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Abstract: Conventional positive and negative selection-based circulating tumor cell (CTC) isolation
methods might generally ignore metastasis-relevant CTCs that underwent epithelial-to- mesenchymal
transition and suffer from a low CTC purity problem, respectively. To address these issues,
we previously proposed a 2-step CTC isolation method integrating a negative selection CTC isolation
and subsequent spheroid cell culture. In addition to its ability to isolate CTCs, more importantly,
the spheroid cell culture used could serve as a cell culture model mimicking the process of new tumor
tissue formation during cancer metastasis. Therefore, it is promising not only to selectively isolate
metastasis-relevant CTCs but also to test the potential of cancer metastasis and thus the prognosis
of disease. To explore these issues, experiments were performed. The key findings of this study
demonstrated that the method was able to harvest both epithelial (E)- and mesenchymal (M)-type
CTCs without selection bias. Moreover, both the M-type CTC count and the information obtained
from the multidrug resistance-associated protein 2 (MRP2) and MRP5 gene expression analysis of the
CTCs isolated via the 2-step CTC isolation method might be able to serve as prognostic factors for
progression-free survival in head and neck squamous cell carcinoma.

Keywords: circulating tumor cells (CTCs); spheroid cell culture; cell isolation and purification; head
and neck cancer; epithelial-to-mesenchymal transition (EMT); prognosis

1. Introduction

Cancer metastasis is a primary cause of cancer-derived death [1]. It is well-recognized that
circulating tumor cells (CTCs) are cells shed from primary tumors into adjacent vasculature and
subsequently present in the blood circulation of metastatic cancer patients [2]. Reports in the literature
have revealed that the counts and molecular characteristics of CTCs are significantly associated with
tumor burden, cancer progression, response to anticancer therapies, and patient survival [3]. As a
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result, fundamental studies on CTCs hold great promise for unraveling the mechanisms behind cancer
metastasis, which could facilitate the development of effective therapeutic solutions for future cancer
care. Nevertheless, CTCs are extremely rare (e.g., approximately 1–10 cells in 1 × 109 normal blood
cells [4]) in whole blood samples, which makes them technically difficult to isolate, purify, and identify.

With recent progress in cell isolation and purification techniques, various CTC isolation methods
have been successfully demonstrated, which can be broadly classified as physical and biochemical
methods [5]. Overall, the CTC isolation methods based on the physical property differences (e.g., size [6],
density [7], or dielectrophoretic force [8]) between the CTCs and the other blood cells are generally
believed to be easy to perform and label-free to the harvested cells, but the cell purity of CTCs is less
than the purity achieved by the biochemical protocols [9]. Conversely, biochemical-based schemes
commonly make use of specific cell surface markers, such as epithelial cell adhesion molecule (EpCAM)
and cytokeratins (CKs) to define CTCs. Namely, these CTC isolation and purification techniques
use these two surface markers to differentiate the CTCs from the surrounding blood cells [5]. This is
primarily based on the fact that EpCAM and CKs are expressed by cancer cells of epithelial origin
and are normally absent in normal blood cells. The CTC isolation methods based on this principle
are usually referred to as the positive selection of CTCs, which are currently the predominantly
adopted methods for CTC isolation and purification [10]. Nevertheless, increasing evidence has
revealed that the CTCs in blood circulation are heterogeneous in nature due to the phenomenon of
epithelial-to-mesenchymal transition (EMT) [11]. Therefore, the isolation of CTCs based on specific
cell markers, such as EpCAM or CKs, could lead to selection bias [12].

EMT, first recognized as a feature of embryogenesis, has been reported to play an important
role in cancer progression [13]. EMT allows cancer cells with epithelial characteristics to transform
into mesenchymal-type cancer cells, enabling them to acquire migratory ability, environmental stress
resistance, and stem cell-like properties [14]. All these cellular features are required for cancer metastasis,
recurrence, and the acquisition of drug resistance [15]. The coexistences of epithelial (abbreviated
as E)-, mesenchymal (abbreviated as M)-, or biphenotypic-type CTCs have been discovered in the
blood samples of metastatic cancer patients [11,16]. Nevertheless, these cancer metastasis-relevant
and thus clinically-important CTCs that underwent EMT might be ignored in conventional positive
selection-based CTC isolation techniques. This is mainly because these EMT-transformed CTCs could
reduce their expression of EpCAM and CKs [17,18]. In addition to the selection bias mentioned above,
the CTCs harvested via the conventional positive selection-based CTC isolation schemes are normally
labeled with magnetic microbeads or trapped on a functionalized substrate surface, which could limit
their use for subsequent CTC-based assays or culture.

To address the abovementioned technical issues, more recently, negative selection-based
approaches have been proposed for CTC isolation and purification, by which only blood cells [e.g.,
CD45positive (pos) or CD235apos cells] are targeted for depletion using immunomagnetic bead-based cell
isolation methods [19,20]. This methodology paves a route to isolate and thus obtain label-free CTCs
without the selection bias mentioned previously [12]. However, CTC isolation and purification based
on this strategy normally suffer from the technical problem of low cell purity (e.g., less than 4% [9]).
This could in turn restrict the use of the harvested CTCs for subsequent analytical works (e.g., gene
expression analysis [21,22]). To address the technical hurdles encountered in the positive or negative
selection-based CTC isolation methods as aforementioned, we previously proposed a 2-step CTC
isolation and purification method that integrated a negative selection-based CTC isolation scheme and
a subsequent 8-day spheroid cell culture for the further purification of CTCs [23]. The latter mechanism
was mainly based on our findings that the cell viability of leukocytes (i.e., the major cell population in
the cell sample obtained after a conventional negative selection-based CTC isolation process) after an
8-day spheroid cell culture was significantly decreased, whereas cancer cells (e.g., CTCs) maintained
their viability during the cell culture period [23]. Based on this mechanism, therefore, such a cell
culture operation was expected to increase cancer cell purity in the cell cultures. This was further
confirmed in our previous clinical tests showing that the average purity of CTC-related cells harvested
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via the 2-step CTC isolation process was 34.8% [23], which was greatly improved in comparison with
that (less than 4%) obtained through conventional negative selection-based CTC isolation schemes [9].

Apart from the function of CTC isolation and purification mentioned above the three-dimensional
(3-D) spheroid cell culture used in the 2-step CTC isolation and purification process could also work as
a kind of in vitro cell culture model mimicking the process of forming new tumor tissues during distant
cancer metastasis [24]. Based on this mechanism, therefore, the 2-step CTC isolation process could be
promising for selectively isolating live CTCs that are metastatically and thus clinically meaningful.
These CTCs are of great value for subsequent fundamental or applied research. Moreover, the 3-D
spheroid cell culture in the 2-step CTC isolation process could also serve as a kind of in vitro assay
that could be used to test the potential of cancer metastasis and thus the prognosis of cancer disease.
To explore the clinical significance and prognostic roles of the CTCs isolated using the 2-step CTC
isolation scheme, experimental studies were carried out in this study. In this work, blood samples
obtained from head and neck cancer patients were treated with the 2-step CTC isolation and purification
method. This was followed by immunofluorescent staining and the analysis of cancer-related gene
expression. The key findings of this study showed that CTC-related cells (i.e., E-CTCs or M-CTCs) were
observed in 18 (90.0%) of 20 patients, in which E-CTCs and M-CTCs were observed in 15 (75.0%) and
18 (90.0%) of 20 patients, respectively. These results demonstrated that the 2-step CTC isolation method
was able to harvest both E- and M-type CTCs without selection bias. In addition, both M-type CTC
counts and the information from the analysis of multidrug resistance-associated protein 2 (MRP2) and
MRP5 gene expression of the CTCs harvested via the 2-step CTC isolation protocol were able to serve
as prognostic factors of progression-free survival (PFS) in head and neck squamous cell carcinoma
(HNSCC). Overall, we have initially explored the clinical significance and prognostic roles of the CTCs
isolated via the 2-step CTC isolation method. Further studies with a larger sample size and longer
follow-up time are worthy to conduct.

2. Materials and Methods

2.1. Patient Enrollment

This study was approved by the Institutional Review Board of Chang Gung Memorial Hospital at
Linkou, Taiwan (approval IDs: 103-7428B and 104-2595B). Informed consent was obtained from all
blood sample donors, and all the methods were carried out in accordance with relevant guidelines.
Patients were considered eligible if they (1) had newly diagnosed and untreated head and neck
cancer, (2) had histologically or cytopathologically confirmed HNSCC, (3) had disease stages of locally
advanced or metastatic, unresectable based on the 8th edition of the American Joint Committee
on Cancer criteria, (4) were ≥20 years old, and (5) had adequate liver and renal functions with a
sufficient white blood cell (WBC) count to tolerate the anticancer therapies (especially chemotherapy).
Patients with synchronous double cancer or previous cancers within the last 5 years were not enrolled.
Anticancer treatments consisting of concurrent chemoradiotherapy (CCRT) or chemotherapy alone
were given following recent The National Comprehensive Cancer Network (NCCN) guidelines [25]
and recommendations from the tumor board committee

2.2. Chemotherapy Regimens

Palliative chemotherapy regimens were selected after full discussions with the patient’s family.
The regimens mainly included cetuximab (400 mg/m2 and then 250 mg/m2 weekly for 2–3 consecutive
months; Merck, Darmstadt, Germany), cisplatin (50–75 mg/m2 biweekly to triweekly), and 5-fluorouracil
(700–1000 mg/m2/day as a continuous infusion during days 1–4 every 28 days). Other treatments
included methotrexate (40 mg/m2 or a fixed weekly dose of 50 mg), bleomycin (15 mg weekly), and oral
tegafur-uracil (300 mg/m2/day; TTY Biopharm Co., Ltd., Taipei, Taiwan). Chemotherapy regimens for
chemoradiotherapy mainly included cisplatin (50–75 mg/m2 biweekly to triweekly) and 5-fluorouracil
(700–1000 mg/m2/day as a continuous infusion during days 1–4 every 28 days) or oral tegafur-uracil
(300 mg/m2/day) every day in a 28-day cycle [26].
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2.3. Blood Sample Processing Using the 2-Step CTC Isolation and Purification Method

The blood sample for CTC isolation was obtained from cancer patients within 7 days before
the first dose of chemotherapy. In the blood drawing process, the first 3–5 mL of blood sample was
discarded to prevent epithelial cell contamination. Then, the blood sample obtained was stored in
vacutainer tubes with tripotassium ethylenediaminetetraacetic acid (BD Bioscences, San Diego, CA,
USA) at 4 ◦C and soon processed within 4 h. In the subsequent sample processing using the 2-step
CTC isolation and purification method [23], briefly, the blood sample was first mixed with erythrocyte
lysis buffer (15.5 mM NH4Cl, 1.4 mM NaHCO3, and 10 µM EDTA, pH 7.3) at a volume ratio of 1:10,
followed by a 10-min incubation. After washing twice with phosphate buffered saline (PBS), the cell
sample obtained was then processed to deplete leukocytes within the sample using a commercial
kit (EasySep Human CD45 Depletion Kit, StemCell Technologies, Vancouver, BC, Canada). All the
procedures were carried out according to the manufacturer’s instructions. Briefly, the cell samples were
re-suspended in a suspension medium (PBS containing 2% fetal bovine serum and 1 mM EDTA) to
form a final cell density of 1 × 108 cells/mL. The Depletion Cocktail was then added into the prepared
cell suspension in the ratio of 50 µL reagent per 1 mL of cell suspension, and incubated at RT for 15 min.
After that, the well-mixed nanoparticle suspension was added to the treated sample in a ratio of 100 µL
reagent per 1 mL of sample. After 10 min incubation, the total volume of abovementioned sample was
prepared to 2.5 mL by adding the suspension medium. This was followed by placing the sample-loaded
tube into a magnet for 10 min. After that, the cell suspension was obtained using a pipet without
disturbing the magnetically-attracted leukocytes on the tube wall. The cell sample obtained was then
cultured in a spheroid cell culture model as described previously [23]. Briefly, the cells harvested were
prepared in culture medium (RPMI-1640 medium supplemented with 10 ng/mL epidermal growth
factor, 10 ng/mL basic fibroblast growth factor, and B-27 supplements; all ingredients were purchased
from Gibco, Thermo Fisher Scientific, Inc., Waltham, CA, USA), and then seeded into the wells of a
48-well cell culture microplate (Costar, CORNING, Corning, NY, USA) precoated with 2% (v/v) agarose
(Sigma-Aldrich, Millipore Sigma, St. Louis, MO, USA) for achieving low adhesion purpose. During
the 8-day spheroid cell culture, half of the volume of the culture medium was refreshed every 2 days
without disturbing the cell clusters formed. In addition, the morphologies of the cultured cells were
recorded microscopically on days 0, 4, and 8 of culture. The cell cluster formed after 8 days of culture
was defined as microemboli comprising at least two cells.

2.4. Immunofluorescence Staining (IF Staining)

After the 2-step CTC isolation and purification process described above, the cell sample of the
8-day culture was harvested. Two-thirds were stained with immunofluorescent dyes to identify
and thus quantify the E- and M-type CTCs within the sample. Briefly, the cell sample obtained
was equally divided into two parts for quantifying E- and M-type CTCs. Each cell sample was
prepared as a thin smear on a glass slide (Smear Gell, GenoStaff Co., Ltd., Tokyo, Japan) [27]. Four
percent paraformaldehyde in PBS was used to fix the cells on the slide for 20 min, followed by the
permeabilization process using 0.1% Triton X-100 in PBS for 30 min. The treated cell smear sample
was then incubated in blocking buffer (0.05% Triton X-100 and 2% bovine serum albumin in PBS) for
30 min [28]. After the abovementioned processes, the cell smear sample was then treated with primary
antibodies and incubated for 1 h. After washing the treated cell sample with PBS 2 times, secondary
antibodies were added and incubated for another 30 min. The treated cell sample was then washed and
finally analyzed using a fluorescence microscope (Nikon, Nikon Instruments, Inc., Melville, NY, USA)
for identifying and quantifying the E- and M-type CTCs within the sample. In this study, the antibodies
and dyes used were as follows: CD45-PE-conjugated monoclonal antibody (200× dilution; 5B1, MACS,
Miltenyi Biotec, Bergisch Gladbach, Germany), CD11b-PE-conjugated monoclonal antibody (100×
dilution; M1/70, BD Pharmingen, San Diego, CA, USA), EpCAM monoclonal antibody (500× dilution;
clone #028, SinoBiological, Beijing, China), pan-CK polyclonal antibody (500× dilution; Abcam,
Cambridge, MA, USA), vimentin (VIM) polyclonal antibody (1000× dilution; GeneTex, Inc., Hsinchu,
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Taiwan), donkey anti-mouse-Alexa Fluor 488-conjugated antibody (1000× dilution; Invitrogen, Thermo
Fisher Scientific, Inc., Waltham, MA, USA), donkey anti-rabbit-Alexa Fluor 488-conjugated antibody
(1000× dilution; Invitrogen), and Hoechst 33,342 nuclear dye (5 µg/mL; Invitrogen).

2.5. Gene Expression Analysis

In this study, the cell sample after 8 days of spheroid cell culture was also collected for the analysis
of cancer-related gene expression [29]. Briefly, one-third of the cell sample was harvested, and its
total RNA was extracted using a PicoPure RNA Isolation Kit (Applied Biosystems, Thermo Fisher
Scientific, Inc.), followed by cDNA synthesis using a SuperScript IV First-Strand Synthesis System
(Thermo Fisher Scientific, Inc.). Then, 10 cycle preamplification of the synthesized cDNA was carried
out using TaqMan PreAmp Master Mix (Thermo Fisher Scientific). The cancer-related gene expression
of cells was then determined using a TaqMan-based real-time PCR system. The TaqMan assays for each
gene tested were purchased from Thermo Fisher Scientific and operated based on the manufacturer’s
instructions. β-2-Microglobulin (B2M) was used as the internal control. In this study, the cancer-related
genes tested included aldehyde dehydrogenase 1 family member A1 (ALDH1), cadherin 1 (CDH1),
CDH2, junction plakoglobin (JUP), keratin 19 (KRT19), MRP1, MRP2, MRP4, MRP5, MRP7, Nanog
homeobox (NANOG), octamer-binding transcription factor 3/4 (OCT3/4), prominin 1 (PROM1), snail
family transcriptional repressor 1 (SNAI1), SRY-box 2 (SOX2), twist family bHLH transcription factor
1 (TWIST1), and VIM. In this study, the expression levels of target genes relative to the B2M gene
were then calculated. Genes with relative expression values ≥ the median value were regarded as the
high expression group. Conversely, genes with relative expression values < the median value were
considered the low expression group.

2.6. Statistical Analysis

In this study, the counts of E- and M-type CTCs, as well as total CTCs in different clinical variable
conditions, were compared using the nonparametric Mann-Whitney U test (two group comparison)
or the nonparametric Kruskal-Wallis test (multiple group comparison) with 2-side significance. The
log-rank test was used to compare the survival distributions of two groups. In addition, univariate
and multivariate Cox proportional hazards regression analyses under LR forward model [30] were
used to evaluate the influence of the clinical variables investigated on the survival of HNSCC patients.
Based on the Response Evaluation Criteria in Solid Tumors guidelines (version 1.0), cancer treatment
response was classified as complete remission, partial response, stable disease, or progressive disease.
Disease-specific progression-free survival (PFS) was calculated from the date of the first CTC sampling
to the first instance of cancer-specific disease progression or death from any cause [31]. A p-value < 0.05
was regarded as statistically significant. To deal with the probability of multiple tests, the significance
p-value in the gene study was set at 0.003 by the Bonferroni correction (0.05/n).

3. Results and Discussion

3.1. The CTCs in the Blood Samples of Head and Neck Cancer Patients Treated with the 2-Step CTC Isolation
and Purification Method

Conventional CTC-related studies have centered on the quantification or characterization of the
CTCs in blood circulation [32]. It has been reported that approximately 1 × 106 CTCs per gram of
the tumor mass are released into the blood circulation daily [33]. Nevertheless, the majority of these
CTCs die very soon after entering into the blood circulation [34]. Among these CTCs, only 0.01%
reach a distant organ and establish metastasis successfully [35]. This phenomenon addresses the need
for a method to selectively harvest these metastasis-relevant CTCs for subsequent assays to obtain
information that is more clinically and prognostically meaningful. To address this issue, we previously
proposed a 2-step CTC isolation and purification protocol that integrates a negative selection-based CTC
isolation scheme and a subsequent 8-day spheroid cell culture process [23]. The latter (3-D spheroid
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cell culture) is generally regarded as a kind of biomimetic in vitro tumor model [24]. In this study,
the purpose of utilizing such a 3-D cell culture operation in the CTC isolation and purification process
is that it could mimic the process of forming new 3-D tumor tissues during distant cancer metastasis.
Based on this mechanism, therefore, the proposed 2-step CTC isolation and purification protocol could
be promising not only to selectively isolate the metastasis-relevant CTCs but also to test the potential
of cancer metastasis and thus the prognosis of cancer disease. Nevertheless, the clinical significance,
prognostic roles, and properties (e.g., E- or M-type CTCs) of the CTCs obtained via the 2-step CTC
isolation process were not investigated in the previous study.

To address the aforementioned issues, a clinical test was carried out in this study. Briefly, twenty
patients newly diagnosed with HNSCC [from July 2017 to May 2018 in Chang Gung Memorial
Hospital (Linkou)] were enrolled in this study. Blood samples were collected before chemotherapies.
The blood samples obtained were then treated with the 2-step CTC isolation and purification, followed
by immunofluorescent staining and the analysis of cancer-related gene expression. In the 2-step
CTC isolation process, the property (e.g., E- or M-type CTCs) of the CTC-related cells before the
spheroid cell culture was not explored due to technical limitation. This is mainly because that the
CTC-related cells before the spheroid cell culture (i.e., the CTC-related cells obtained after the negative
selection-based CTC isolation method) is low. This makes the analytical work difficult. The overall
flow chart of this study is illustrated in Figure 1 (details are described in the Materials and Methods
section). Briefly, two-thirds of the cell sample obtained after 8 days of spheroid cell culture was
stained with immunofluorescent dyes to identify and thus quantify the E- and M-type CTCs within the
sample. In this study, the CD45∪CD11bnegative (neg)/EpCAM∪CK19pos nucleated cells were defined
as E-type CTCs, and the CD45∪CD11bneg/VIMpos nucleated cells were defined as M-type CTCs.
The cell morphologies and the numbers of each cell type were analyzed microscopically. Figure 2A
and B representatively show four immunofluorescence microscopic images for the E- and M-type
CTCs, respectively. Overall, CTC-related cells (i.e., E-CTCs or M-CTCs) were observed in 18 (90.0%)
of 20 patients. Among them, cell spheres were observed in 2 patients (e.g., the images shown in
Figure 2B(k–o)). The cell spheres were composed of CTC-related cells and leukocytes (Figure 2B(k–o)).
The interactions of leukocytes (e.g., tumor-associated macrophages and regulatory T cells) with CTCs
have also been observed previously [36–39]. These leukocytes interacting with CTCs are speculated to
provide survival advantages for CTCs in the blood stream [36,37,40,41].
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In this study, E-CTCs and M-CTCs were observed in 15 (75.0%) and 18 (90.0%) of 20 patients,
respectively. As a whole, the mean number of M-CTCs (6.4 ± 7.0) per mL of whole blood was
significantly higher than that of E-CTCs (4.2 ± 7.5) (p = 0.015, Mann-Whitney U test). Reports in
the literature have also demonstrated that one CTC might simultaneously express E- and M-type
cellular markers [16]. However, these biphenotypic CTCs were not explored in this work because the
E-CTCs and M-CTCs were observed separately due to technical limitations. As a whole, the 2-step
CTC isolation and purification method was proven to harvest both E- and M-type CTCs without
selection bias, as occurred in the conventional positive selection-based CTC isolation schemes [12].
This technical feature is important because both M- and E-type CTCs have been reported to be critical
for cancer metastasis [15].

3.2. A Preliminary Study of the Clinical Significance of E-CTC and M-CTC Counts in the Blood Samples
Treated with the 2-Step CTC Isolation and Purification Process

In recent years, the EMT issue in CTC-relevant studies has been actively explored [42].
Fundamental studies have confirmed that the occurrence of EMT in CTCs is associated with cancer
invasion, cancer metastasis, CTC cluster formation, and the genome instability of CTCs [43]. Moreover,
it has also been found that the counts of E- or M-type CTCs correlate well with tumor size, cancer
stage, or cancer metastasis [44,45]. Furthermore, it was also reported that the counts of E- or M-type
CTCs correlate better with the cancer treatment response and the survival of cancer patients in many
types of solid tumors than the total CTC count [42,46,47]. Nevertheless, the quantifications of E- and
M-type CTCs as well as the total CTCs in these studies were based on the counting of them in the
environment of blood circulation. As discussed earlier, most CTCs die soon after entering into the
blood circulation. Therefore, the information obtained from these CTCs might not directly link to
cancer metastasis. Compared with these studies, the use of 3-D spheroid cell culture in the 2-step CTC
isolation protocol could be promising for selectively isolating CTCs that are more metastasis relevant.
Based on this fact, the information derived from these CTCs could be more clinically meaningful.
To investigate the clinical significance of the counts of E- and M-type CTCs as well as total CTCs in
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the blood samples of cancer patients treated with the 2-step CTC isolation and purification process,
experimental studies were performed. Briefly, the baseline characteristics of the enrolled cancer
patients are listed in Table 1. The median follow-up time in this cohort was 6.5 months, ranging from
2.3 to 11.9 months. The counting results of E- and M-type CTCs and total CTCs according to the
different variables investigated (e.g., age, gender, tumor site, cancer staging, distant metastasis, disease
progression, clusters in cultures, and cancer treatments) are summarized in Table 2.

Table 1. Patients’ demographic data.

Variable Category No %

Age, year Median (range) 52.5 (39.5–64.4)

Gender
Male 17 85

Female 3 15

Tumor site

Oral cavity 2 10
Oropharynx 9 45

Hypopharynx 7 35
Larynx 2 10

ECOG #1 performance status
0 2 10
1 14 70
2 4 20

AJCC stage, 8th edition II 4 20
IV 16 80

Distant metastasis
No 15 75
Yes 5 25

Disease progression
No 13 65
Yes 5 25

Missing 2 10

Treatment after blood sample collection CCRT #2 or CT #3 18 90
CCRT+ salvage surgery 2 10

#1, Eastern Cooperative Oncology Group; #2, Concurrent chemoradiotherapy; #3, Chemotherapy.

Table 2. Number of CTCs according to the variable indicated.

Variable Category n Post-Culture Cell/mL (Mean ± s.d.)

E-CTCs #1 M-CTCs #2 All CTCs #3

Age <50.0 8 4.7 ± 8.1 8.3 ± 9.2 13.0 ± 11.6
≥50.0 12 3.9 ± 7.3 5.2 ± 5.2 9.1 ± 8.9

Gender
Male 17 4.7 ± 8.0 7.0 ± 7.5 11.7 ± 10.5

Female 3 1.5 ± 1.3 3.3 ± 1.1 4.8 ± 2.1

Tumor site

Oral cavity 2 4.2 ± 3.5 9.2 ± 5.2 13.3 ± 1.7
Oropharynx 9 1.6 ± 1.1 7.6 ± 8.9 9.2 ± 9.1
Hypopharynx 7 5.2 ± 9.7 4.8 ± 6.1 10.0 ± 11.3

Larynx 2 12.3 ± 16.5 4.5 ± 2.1 16.8 ± 18.7

AJCC stage, 8th edition II 4 1.4 ± 1.1 3.0 ± 1.1 4.4 ± 1.9
IV 16 4.9 ± 8.2 7.3 ± 7.7 12.2 ± 10.6

Distance metastasis
No 15 3.4 ± 6.7 5.3 ± 6.8 8.7 ± 9.3
Yes 5 6.6 ± 9.8 9.9 ± 7.2 * 16.5 ± 10.6

Treatment after blood
sample collection

CCRT #4 16 4.7 ± 8.3 5.3 ± 6.6 10.0 ± 10.4
CT #5 4 2.3 ± 1.1 10.9 ± 8.0 13.1 ± 8.6

Clusters in cultures
No 18 3.2 ± 6.2 5.9 ± 6.9 9.0 ± 9.0
Yes 2 13.5 ± 14.8 11.8 ± 8.1 25.3 ± 6.7 **

#1, The Hoechstpos/CD45∪CD11bneg/EpCAM∪CKpos cells in 8-days cultures are defined as E-CTCs; #2, The
Hoechstpos/CD45∪CD11bneg/VIMpos cells in 8-days cultures are defined as M-CTCs; #3, All CTCs was the sum
of E-CTCs and M-CTCs in 8-days cultures; #4, Concurrent chemoradiotherapy; #5, Chemotherapy; *, p = 0.066;
**, p < 0.05, Mann-Whitney U test.
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The mean M-CTC count was higher in the cancer patients with distant metastasis than in those
without distant metastasis (p = 0.066, approaches the statistical significance of p = 0.05) (further
experimental works are required to confirm this relationship). This finding could indicate the
importance of EMT in cancer metastasis. Further studies on these metastasis-relevant CTCs would be
valuable for understanding the mechanism underlying cancer metastasis. Within the experimental
conditions investigated, overall, there was no significant difference in the counting results of E- and
M-type CTCs and total CTCs under the variables explored in this study except for the following
situation: the number of total CTCs (25.3 ± 6.7) was significantly higher in the cancer patients with
cell clusters formed after 8-day spheroid culture than (9.0 ± 9.0) in the patients without detectable cell
clusters after 8-day spheroid culture (p = 0.042, Mann-Whitney U test).

3.3. Evaluation of the Prognostic Factor of Progression-Free Survival (PFS)

In this preliminary study, we also evaluated the potential prognostic factors of PFS using Cox
regression analysis. The variables explored included the baseline clinical features [e.g., age, gender,
tumor site, Eastern Cooperative Oncology Group (ECOG) performance status, cancer staging, and
cancer treatments] and the counts of E-CTCs, M-CTCs or total CTCs using the 2-step CTC isolation
and purification method. In this study, two patients were excluded from the Cox regression analysis
because salvage surgeries after CCRT-resulted tumor regression were carried out, which might have
greatly altered PFS in this population. In addition, overall survival (OS) was not evaluated in this
work because the median survival was not reached until August 2018 (data cutoff date). Among the
variables investigated, overall, the results (Table 3) revealed that the M-type CTC counts were the only
variable significantly associated with PFS in HNSCC (p = 0.029). The multivariate analysis under LR
forward model was done, and all the covariates (age, gender, tumor site, ECOG performance status,
cancer staging, treatment modality, and CTC counts) in univariate analysis were sent into multivariate
analysis. The results showed that M-type CTC counts were the only independent prognostic factor
for PFS after adjusted all other covariates (p = 0.029, HR = 1.153, 95%CI = 1.015–1.310). This result
again highlights the importance of the EMT process in cancer progression [48]. In this study, moreover,
the total CTC count could also be associated with PFS in the cancer patients who underwent CCRT or
CT [the p value (p = 0.053) approached the statistical significance of 0.05); Table 3]. Further studies in a
large cohort are warranted to confirm the prognostic potential of the CTC number obtained from the
2-step CTC isolation and purification process.

Table 3. Cox regression (univariate) analyses for progression-free survival (PFS).

Variable HR #1 95% CI #2 p

Age 0.875 0.716–1.068 0.189
Gender 0.039 0.000–7309.796 0.601

Tumor site 0.904 0.314–2.599 0.851
ECOG #3 performance status 8.271 0.583–117.370 0.119

AJCC stage, 8th edition 5.633 0.045–698.776 0.482
Treatment after blood collection 0.372 0.073–1.883 0.232

E-CTCs 1.045 0.951–1.147 0.360
M-CTCs 1.153 1.015–1.310 0.029 *
All CTCs 1.101 0.999–1.213 0.053

#1, Hazard ratio; #2, Confidence interval; #3, Eastern Cooperative Oncology Group; *, p< 0.05.

3.4. The Relationship Between Gene Expression in the Cells Obtained Via the 2-step CTC Isolation Process and
PFS in Cancer Patients

As mentioned above, the 2-step CTC isolation and purification protocol could be promising for
selectively isolating metastasis-relevant and thus clinically meaningful CTCs due to the utilization of
3-D spheroid cell culture operation. In addition to correlating the CTC (i.e., E-CTC, M-CTC, and total
CTC) counts and clinical outcomes as discussed earlier, this study also investigated gene expression
in the CTCs obtained from the 2-step CTC isolation process and their relationship with survival in
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cancer patients. Briefly, one-third of the cell sample harvested after 8 days of spheroid culture was
subjected to gene expression analysis using real-time PCR. In this study, the panel of genes explored
included the leukocyte marker (CD45) gene, multiple drug resistance-related genes (MRP1, MRP2,
MRP4, MRP5, and MRP7) [49], cancer stem cell (CSC)-related genes (ALDH1, CD133, Nanog, OCT4,
and SOX2) [50], and EMT-related genes (CK19, CDH1, CDH2, SNAIL1, TWIST1, VIM, and JUP) [51].
The results showed that the mean relative expression of the CD45 gene (the classical marker for
identifying leukocytes) after 8-day spheroid culture was significantly lower than that before the cell
culture operation (p = 0.002, paired sample t-test). Moreover, the expression of the KRT19 gene (one of
the classical markers used for identifying CTCs) was detected in 3 of 20 cultures and in 15 of 20
cultures before and after 8 days of spheroid cell culture, respectively. These results again confirmed
that the 2-step CTC isolation was able to effectively isolate and purify CTCs, which was in line with
our previous findings [23].

Furthermore, the correlations between the gene expression of the cell samples (the results were
provided as a supplementary Table; Table S1) after spheroid cell culture and the survival of cancer
patients were analyzed using the log-rank test. The Kaplan-Meier survival curves with log-rank
p-values less than 0.2 are shown in Figure 3A. Among them, low expression of the MRP2 gene and high
expression of the MRP5 gene trended to associated with worse survival, with borderline significances
of p = 0.072 and p = 0.061, respectively. Therefore, the risk score of survival was then calculated based
on gene expression analysis of the MRP2 and MRP5 genes. Briefly, the patients with low expression
of the MRP2 gene or high expression of the MRP5 gene received one point each on the risk score.
The sum of the risk scores of the two markers is the final score, which ranges from 0–2. The patients
with a final score of 2 were considered the high score group, whereas the others were considered
the low score group. The patients were dichotomized according to the risk score, and the survival
times of each group were compared. The results (Figure 3B) showed that the cancer patients with
high risk scores had worse PFS (p = 0.011, log-rank test). This result suggests that considering the
information from the two markers (i.e., the gene expression of MRP2 and MRP5) simultaneously
(Figure 3B) could increase the power of prognosis compared with the results based on one individual
marker (Figure 3A). MRP2 and MRP5 genes belong to the ATP-binding cassette (ABC) transporter
family. It has been demonstrated that the expression levels of MRP2 and MRP5 are associated with cell
susceptibility to anticancer drugs, such as etoposide, cisplatin, and 5-fluorouracil [52]. A meta-analysis
of the Oncomine public datasets (https://www.oncomine.org/resource/main.html) showed that MRP2
is significantly downregulated in breast cancer (1 dataset) and leukemia (3 dataset) compared to
normal tissues. The MRP2 expressions in HNSCC were evaluated in 10 dataset. In these evaluations,
however, differential expression of MRP2, and the p-value are lower than the set threshold (i.e., fold
change greater than 2, and p-value lower than 0.0001). Therefore, the results of these evaluations had
no statistical significance. On the other hand, MRP5 is significantly upregulated in many types of
cancer, including breast (6 datasets), cervical (3 datasets), colorectal (1 dataset), esophageal (1 dataset),
leukemia (1 dataset), liver (1 dataset), lung (4 datasets), lymphoma (2 datasets), and head and neck
cancer (1 dataset), but it is significantly downregulated in brain (1 dataset) and gastric (3 datasets)
cancers. Nevertheless, the prognostic roles of MRP2 and MRP5 in head and neck cancer have not
yet been well defined and are still controversial [53–56]. The correlations between MRP2 and MRP5
gene expression and survival of HNSCC patients were analyzed with the Gene Expression Profiling
Interactive Analysis (GEPIA, http://gepia.cancer-pku.cn/index.html) web server, which is developed
for analyzing the RNA sequencing expression data from the TCGA and the GTEx projects. According
to the results from GEPIA, both MRP2 and MRP5 expressions were not significantly associated with
survival of HNSCC patients (n = 509, patients were dichotomized according to the media expression).
However, these results were obtained from tissue blocks instead of CTCs. In this study, overall,
we demonstrated that the information obtained from gene expression analysis of the MRP2 and MRP5
genes of the CTCs harvested via the 2-step CTC isolation protocol might be able to serve as a prognostic
factor of PFS in HNSCC.

https://www.oncomine.org/resource/main.html
http://gepia.cancer-pku.cn/index.html
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4. Conclusions

Growing evidence has revealed that the CTCs in blood circulation are heterogeneous in nature
due to the phenomenon of EMT. Therefore, the conventional positive selection-based CTC isolation
schemes might ignore metastasis-relevant and thus clinically important CTCs that underwent EMT.
To address this issue, negative selection-based approaches have been proposed for CTC isolation,
by which only blood cells are targeted for depletion. Nevertheless, CTC isolation based on this strategy
normally suffers from the technical problem of low cell purity, which could in turn restrict the use
of the harvested CTCs for subsequent analyses. To address the technical hurdles associated with the
conventional positive and negative selection-based CTC isolation methods, we proposed a 2-step CTC
isolation and purification method that integrates a negative selection-based CTC isolation scheme
and a subsequent 8-day spheroid cell culture for the further purification of CTCs. This approach
was proven to isolate viable CTCs in a high-purity, label-free manner in our previous study. Apart
from the technical features mentioned above, the 3-D spheroid cell culture used in the 2-step CTC
isolation process could also function as a kind of in vitro cell culture model mimicking the process
of forming new tumor tissue during distant cancer metastasis. As a result, the proposed 2-step CTC
isolation protocol could be promising not only to selectively isolate metastasis-relevant CTCs but
also to test the potential of cancer metastasis and thus the prognosis of cancer disease. To explore
the clinical significance and prognostic roles of the CTCs isolated using the 2-step CTC isolation
process, experimental studies were carried out in this work. The key findings of this study showed
that CTC-related cells (i.e., E-CTCs and M-CTCs) were observed in 18 (90.0%) of 20 patients, in which
E-CTCs and M-CTCs were observed in 15 (75.0%) and 18 (90.0%) of 20 patients, respectively. Based
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on the results, therefore, the 2-step CTC isolation method was proven to isolate both E- and M-type
CTCs without selection bias. In addition, both M-type CTC count and the information obtained from
the analysis of MRP2 and MRP5 gene expression of the CTCs harvested via the 2-step CTC isolation
protocol proved preliminarily to serve as prognostic factors of progression-free survival in HNSCC.
As a whole, we have initially explored the clinical significance and prognostic roles of the CTCs isolated
via the 2-step CTC isolation method. Further studies with a larger sample size and longer follow-up
time are worthy to conduct. Also, further investigations on the EMT status of the CTC-related cells
before and after the spheroid cell culture process will be valuable to reveal the role of spheroid cell
culture in the CTC isolation scheme. Moreover, further investigations on the dynamic changes of all
gene expressions as tested among all patients will be worthy to carry out to find out their relationships
with treatment response, cancer metastasis and patient survival.

Supplementary Materials: The following are available online at http://www.mdpi.com/2072-6694/11/6/783/s1,
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Author Contributions: Conceptualization, C.-J.L. and C.-H.H.; methodology, C.-J.L. and C.-H.H.; validation,
C.-J.L. and F.-C.H.; investigation, C.-J.L. and F.-C.H.; data curation, C.-J.L.; writing—original draft preparation,
C.-J.L., C.-H.H., and M.-H.W.; writing—review and editing, M.-H.W.; supervision, M.-H.W.; project administration,
H.-M.W., W.-P.C., and M.-H.W.; funding acquisition, C.-H.H., H.-M.W., and M.-H.W.

Funding: This work was funded by the Ministry of Science and Technology, R.O.C. (MOST 105-2221-E-182-028-MY3,
107-2628-B-182A-001-, 107-2221-E-182-033-MY3, 107-2314-B-182-053, 104-2314-B-182-031-MY3), the Ministry of
Health and Welfare program (PMRPG3H0071-74), and Chang Gung Memorial Hospital (CMRPD2E0011-13,
CMRPD2G0061-62, CMRPD2H0121, CMRPG3G0591-93, CORPG3F0731, CMRPG3E1631-33, CMRPG3G1131-33,
and CMRPG3H0871-73).

Conflicts of Interest: The authors declare no conflict of interest.

References

1. Colella, S.; Richards, K.L.; Bachinski, L.L.; Baggerly, K.A.; Tsavachidis, S.; Lang, J.C.; Schuller, D.E.; Krahe, R.
Molecular signatures of metastasis in head and neck cancer. Head Neck 2008, 30, 1273–1283. [CrossRef]
[PubMed]

2. Pantel, K.; Brakenhoff, R.H.; Brandt, B. Detection, clinical relevance and specific biological properties of
disseminating tumour cells. Nat. Rev. Cancer 2008, 8, 329–340. [CrossRef] [PubMed]

3. Wu, X.L.; Tu, Q.; Faure, G.; Gallet, P.; Kohler, C.; Bittencourt Mde, C. Diagnostic and Prognostic Value of
Circulating Tumor Cells in Head and Neck Squamous Cell Carcinoma: A systematic review and meta-analysis.
Sci. Rep. 2016, 6, 20210. [CrossRef] [PubMed]

4. Nagrath, S.; Sequist, L.V.; Maheswaran, S.; Bell, D.W.; Irimia, D.; Ulkus, L.; Smith, M.R.; Kwak, E.L.;
Digumarthy, S.; Muzikansky, A.; et al. Isolation of rare circulating tumour cells in cancer patients by
microchip technology. Nature 2007, 450, 1235–1239. [CrossRef] [PubMed]

5. Alix-Panabieres, C.; Pantel, K. Challenges in circulating tumour cell research. Nat. Rev. Cancer 2014, 14,
623–631. [CrossRef] [PubMed]

6. Vona, G.; Sabile, A.; Louha, M.; Sitruk, V.; Romana, S.; Schutze, K.; Capron, F.; Franco, D.; Pazzagli, M.;
Vekemans, M.; et al. Isolation by size of epithelial tumor cells: A new method for the immunomorphological
and molecular characterization of circulatingtumor cells. Am. J. Pathol. 2000, 156, 57–63. [CrossRef]

7. Gertler, R.; Rosenberg, R.; Fuehrer, K.; Dahm, M.; Nekarda, H.; Siewert, J.R. Detection of circulating tumor
cells in blood using an optimized density gradient centrifugation. In Molecular Staging of Cancer; Recent
Results in Cancer Research; Springer: Berlin/Heidelberg, Germany, 2003; Volume 162, pp. 149–155.

8. Peeters, D.J.; De Laere, B.; Van den Eynden, G.G.; Van Laere, S.J.; Rothe, F.; Ignatiadis, M.; Sieuwerts, A.M.;
Lambrechts, D.; Rutten, A.; van Dam, P.A.; et al. Semiautomated isolation and molecular characterisation of
single or highly purified tumour cells from CellSearch enriched blood samples using dielectrophoretic cell
sorting. Br. J. Cancer 2013, 108, 1358–1367. [CrossRef]

9. Shen, Z.; Wu, A.; Chen, X. Current detection technologies for circulating tumor cells. Chem. Soc. Rev. 2017,
46, 2038–2056. [CrossRef]

10. Zhang, J.; Chen, K.; Fan, Z.H. Circulating Tumor Cell Isolation and Analysis. Adv. Clin. Chem. 2016, 75, 1–31.
[CrossRef]

http://www.mdpi.com/2072-6694/11/6/783/s1
http://dx.doi.org/10.1002/hed.20871
http://www.ncbi.nlm.nih.gov/pubmed/18642293
http://dx.doi.org/10.1038/nrc2375
http://www.ncbi.nlm.nih.gov/pubmed/18404148
http://dx.doi.org/10.1038/srep20210
http://www.ncbi.nlm.nih.gov/pubmed/26831813
http://dx.doi.org/10.1038/nature06385
http://www.ncbi.nlm.nih.gov/pubmed/18097410
http://dx.doi.org/10.1038/nrc3820
http://www.ncbi.nlm.nih.gov/pubmed/25154812
http://dx.doi.org/10.1016/S0002-9440(10)64706-2
http://dx.doi.org/10.1038/bjc.2013.92
http://dx.doi.org/10.1039/C6CS00803H
http://dx.doi.org/10.1016/bs.acc.2016.03.003


Cancers 2019, 11, 783 13 of 15

11. Alix-Panabieres, C.; Mader, S.; Pantel, K. Epithelial-mesenchymal plasticity in circulating tumor cells.
J. Mol. Med. 2017, 95, 133–142. [CrossRef]

12. Lustberg, M.B.; Balasubramanian, P.; Miller, B.; Garcia-Villa, A.; Deighan, C.; Wu, Y.; Carothers, S.; Berger, M.;
Ramaswamy, B.; Macrae, E.R.; et al. Heterogeneous atypical cell populations are present in blood of metastatic
breast cancer patients. Breast Cancer Res. 2014, 16, R23. [CrossRef] [PubMed]

13. Kalluri, R.; Weinberg, R.A. The basics of epithelial-mesenchymal transition. J. Clin. Investig. 2009, 119,
1420–1428. [CrossRef] [PubMed]

14. Fabregat, I.; Malfettone, A.; Soukupova, J. New Insights into the Crossroads between EMT and Stemness in
the Context of Cancer. J. Clin. Med. 2016, 5, 37. [CrossRef] [PubMed]

15. Ruscetti, M.; Quach, B.; Dadashian, E.L.; Mulholland, D.J.; Wu, H. Tracking and Functional Characterization
of Epithelial-Mesenchymal Transition and Mesenchymal Tumor Cells during Prostate Cancer Metastasis.
Cancer Res. 2015, 75, 2749–2759. [CrossRef] [PubMed]

16. Jolly, M.K.; Boareto, M.; Huang, B.; Jia, D.; Lu, M.; Ben-Jacob, E.; Onuchic, J.N.; Levine, H. Implications of the
Hybrid Epithelial/Mesenchymal Phenotype in Metastasis. Front. Oncol. 2015, 5, 155. [CrossRef]

17. Raimondi, C.; Gradilone, A.; Naso, G.; Vincenzi, B.; Petracca, A.; Nicolazzo, C.; Palazzo, A.; Saltarelli, R.;
Spremberg, F.; Cortesi, E.; et al. Epithelial-mesenchymal transition and stemness features in circulating
tumor cells from breast cancer patients. Breast Cancer Res. Treat. 2011, 130, 449–455. [CrossRef]

18. Schneck, H.; Gierke, B.; Uppenkamp, F.; Behrens, B.; Niederacher, D.; Stoecklein, N.H.; Templin, M.F.;
Pawlak, M.; Fehm, T.; Neubauer, H.; et al. EpCAM-Independent Enrichment of Circulating Tumor Cells in
Metastatic Breast Cancer. PLoS ONE 2015, 10, e0144535. [CrossRef]

19. Dieguez, L.; Winter, M.A.; Pocock, K.J.; Bremmell, K.E.; Thierry, B. Efficient microfluidic negative enrichment
of circulating tumor cells in blood using roughened PDMS. Analyst 2015, 140, 3565–3572. [CrossRef]

20. Lu, Y.; Liang, H.; Yu, T.; Xie, J.; Chen, S.; Dong, H.; Sinko, P.J.; Lian, S.; Xu, J.; Wang, J.; et al. Isolation
and characterization of living circulating tumor cells in patients by immunomagnetic negative enrichment
coupled with flow cytometry. Cancer 2015, 121, 3036–3045. [CrossRef]

21. Huang, S.B.; Wu, M.H.; Lin, Y.H.; Hsieh, C.H.; Yang, C.L.; Lin, H.C.; Tseng, C.P.; Lee, G.B. High-purity
and label-free isolation of circulating tumor cells (CTCs) in a microfluidic platform by using optically-
induced-dielectrophoretic (ODEP) force. Lab Chip 2013, 13, 1371–1383. [CrossRef]

22. Chiu, T.K.; Chou, W.P.; Huang, S.B.; Wang, H.M.; Lin, Y.C.; Hsieh, C.H.; Wu, M.H. Application of
optically-induced-dielectrophoresis in microfluidic system for purification of circulating tumour cells for
gene expression analysis- Cancer cell line model. Sci. Rep. 2016, 6, 32851. [CrossRef] [PubMed]

23. Liao, C.J.; Hsieh, C.H.; Wang, H.M.; Chou, W.P.; Chiu, T.K.; Chang, J.H.; Chao, A.C.; Wu, M.H. Isolation
of label-free and viable circulating tumour cells (CTCs) from blood samples of cancer patients through
a two-step process: Negative selection-type immunomagnetic beads and spheroid cell culture-based cell
isolation. RSC Adv. 2017, 7, 29339–29349. [CrossRef]

24. Rodrigues, T.; Kundu, B.; Silva-Correia, J.; Kundu, S.C.; Oliveira, J.M.; Reis, R.L.; Correlo, V.M. Emerging
tumor spheroids technologies for 3D in vitro cancer modeling. Pharmacol. Ther. 2018, 184, 201–211. [CrossRef]
[PubMed]

25. Colevas, A.D.; Yom, S.S.; Pfister, D.G.; Spencer, S.; Adelstein, D.; Adkins, D.; Brizel, D.M.; Burtness, B.;
Busse, P.M.; Caudell, J.J.; et al. NCCN Guidelines Insights: Head and Neck Cancers, Version 1.2018. J. Natl.
Compr. Cancer Netw. 2018, 16, 479–490. [CrossRef] [PubMed]

26. Huang, P.W.; Lin, C.Y.; Hsieh, C.H.; Hsu, C.L.; Fan, K.H.; Huang, S.F.; Liao, C.T.; Ng, S.K.; Yen, T.C.;
Chang, J.T.; et al. A phase II randomized trial comparing neoadjuvant chemotherapy followed by concurrent
chemoradiotherapy versus concurrent chemoradiotherapy alone in advanced squamous cell carcinoma of
the pharynx or larynx. Biomed. J. 2018, 41, 129–136. [CrossRef] [PubMed]

27. Tani, R.; Hayakawa, K.; Tanaka, S.; Shiota, K. Linker histone variant H1T targets rDNA repeats. Epigenetics
2016, 11, 288–302. [CrossRef] [PubMed]

28. Motoyama, H.; Kobayashi, A.; Yokoyama, T.; Shimizu, A.; Sakai, H.; Notake, T.; Fukushima, K.; Miyagawa, S.I.
Treatment with specific soluble factors promotes the functional maturation of transcription factor-mediated,
pancreatic transdifferentiated cells. PLoS ONE 2018, 13, e0197175. [CrossRef] [PubMed]

http://dx.doi.org/10.1007/s00109-016-1500-6
http://dx.doi.org/10.1186/bcr3622
http://www.ncbi.nlm.nih.gov/pubmed/24602188
http://dx.doi.org/10.1172/JCI39104
http://www.ncbi.nlm.nih.gov/pubmed/19487818
http://dx.doi.org/10.3390/jcm5030037
http://www.ncbi.nlm.nih.gov/pubmed/26985909
http://dx.doi.org/10.1158/0008-5472.CAN-14-3476
http://www.ncbi.nlm.nih.gov/pubmed/25948589
http://dx.doi.org/10.3389/fonc.2015.00155
http://dx.doi.org/10.1007/s10549-011-1373-x
http://dx.doi.org/10.1371/journal.pone.0144535
http://dx.doi.org/10.1039/C4AN01768D
http://dx.doi.org/10.1002/cncr.29444
http://dx.doi.org/10.1039/c3lc41256c
http://dx.doi.org/10.1038/srep32851
http://www.ncbi.nlm.nih.gov/pubmed/27609546
http://dx.doi.org/10.1039/C7RA03663A
http://dx.doi.org/10.1016/j.pharmthera.2017.10.018
http://www.ncbi.nlm.nih.gov/pubmed/29097309
http://dx.doi.org/10.6004/jnccn.2018.0026
http://www.ncbi.nlm.nih.gov/pubmed/29752322
http://dx.doi.org/10.1016/j.bj.2018.04.003
http://www.ncbi.nlm.nih.gov/pubmed/29866601
http://dx.doi.org/10.1080/15592294.2016.1159369
http://www.ncbi.nlm.nih.gov/pubmed/27018843
http://dx.doi.org/10.1371/journal.pone.0197175
http://www.ncbi.nlm.nih.gov/pubmed/29768476


Cancers 2019, 11, 783 14 of 15

29. Mariscal, J.; Alonso-Nocelo, M.; Muinelo-Romay, L.; Barbazan, J.; Vieito, M.; Abalo, A.; Gomez-Tato, A.;
Maria de Los Angeles, C.C.; Garcia-Caballero, T.; Rodriguez, C.; et al. Molecular Profiling of Circulating
Tumour Cells Identifies Notch1 as a Principal Regulator in Advanced Non-Small Cell Lung Cancer. Sci. Rep.
2016, 6, 37820. [CrossRef] [PubMed]

30. Thalgott, M.; Rack, B.; Eiber, M.; Souvatzoglou, M.; Heck, M.M.; Kronester, C.; Andergassen, U.; Kehl, V.;
Krause, B.J.; Gschwend, J.E.; et al. Categorical versus continuous circulating tumor cell enumeration as early
surrogate marker for therapy response and prognosis during docetaxel therapy in metastatic prostate cancer
patients. BMC Cancer 2015, 15, 458. [CrossRef]

31. Matulonis, U.A.; Oza, A.M.; Ho, T.W.; Ledermann, J.A. Intermediate clinical endpoints: A bridge between
progression-free survival and overall survival in ovarian cancer trials. Cancer 2015, 121, 1737–1746. [CrossRef]

32. Yap, T.A.; Lorente, D.; Omlin, A.; Olmos, D.; de Bono, J.S. Circulating tumor cells: A multifunctional
biomarker. Clin. Cancer Res. Off. J. Am. Assoc. Cancer Res. 2014, 20, 2553–2568. [CrossRef] [PubMed]

33. Chang, Y.S.; di Tomaso, E.; McDonald, D.M.; Jones, R.; Jain, R.K.; Munn, L.L. Mosaic blood vessels in tumors:
Frequency of cancer cells in contact with flowing blood. Proc. Natl. Acad. Sci. USA 2000, 97, 14608–14613.
[CrossRef] [PubMed]

34. Micalizzi, D.S.; Maheswaran, S.; Haber, D.A. A conduit to metastasis: Circulating tumor cell biology.
Genes Dev. 2017, 31, 1827–1840. [CrossRef] [PubMed]

35. Luzzi, K.J.; MacDonald, I.C.; Schmidt, E.E.; Kerkvliet, N.; Morris, V.L.; Chambers, A.F.; Groom, A.C. Multistep
nature of metastatic inefficiency: Dormancy of solitary cells after successful extravasation and limited
survival of early micrometastases. Am. J. Pathol. 1998, 153, 865–873. [CrossRef]

36. Pollard, J.W. Tumour-educated macrophages promote tumour progression and metastasis. Nat. Rev. Cancer
2004, 4, 71–78. [CrossRef] [PubMed]

37. Zou, W. Regulatory T cells, tumour immunity and immunotherapy. Nat. Rev. Immunol. 2006, 6, 295–307.
[CrossRef]

38. Adams, D.L.; Martin, S.S.; Alpaugh, R.K.; Charpentier, M.; Tsai, S.; Bergan, R.C.; Ogden, I.M.; Catalona, W.;
Chumsri, S.; Tang, C.M.; et al. Circulating giant macrophages as a potential biomarker of solid tumors.
Proc. Natl. Acad. Sci. USA 2014, 111, 3514–3519. [CrossRef] [PubMed]

39. Zhou, Y.; Wang, B.; Wu, J.; Zhang, C.; Zhou, Y.; Yang, X.; Zhou, J.; Guo, W.; Fan, J. Association of preoperative
EpCAM Circulating Tumor Cells and peripheral Treg cell levels with early recurrence of hepatocellular
carcinoma following radical hepatic resection. BMC Cancer 2016, 16, 506. [CrossRef]

40. Aceto, N.; Bardia, A.; Miyamoto, D.T.; Donaldson, M.C.; Wittner, B.S.; Spencer, J.A.; Yu, M.; Pely, A.;
Engstrom, A.; Zhu, H.; et al. Circulating tumor cell clusters are oligoclonal precursors of breast cancer
metastasis. Cell 2014, 158, 1110–1122. [CrossRef]

41. Sarioglu, A.F.; Aceto, N.; Kojic, N.; Donaldson, M.C.; Zeinali, M.; Hamza, B.; Engstrom, A.; Zhu, H.;
Sundaresan, T.K.; Miyamoto, D.T.; et al. A microfluidic device for label-free, physical capture of circulating
tumor cell clusters. Nat. Methods 2015, 12, 685–691. [CrossRef]

42. Yu, M.; Bardia, A.; Wittner, B.S.; Stott, S.L.; Smas, M.E.; Ting, D.T.; Isakoff, S.J.; Ciciliano, J.C.; Wells, M.N.;
Shah, A.M.; et al. Circulating breast tumor cells exhibit dynamic changes in epithelial and mesenchymal
composition. Science 2013, 339, 580–584. [CrossRef]

43. Micalizzi, D.S.; Haber, D.A.; Maheswaran, S. Cancer metastasis through the prism of epithelial-to-
mesenchymal transition in circulating tumor cells. Mol. Oncol. 2017, 11, 770–780. [CrossRef]

44. Li, Y.M.; Xu, S.C.; Li, J.; Han, K.Q.; Pi, H.F.; Zheng, L.; Zuo, G.H.; Huang, X.B.; Li, H.Y.; Zhao, H.Z.; et al.
Epithelial-mesenchymal transition markers expressed in circulating tumor cells in hepatocellular carcinoma
patients with different stages of disease. Cell Death Dis. 2013, 4, e831. [CrossRef]

45. Papadaki, M.A.; Kallergi, G.; Zafeiriou, Z.; Manouras, L.; Theodoropoulos, P.A.; Mavroudis, D.; Georgoulias, V.;
Agelaki, S. Co-expression of putative stemness and epithelial-to-mesenchymal transition markers on single
circulating tumour cells from patients with early and metastatic breast cancer. BMC Cancer 2014, 14, 651.
[CrossRef] [PubMed]

46. Aktas, B.; Tewes, M.; Fehm, T.; Hauch, S.; Kimmig, R.; Kasimir-Bauer, S. Stem cell and epithelial-mesenchymal
transition markers are frequently overexpressed in circulating tumor cells of metastatic breast cancer patients.
Breast Cancer Res. 2009, 11, R46. [CrossRef] [PubMed]

http://dx.doi.org/10.1038/srep37820
http://www.ncbi.nlm.nih.gov/pubmed/27901069
http://dx.doi.org/10.1186/s12885-015-1478-4
http://dx.doi.org/10.1002/cncr.29082
http://dx.doi.org/10.1158/1078-0432.CCR-13-2664
http://www.ncbi.nlm.nih.gov/pubmed/24831278
http://dx.doi.org/10.1073/pnas.97.26.14608
http://www.ncbi.nlm.nih.gov/pubmed/11121063
http://dx.doi.org/10.1101/gad.305805.117
http://www.ncbi.nlm.nih.gov/pubmed/29051388
http://dx.doi.org/10.1016/S0002-9440(10)65628-3
http://dx.doi.org/10.1038/nrc1256
http://www.ncbi.nlm.nih.gov/pubmed/14708027
http://dx.doi.org/10.1038/nri1806
http://dx.doi.org/10.1073/pnas.1320198111
http://www.ncbi.nlm.nih.gov/pubmed/24550495
http://dx.doi.org/10.1186/s12885-016-2526-4
http://dx.doi.org/10.1016/j.cell.2014.07.013
http://dx.doi.org/10.1038/nmeth.3404
http://dx.doi.org/10.1126/science.1228522
http://dx.doi.org/10.1002/1878-0261.12081
http://dx.doi.org/10.1038/cddis.2013.347
http://dx.doi.org/10.1186/1471-2407-14-651
http://www.ncbi.nlm.nih.gov/pubmed/25182808
http://dx.doi.org/10.1186/bcr2333
http://www.ncbi.nlm.nih.gov/pubmed/19589136


Cancers 2019, 11, 783 15 of 15

47. Satelli, A.; Mitra, A.; Brownlee, Z.; Xia, X.; Bellister, S.; Overman, M.J.; Kopetz, S.; Ellis, L.M.; Meng, Q.H.;
Li, S. Epithelial-mesenchymal transitioned circulating tumor cells capture for detecting tumor progression.
Clin. Cancer Res. Off. J. Am. Assoc. Cancer Res. 2015, 21, 899–906. [CrossRef] [PubMed]

48. Pastushenko, I.; Blanpain, C. EMT Transition States during Tumor Progression and Metastasis. Trends
Cell Biol. 2019, 29, 212–226. [CrossRef] [PubMed]

49. Gottesman, M.M.; Fojo, T.; Bates, S.E. Multidrug resistance in cancer: Role of ATP-dependent transporters.
Nat. Rev. Cancer 2002, 2, 48–58. [CrossRef]

50. Shibue, T.; Weinberg, R.A. EMT, CSCs, and drug resistance: The mechanistic link and clinical implications.
Nat. Rev. Clin. Oncol. 2017, 14, 611–629. [CrossRef]

51. Polyak, K.; Weinberg, R.A. Transitions between epithelial and mesenchymal states: Acquisition of malignant
and stem cell traits. Nat. Rev. Cancer 2009, 9, 265–273. [CrossRef]

52. Chen, Z.S.; Tiwari, A.K. Multidrug resistance proteins (MRPs/ABCCs) in cancer chemotherapy and genetic
diseases. FEBS J. 2011, 278, 3226–3245. [CrossRef] [PubMed]

53. Van den Broek, G.B.; Wildeman, M.; Rasch, C.R.; Armstrong, N.; Schuuring, E.; Begg, A.C.; Looijenga, L.H.;
Scheper, R.; van der Wal, J.E.; Menkema, L.; et al. Molecular markers predict outcome in squamous cell
carcinoma of the head and neck after concomitant cisplatin-based chemoradiation. Int. J. Cancer 2009, 124,
2643–2650. [CrossRef] [PubMed]

54. Theile, D.; Ketabi-Kiyanvash, N.; Herold-Mende, C.; Dyckhoff, G.; Efferth, T.; Bertholet, V.; Haefeli, W.E.;
Weiss, J. Evaluation of drug transporters’ significance for multidrug resistance in head and neck squamous
cell carcinoma. Head Neck 2011, 33, 959–968. [CrossRef] [PubMed]

55. Warta, R.; Theile, D.; Mogler, C.; Herpel, E.; Grabe, N.; Lahrmann, B.; Plinkert, P.K.; Herold-Mende, C.;
Weiss, J.; Dyckhoff, G. Association of drug transporter expression with mortality and progression-free
survival in stage IV head and neck squamous cell carcinoma. PLoS ONE 2014, 9, e108908. [CrossRef]
[PubMed]

56. Lopez-Verdin, S.; Lavalle-Carrasco, J.; Carreon-Burciaga, R.G.; Serafin-Higuera, N.; Molina-Frechero, N.;
Gonzalez-Gonzalez, R.; Bologna-Molina, R. Molecular Markers of Anticancer Drug Resistance in Head and
Neck Squamous Cell Carcinoma: A Literature Review. Cancers 2018, 10, 376. [CrossRef] [PubMed]

© 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1158/1078-0432.CCR-14-0894
http://www.ncbi.nlm.nih.gov/pubmed/25516888
http://dx.doi.org/10.1016/j.tcb.2018.12.001
http://www.ncbi.nlm.nih.gov/pubmed/30594349
http://dx.doi.org/10.1038/nrc706
http://dx.doi.org/10.1038/nrclinonc.2017.44
http://dx.doi.org/10.1038/nrc2620
http://dx.doi.org/10.1111/j.1742-4658.2011.08235.x
http://www.ncbi.nlm.nih.gov/pubmed/21740521
http://dx.doi.org/10.1002/ijc.24254
http://www.ncbi.nlm.nih.gov/pubmed/19253368
http://dx.doi.org/10.1002/hed.21559
http://www.ncbi.nlm.nih.gov/pubmed/20737486
http://dx.doi.org/10.1371/journal.pone.0108908
http://www.ncbi.nlm.nih.gov/pubmed/25275603
http://dx.doi.org/10.3390/cancers10100376
http://www.ncbi.nlm.nih.gov/pubmed/30308958
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Patient Enrollment 
	Chemotherapy Regimens 
	Blood Sample Processing Using the 2-Step CTC Isolation and Purification Method 
	Immunofluorescence Staining (IF Staining) 
	Gene Expression Analysis 
	Statistical Analysis 

	Results and Discussion 
	The CTCs in the Blood Samples of Head and Neck Cancer Patients Treated with the 2-Step CTC Isolation and Purification Method 
	A Preliminary Study of the Clinical Significance of E-CTC and M-CTC Counts in the Blood Samples Treated with the 2-Step CTC Isolation and Purification Process 
	Evaluation of the Prognostic Factor of Progression-Free Survival (PFS) 
	The Relationship Between Gene Expression in the Cells Obtained Via the 2-step CTC Isolation Process and PFS in Cancer Patients 

	Conclusions 
	References

