLIPSE 80i, Tokyo, Japan).

Results

Cell-SELEX and monitoring of the enrichment
of the aptamer pools
Hepatoma cell line HepG2 was used as target because of its
predominance in the studies of liver cancer. HL-7702, a
human normal hepatocyte cell line, was used as negative
control to eliminate the collection of DNA sequences that
could bind to common surface molecules presenting in both
types of cells.

Flow cytometric analysis was carried out to monitor the
selection process. As only the FAM-labeled oligos bound to
HepG2 were collected, it was observed that the mean fluor-
escence intensity was increased as selection proceeded in
target cells but not in control cells (Fig. 1A). There was a
clear fluorescence signal shift in the 11th round in HepG2
cells, but was not in HL-7702 cells, indicating that the DNA
pool with better binding affinity to the target cells was
enriched after 11 rounds of selection.

As an alternative approach to monitor the SELEX proced-
ure, real-time PCR was carried out to confirm the enrich-
ment of the aptamer pool. The melting curves of the
products from the ssDNA pools (Fig. 1B) showed that the
melting temperature rose as selection rounds increased until
the 11th round and after that it gradually decreased. It sug-
gested that the enriched aptamer pool was finally achieved
after 11 rounds of selection, which was consistent with what
we had observed in flow cytometric analysis.

Binding ability of the candidate aptamers
After 11 rounds of selection, the enriched aptamer pool was
cloned and 50 randomly selected clones were sequenced.
The sequences were grouped based on their homology.

Three sequences that repeated most in clones were selected
as candidates for further characterization (Table 1). Among
them, HA05 repeated four times and the other two repeated
three times. The binding affinities of the aptamer candidates
to HepG2 cells and HL-7702 cells were evaluated by flow
cytometric analysis. All of these three sequences showed ap-
parent binding ability to HepG2 cells, but did not to HL-7702
cells (Fig. 2A). We also calculated the equilibrium dissoci-
ation constant [11] of the aptamer–HepG2 interaction to
measure their binding ability quantitatively. HA09 showed
the highest affinity with the Kd in the nanomolar range (Kd ¼

103.61+35.05 nM) (Fig. 2B). Furthermore, HA09 was
found to have a good binding ability to other two human
hepatoma cell lines: QGY-7703 (Kd ¼ 35.8+31.0 nM) and
Huh7 (Kd ¼ 190.2+50.9 nM) (Fig. 2B). Thus, it was identi-
fied as the target aptamer for further studies.

Specificity of the selected aptamer
We observed the specificity of HA09 by flow cytometry and
Confocal imaging. Several other types of cell lines were
incubated with FAM-labeled HA09 and the mean fluores-
cence intensity was measured by flow cytometry. No
increased fluorescence was observed in these cells after incu-
bation (Table 2), implying that HA09 was highly specific to
liver cancer cells.

Confocal imaging was used to visualize the specific
binding sites of HA09 on cell surface. HepG2, Huh7, and
QGY-7703 incubated with FAM-labeled HA09 displayed
obvious fluorescence, while HL-7702 did not (Fig. 3). None
of these four types of cells showed significant fluorescence
after incubation with FAM-labeled unselected library.

Recognition of the HCC tissue sections with the selected
aptamer
To validate whether the selected aptamer HA09 could
recognize human HCC tissues, the formalin-fixed and
paraffin-embedded sections of human liver cancerous and
pre-cancerous tissues, gastric cancerous tissues, and colon
cancerous tissues were stained with the FAM-labeled HA09.

Selection of aptamer targeting human liver cancer

Acta Biochim Biophys Sin (2014) | Volume 46 | Issue 2 | Page 130

D
ow

nloaded from
 https://academ

ic.oup.com
/abbs/article/46/2/128/1262 by guest on 10 April 2024



HA09 showed apparent stronger fluorescence in liver can-
cerous tissue sections than that in pre-cancerous tissue sec-
tions, gastric cancerous tissue sections, or colon cancerous
tissue sections (Fig. 4). Very weak fluorescence was
observed when all tissue sections were stained with
FAM-labeled unselected library as control.

Discussion

Liver cancer is one of the most malignant cancers in the
world. Most of HCC patients were diagnosed at a later stage
for the lack of effective approaches of early detection. Novel
biomarkers are urgently needed to improve the sensitivity
and specificity of early diagnosis of HCC.

In recent years, several biomarkers of HCC, such as Golgi
protein 73 [12] and heat-shock protein 27 [13], have been
identified by 2D gel electrophoresis and mass spectrometry.
But the specificity and sensitivity of these biomarkers are
relatively low [14,15], partially due to the fact that their dis-
covery is based on proteins aberrantly expressed in HCC that
are obtained after cell lysis along with the destruction of
protein conformation. Traditional methods to seek for bio-
markers always need rough treatments with cells resulting in
the loss of some membrane proteins [16]. In fact, the change
of membrane proteins is associated with carcinogenesis
[17,18]. Abnormal membrane proteins are proven to be ideal
biomarkers in tumor diagnosis, treatments, and prognosis.
Hence, it is indispensable to adapt new strategies that can
keep membrane proteins in their native conformations to
explore biomarkers that can be recognized by molecular
probes.

In this study, we applied an approach named cell-SELEX
and generated molecular probes effectively recognizing
unknown biomarkers on the surface of human liver cancer
cells. By enriching ssDNA oligonucleotides that only bind
to target cells, this technology has prompted the progress of
molecular recognition and biomarker identification. For in-
stance, Shi et al. [19] designed an activatable aptamer probe,
which targeted the cell membrane protein tyrosine kinase-7
of living cancer cells and achieved contrast-enhanced cancer
visualization inside mice. Berezovski et al. [20] introduced
a new technology termed aptamer-facilitated biomarker

Figure 1. Aptamer pools are enriched after 11 rounds’ selection (A) Binding ability of the selected pools to HepG2 and HL-7702 cells was tested by

flow cytometric assay. The final concentration of aptamer is 250 nM. (B) Melting curves of real-time PCR products of the ssDNA pools were obtained to

evaluate the diversity of selected pools.

Table 1 Sequences of the aptamer candidates

Name Sequence

HA05 ACG CTC GGA TGC CAC TAC AGG CCC CAA CTA

GGT TAA AAG TAT CAC ATT CGA GGT GCT ATG

CTC ATG GAC GTG CTG GTG AC

HA09 ACG CTC GGA TGC CAC TAC AGG ACA GGG

CAC CAC CAT AGT ACC TGT ACT ACC CAG CCG

AGG CTC ATG GAC GTG CTG GTG AC

HA15 ACG CTC GGA TGC CAC TAC AGC TGG GCA

CCA TGC AGG TTT GTC ACG TTT ATC GCG TAA

TGG CTC ATG GAC GTG CTG GTG AC

Selection of aptamer targeting human liver cancer

Acta Biochim Biophys Sin (2014) | Volume 46 | Issue 2 | Page 131

D
ow

nloaded from
 https://academ

ic.oup.com
/abbs/article/46/2/128/1262 by guest on 10 April 2024



discovery and discovered surface biomarkers distinguishing
mature and immature dendritic cells. Hence, our findings
may help to achieve the target imaging of HCC and to dis-
cover novel cancer biomarkers.

In a previous study, Shangguan et al. [10] used a pair of
murine cell lines to produce aptamers specific for liver

cancer cells. Despite that only about 300 genes of both the
human and mice genomes appear to be unique to one
species or the other [21], there are significant differences
between the mice and the humans in tumor transformation,
development, and responses to drugs. In their study, only
one human hepatoma cell line was used to test the binding
ability of these aptamers and most of them displayed poor af-
finities. It is unclear whether these aptamers could recognize
human liver cancer tissue. In addition, most of the cell lines
used in the specificity test were suspension cells that are
quite different from solid tumor cells, making the results not
so convincing. Consequently, it is of great necessity to
screen aptamers directly against human-derived liver cancer
cells. Thus, we chose human-derived cells HepG2 and
HL-7702 to carry out the selection process, which ensured a
high probability of acquiring human liver cancer-specific
aptamers. Besides, multiple types of human cell lines were
included in the evaluation of specificity to bring a more hol-
istic assessment of the selected aptamer.

Our results clearly showed that the DNA pool was enriched
after 11 rounds of selection, which was supported both by
flow cytometric analysis and real-time PCR. Flow cytometric
analysis is seen as an ideal way to monitor the enrichment
process because of high reproducibility, good statistical preci-
sion, convenient detection, and the quantitative nature of the
analysis [10]. However, its procedure is time-consuming.
Meanwhile, according to our experience, its outcome is also
quite unstable. It is even altered when flow rate is changed,

Figure 2. The selected aptamers can bind to human liver cancer cells with high affinity and specificity (A) Binding ability of HA05, HA09, and

HA15 to HepG2 (target cells), HL-7702 (control cells). The final concentration of aptamer is 200 nM. (B) Binding curves of HA09 to HepG2, Huh7, and

QGY-7703 cells.

Table 2 Aptamers binding to multiple types of cell lines

Cell line HA09

HepG2 (target cell) þþþa

HL-7702 (control cell) 2

Huh7 (liver cancer cell) þþ
QGY-7703 (liver cancer cell) þ
AGS (gastric cancer) 2

HGC-27 (gastric cancer) 2

GES-1 (normal gastric epithelial cell) 2

SW116 (colon cancer cell) 2

SW480 (colon cancer cell) 2

H1299 (lung cancer cell) 2

BEAS-2B (normal lung epithelial cell) 2

aA threshold based on fluorescence intensity in the flow cytometric

analysis was set so that 95% of cells incubated with the FAM-labeled

unselected library would have fluorescence intensity below it. The

percentage of cells incubated with FAM-labeled aptamer above the set

threshold was used to assess the binding ability of the aptamer to the cells:

2, ,10%; þ, 10%–35%; þþ, 35%–60%; þþþ, 60%–85%; þþþþ,

.85% [10]. The final concentration of aptamer is 200 nM.
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Figure 3. HA09 can bind to the membrane surface of liver cancer cells Fluorescence Confocal imaging of HL-7702 cells, HepG2 cells, Huh7 cells,

and QGY-7703 cells stained by FAM-labeled unselected ssDNA library and FAM-labeled HA09, respectively. DAPI was used to label the cell nucleus

(blue). The final concentration of aptamer is 500 nM.

Figure 4. HA09 can recognize human liver cancerous tissue specifically Use of HA09 to recognize human liver cancerous tissue (top) and

para-cancerous tissue, gastric cancer tissue, and colon cancer tissue (bottom). The tissue sections of each row were from the same patient. The final

concentration of aptamer is 500 nM.
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thus the result is somehow questionable. It was reported that
DNA templates with different complexity had different dis-
sociation curves [22]. The more specific the template, the
sharper the dissociation peak, or in other words, the higher
the melting temperature. Since the melting temperature can be
viewed as the indicator of sequence complexity that decreases
as the aptamer selection proceeds, it is believed that real-time
PCR used to detect the dissociation curves of aptamer pools is
feasible to monitor the selection, as the procedure is much
easier, clearer, and cost-efficient. In this study, we applied this
new method and found that the melting temperature reached
its highest in the 11th round, suggesting that the enrichment
of aptamer pools was accomplished after 11 rounds of selec-
tion. This result was consistent with what we had observed by
flow cytometric analysis, indicating that real-time PCR could
be an alternative monitoring approach.

Besides the 11th round, we also cloned and sequenced the
DNA pool of the 21th round and then grouped the DNA
sequences on the basis of the homology. There was one se-
quence with at most eight repeats from the DNA pool of the
21th round, compared with that with four repeats from the 11th
round. The sequence that repeated eight times, however, could
not recognize liver cancer cells (data not shown). The reason
was believed to be amplification bias. During the SELEX,
sequences achieved in each round of selection were amplified
by PCR. Of these sequences, some are more easily amplified
while others are not. With the processing of SELEX rounds,
sequences with higher binding affinity may be lost because of
amplification bias, leading to the failure of selection.

Aptamers can be chemically synthesized, easily labeled
with fluorescent molecules, and directly used in the detec-
tion of the target cell. Confocal imaging of liver cancer cells
incubated with FAM-labeled aptamers showed that HA09
could bind to cell surface, which accorded with the selection
strategy in which membrane proteins were expected to be
the target. Hence, cell-SELEX is a good way to screen apta-
mers for cell imaging, drug delivery, and biomarkers discov-
ery, while further efforts are needed to focus on the
identification of the target of HA09.

Immunohistochemistry staining, also called antibody-based
histochemistry staining, is an effective and reliable method to
diagnose diseases, especially cancers. Nowadays, scientists
have begun to seek for new probes that are easier to obtain to
serve as a supplementary or even major diagnostic tool. Zeng
et al. [23] developed an RNA-based CD30 aptamer for the
staining of formalin-fixed and paraffin-embedded lymphoma
tissues and they demonstrated a nearly similar specificity of
both the CD30 aptamer and the CD30 antibody to CD30þ

lymphoma cells. In this study, we evaluated the potential of
HA09 in the clinical recognition of HCC tissue samples by
AptHS and we observed positive staining within tumor sites.
The negative staining of the liver pre-cancerous tissue, gastric
cancerous tissue, and colon cancerous tissue further proved

the liver cancer specificity of the aptamer, promising its pros-
pect as a molecular probe. When the target of the aptamer is
validated, we may compare the sensitivity and specificity of
the aptamer with that of the antibody.

In conclusion, in this study, we obtained one aptamer tar-
geting human liver cancer based on the cell-SELEX method.
The aptamer HA09 showed excellent binding affinity to
both liver cancer cells and tissues, but did not to other kinds
of cancers. Therefore, as a novel molecular tool, HA09 can
be used to facilitate the discovery of new biomarkers and
also to deliver agents of interest such as fluorescent mole-
cules or chemotherapeutic drugs for target imaging or
therapy. Further study is still needed to boost the application
of HA09 in basic research as well as clinical diagnosis and
therapy of liver cancer.

Acknowledgements

We thank Drs Li Xu and Xiaohong Fang (from Institute of
Chemistry, Academy of Sciences, China) for their help in
the designing of SELEX protocol. We thank Drs Shaohua Li
and Ningsheng Shao (from the Academy of Military
Medical Sciences, China) for their presenting of the protocol
of AptHS. We also thank Dr Zhaofeng Luo (from University
of Science and Technology of China) and Dr Eli Gilboa
(from University of Miami) for their ideal suggestion in the
analysis and interpretation of the results.

Funding

This work was supported by the grants from the National
Natural Science Foundation of China (Nos. 81125001,
91129702, and 81161120431), the Ministry of Science and
Technology of China (No. 2010CB732405), and the Science
and Technology Commission of Shanghai Municipality
(Nos. 09JC1403000 and 10XD1400800).

References

1. Jemal A, Bray F, Center MM, Ferlay J, Ward E and Forman D. Global

cancer statistics. CA Cancer J Clin 2011, 61: 69–90.

2. Bruix J and Sherman M. Management of hepatocellular carcinoma: an

update. Hepatology 2011, 53: 1020–1022.

3. Schwartz M, Roayaie S and Konstadoulakis M. Strategies for the manage-

ment of hepatocellular carcinoma. Nat Clin Pract Oncol 2007, 4: 424–432.

4. Tuerk C and Gold L. Systematic evolution of ligands by exponential enrich-

ment: RNA ligands to bacteriophage T4 DNA polymerase. Science 1990,

249: 505–510.

5. Wu X, Ding BY, Gao J, Wang HY, Fan W, Wang X and Zhang W, et al.

Second-generation aptamer-conjugated PSMA-targeted delivery system for

prostate cancer therapy. Int J Nanomedicine 2011, 6: 1747–1756.

6. Zhang K, Sefah K, Tang L, Zhao Z, Zhu G, Ye M and Sun W, et al.

A novel aptamer developed for breast cancer cell internalization.

ChemMedChem 2012, 7: 79–84.

Selection of aptamer targeting human liver cancer

Acta Biochim Biophys Sin (2014) | Volume 46 | Issue 2 | Page 134

D
ow

nloaded from
 https://academ

ic.oup.com
/abbs/article/46/2/128/1262 by guest on 10 April 2024



7. Ng EWM, Shima DT, Calias P, Cunningham ET, Guyer DR and Adamis

AP. Pegaptanib, a targeted anti-VEGF aptamer for ocular vascular disease.

Nat Rev Drug Discov 2006, 5: 123–132.

8. Fang XH and Tan WH. Aptamers generated from cell-SELEX for

molecular medicine: a chemical biology approach. Acc Chem Res 2010, 43:

48–57.

9. Shangguan D, Li Y, Tang ZW, Cao ZHC, Chen HW, Mallikaratchy P and

Sefah K, et al. Aptamers evolved from live cells as effective

molecular probes for cancer study. Proc Natl Acad Sci USA 2006, 103:

11838–11843.

10. Shangguan D, Meng L, Cao ZC, Xiao Z, Fang X, Li Y and Cardona D,

et al. Identification of liver cancer-specific aptamers using whole live cells.

Anal Chem 2008, 80: 721–728.

11. Sefah K, Shangguan D, Xiong XL, O’Donoghue MB and Tan WH.

Development of DNA aptamers using cell-SELEX. Nat Protoc 2010, 5:

1169–1185.

12. Block TM, Comunale MA, Lowman M, Steel LF, Romano PR, Fimmel C

and Tennant BC, et al. Use of targeted glycoproteomics to identify serum

glycoproteins that correlate with liver cancer in woodchucks and humans.

Proc Natl Acad Sci USA 2005, 102: 779–784.

13. Feng JT, Liu YK, Song HY, Dai Z, Qin LX, Almofti MR and Fang CY, et al.

Heat-shock protein 27: a potential biomarker for hepatocellular carcinoma

identified by serum proteome analysis. Proteomics 2005, 5: 4581–4588.

14. Harimoto N, Shimada M, Aishima S, Kitagawa D, Itoh S, Tsujita E and

Maehara S, et al. The role of heat shock protein 27 expression in hepatocel-

lular carcinoma in Japan: special reference to the difference between hepa-

titis B and C. Liver Int 2004, 24: 316–321.

15. Gu YL, Chen WL, Zhao Y, Chen LY and Peng T. Quantitative analysis of

elevated serum Golgi protein-73 expression in patients with liver diseases.

Ann Clin Biochem 2009, 46: 38–43.

16. Wu CC and Yates JR. The application of mass spectrometry to membrane

proteomics. Nat Biotechnol 2003, 21: 262–267.

17. Lee HS, Kim C, Kim SB, Kim MG and Park D. Epithin, a target of trans-

forming growth factor-beta signaling, mediates epithelial-mesenchymal

transition. Biochem Biophys Res Commun 2010, 395: 553–559.

18. Leong KG and Karsan A. Recent insights into the role of Notch signaling in

tumorigenesis. Blood 2006, 107: 2223–2233.

19. Shi H, He XX, Wang KM, Wu X, Ye XS, Guo QP and Tan WH, et al.

Activatable aptamer probe for contrast-enhanced in vivo cancer imaging

based on cell membrane protein-triggered conformation alteration. Proc

Natl Acad Sci USA 2011, 108: 3900–3905.

20. Berezovski MV, Lechmann M, Musheev MU, Mak TW and Krylov SN.

Aptamer-facilitated biomarker discovery (AptaBiD). J Am Chem Soc 2008,

130: 9137–9143.

21. Waterston RH, Lindblad-Toh K, Birney E, Rogers J, Abril JF, Agarwal P

and Agarwala R, et al. Initial sequencing and comparative analysis of the

mouse genome. Nature 2002, 420: 520–562.

22. Schutze T, Arndt PF, Menger M, Wochner A, Vingron M, Erdmann VA and

Lehrach H, et al. A calibrated diversity assay for nucleic acid libraries using

DiStRO: a diversity standard of random oligonucleotides. Nucleic Acids

Res 2010, 38: e23.

23. Zeng ZH, Zhang P, Zhao NX, Sheehan AM, Tung CH, Chang CC and Zu

YL. Using oligonucleotide aptamer probes for immunostaining of formalin-

fixed and paraffin-embedded tissues. Mod Pathol 2010, 23: 1553–1558.

Selection of aptamer targeting human liver cancer

Acta Biochim Biophys Sin (2014) | Volume 46 | Issue 2 | Page 135

D
ow

nloaded from
 https://academ

ic.oup.com
/abbs/article/46/2/128/1262 by guest on 10 April 2024



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile ()
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.5
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages false
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.1000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 524288
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo false
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings false
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Preserve
  /UCRandBGInfo /Remove
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
    /Courier
    /Courier-Bold
    /Courier-BoldOblique
    /Courier-Oblique
    /Helvetica
    /Helvetica-Bold
    /Helvetica-BoldOblique
    /Helvetica-Oblique
    /Symbol
    /Times-Bold
    /Times-BoldItalic
    /Times-Italic
    /Times-Roman
    /ZapfDingbats
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 150
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 175
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50286
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages false
  /ColorImageAutoFilterStrategy /JPEG2000
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 20
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 150
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 175
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50286
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages false
  /GrayImageAutoFilterStrategy /JPEG2000
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 20
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasMonoImages true
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 175
  /MonoImageDepth 4
  /MonoImageDownsampleThreshold 1.50286
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects true
  /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 ()
  /PDFXTrapped /False

  /Description <<
    /ENU ()
  >>
>> setdistillerparams
<<
  /HWResolution [600 600]
  /PageSize [612.000 792.000]
>> setpagedevice


