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Abstract: Head and neck cancer (HNC) continues to carry a significant burden of disease both for
patients and health services. Facilitating biomarker-led treatment decisions is critical to improve
outcomes in this group and deliver therapy tailored to the individual tumour biological profile.
One solution to develop such biomarkers is a liquid biopsy analysing circulating tumour cells
(CTCs)—providing a non-invasive and dynamic assessment of tumour specific alterations in ‘real-time’.
A major obstacle to implementing such a test is the standardisation of CTC isolation methods and
subsequent down-stream analysis. Several options are available, with a recent shift in vogue from
positive-selection marker-dependent isolation systems to marker-independent negative-selection
techniques. HNC single-CTC characterisation, including single-cell sequencing, to identify actionable
mutations and gene-expression signatures has the potential to both guide the understanding
of patient tumour heterogeneity and support the adoption of personalised medicine strategies.
Microfluidic approaches for isolating CTCs and cell clusters are emerging as novel technologies which
can be incorporated with computational platforms to complement current diagnostic and prognostic
strategies. We review the current literature to assess progress regarding CTC biomarkers in HNC and
potential avenues for future translational research and clinical implementation.
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1. Introduction

Despite advances in treatment and patient stratification, head and neck cancer continues to carry
a significant burden of disease both for patients and health services. Global incidence is estimated to
be 650,000 per annum [1] and this number has risen by over 30% since the early 1990s [2], particularly
in younger patients and females, due to human-papillomavirus (HPV) driven disease without the
traditional risk factors of tobacco or alcohol exposure. Five-year survival remains static in the region of
50–60% with only a slight increase over the past few decades, especially for non-HPV related cancers,
with recurrence or metastasis (R/M) expected in up to 30% of patients [3].

To combat such a burden of disease and achieve improved treatment outcomes, modern oncology
is shifting from empirical treatment strategies to biomarker-led treatment models based upon
the molecular profile of the tumour. So called ‘personalised medicine’ is the panacea of cancer
therapy—choosing targeted therapies based on patient-specific tumour genetic data and biology.
However, such a goal first requires a means to assess such tumour characteristics. Not only do we
require the sensitivity and specificity of a test to guide treatment, but we must be able to repeat
this test serially to monitor tumour progression (including genetic clonal evolution) or treatment
response/resistance.
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A proposed solution to this problem is a ‘liquid biopsy’—using a blood test to detect and analyse
circulating tumour cells (CTCs) and/or circulating fragments of tumour DNA (ctDNA) to provide
cancer biomarkers. This approach holds the promise to facilitate accurate patient risk stratification,
guide treatment selection, predict response, and identify the failure of treatment early, thereby allowing
a timely shift of therapeutic strategy [4,5]. In contrast to a tissue biopsy, blood sampling is inexpensive,
therefore the main costs of a liquid biopsy are the associated laboratory studies and the downstream data
analysis. The ideal liquid biopsy should be inexpensive enough to be repeated at multiple time-points
during treatment, to provide a ‘dynamic’ picture of the tumour burden and the evolving mechanism
of resistance to therapy [4,6]. Evidence suggests this could significantly improve outcomes in head
and neck squamous cell carcinoma (HNSCC) [4], while reducing patient morbidity from unnecessary
treatments, and optimising use of healthcare resources [7]. It is essential to the understanding of a
CTC liquid biopsy that there is an appreciation of the impact different CTC isolation methods can have
on the availability of various biomarkers and how these can translate to clinical practice (Figure 1).
Therefore, this review article discusses the biology, isolation, and analysis of a CTC liquid biopsy
with a focus on clinical biomarker discovery—it also highlights future prospects in this growing field
of research.
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Figure 1. Diagrammatic representation of the relationship between circulating tumour cell (CTC)
isolation strategies, biomarker outputs and clinical applications.

2. CTC Biology

CTCs are cells derived from a tumour mass (primary or metastatic) that have entered the
vascular circulation, first reported as early as 1869 [8]. The exact mechanism of this process remains
unknown, likely a combination of shedding directly into ‘leaky’ vasculature as the tumour grows
and induces angiogenesis, indirect lymphatic spread, and the active migration of tumour cells [9,10].
These migratory cells have acquired a ‘plasticity’ via a full or partial epithelial-to-mesenchymal transition
(EMT), which results in a loss of inter-cellular adhesion and increased cell motility, allowing them to
traverse the basement membrane and undergo intravasation [11]. Research into the impact of a hypoxic
tumour microenvironment and the upregulation of key hypoxia-inducible factor genes is continuing
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to elucidate its role within this metastatic pathway—promoting tumour progression and radiation
resistance, with new evidence of the relationship of tumour hypoxia to EMT [12]. Therefore, research
into EMT in CTCs is crucial to understand and therapeutically combat cancer cell dissemination and
subsequent metastasis formation.

Once within the circulation CTCs must survive difficult conditions, including the shear forces
of turbulent blood flow as well as immunological surveillance. For these reasons, the half-life of
CTCs is estimated to be low—in the region of several hours [8]. In addition to single cells, CTCs have
been identified in clusters, termed ‘circulating tumour micro-emboli’, bound to various stromal and
white blood cells (WBCs), e.g., neutrophils [13]. Recent evidence has suggested that these tumour
micro-emboli have a higher metastatic potential than single CTCs [14] and that these cell aggregates
provide protection from shear forces and immune surveillance [15], also acting as stimulatory CTC
escorts driving metastasis [13]. Given the number of CTCs in cancer patients, it is clear that not every
CTC forms a metastasis (likely <0.01%), however those cells with mixed phenotypes appear to survive
longer in the circulation [16]. Research continues to investigate if specific CTC characteristics are
implicated in patterns of metastasis, e.g., the recent demonstration of a brain metastasis expression
signature in CTCs of breast cancer patients [17].

3. CTC Isolation Methods

A significant challenge in enriching and isolating CTC populations is the rarity of these cells when
compared to the millions of circulating blood cells. While quoted figures vary, assuming a CTC yield
in the tens to hundreds per millilitre of blood, CTCs comprise <0.004% of all mononucleated cells [8],
or approximately one in a billion circulating cells [18]. CTC isolation techniques can be divided into
two main strategies: those that use physical properties—such as size/deformability, density, electrical
properties—to enrich the blood cell population, and those that use biological properties, isolating cells
based on their expression of specific proteins markers [8,9]. Antibodies specific for relevant markers of
interest are generally used in the latter approaches. Enrichment and isolation by physical or biological
means may operate by ‘positive selection’ or ‘marker dependent’ methods—identifying CTCs based
on specific characteristics, or by ‘negative selection’ or ‘marker independent’ methods—depleting
other cell populations to leave a pure CTC population.

Some of the first research into CTCs utilised reverse-transcription polymerase-chain reaction
(RT-PCR) to identify tumour specific RNA that would demonstrate the presence of CTCs in a blood
sample [18]. However, while this technique confirms the presence of CTCs and individual gene
expression, it does not allow for the characterisation of individual cells or accurate enumeration.
Currently, the only FDA approved device for CTC isolation remains the CellSearch® system,
which targets the cell surface antigen—epithelial cell adhesion molecule (EpCAM), enriching via
immunomagnetic positive selection. As aforementioned, a crucial step in the metastatic pathway
is the EMT that creates phenotypically diverse CTCs. Positive selection methods reliant upon
targeting epithelial antigens only are therefore inherently biased against detecting ‘non-epithelial’
CTCs, which may be mesenchymal, stem-cell, or a mixture of the above—thus demonstrating a high
epithelial CTC specificity but low sensitivity of this technique to detect CTC sub-populations in
HNSCC [18]. Alternative methods for multiparameter positive selection include using flow cytometry
or fluorescence-activated cell sorting techniques (FACS) [19]. In this technique the blood sample must
first undergo a negative selection enrichment step (to remove red blood cells and a large fraction
of WBCs) and then immunofluorescent antibodies are chosen to target multiple surface proteins,
minimising the bias from ‘epithelial only’ techniques. The downside of using FACS is the potential for
cell loss, which, given the low numbers of CTCs expected in a blood sample, may have a significant
impact upon the accuracy to use CTC count as a surrogate biomarker.

Techniques that use physical properties for CTC isolation have largely focused upon microfluidic
based approaches to enrich blood samples [8]. The principle behind these techniques is that CTCs
are assumed to be larger than the majority of circulating cells. A specially designed microfluidic
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device/cassette is used to separate cells (Figure 2a–c), with techniques including size-based filtration,
size-based streamline sorting—whereby pressurised fluid forces cells into size based ‘streams’—and
dielectrophoresis, which uses electrical fields to polarize cells of varying sizes, or combinations of the
above [20]. Once enriched, cells must undergo an antibody staining protocol to correctly identify CTCs
(Figure 2d). The accepted definition of a CTC in HNSCC is a cell staining positive for an epithelial
marker and DAPI (nuclear dye) and negative for CD45 (a leukocyte marker) [10,18]. While EpCAM has
been used as an epithelial marker [19,21], cytokeratin (CK) 8, 18, 19 or 20 also appear to be reliable in
HNSCC [22–24]. In addition to the above protocol, markers for mesenchymal (N-cadherin or Vimentin)
and/or stem cell (CD133) phenotypes have been used and are discussed below [24,25]. Often the
limiting factor for CTC characterisation is the number of immunofluorescent channels available when
using microscopy (usually a maximum of four), hence recent interest in multiparameter techniques
such as flow or mass cytometry.
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Figure 2. An example of CTC enrichment using a microfluidic device: (a) the Parsortix™ (Angle Plc)
system, (b) diagram of microfluidic flow and cell sorting within the isolation cassette, (c) Close-up of
the isolation cassette demonstrating tiered multi-channel design, (d) head and neck squamous cell
carcinoma cells (FaDu cell line) isolated from spiked blood sample using Parsortix™ and stained with
pan-cytokeratin antibody (Parsortix™ enriches CTCs ≈ 1000-fold, however anti-CD45 staining is also
required to negatively select the contaminating white blood cell population or deplete CD45+ve cells
to provide a pure CTC population) at 20×magnification.

A recent systematic review revealed 22 studies investigating CTCs in HNSCC [5]. The majority of
these studies (15/22) used an immunomagnetic positive selection technique to identify CTCs; within
this group the CellSearch® system was most frequently utilized [5]. It can be seen from the above list
of complex isolation methods that a direct comparison of data from studies using differing techniques
can be difficult. In addition, the protocol for sampling blood is not standardised and the time that
can be allowed from collection to processing is unknown (quoted in the region of 3–5 days) as is the
impact this may have upon CTC viability. As will be discussed, the number of isolated CTCs varies
greatly between positive and negative selection protocols, as does the data output from different CTC
characterisation techniques.
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4. CTC Count as a Diagnostic and Prognostic Biomarker in HNSCC

4.1. Diagnostic Biomarker of Stage of Disease

A recent systematic review concluded that evidence is equivocal as to whether CTCs can
diagnostically predict tumour-node-metastasis (TNM) stage in HNSCC [5]. It would seem logical that
a larger tumour with a greater T stage, or with nodal or distant metastases representing increased
burden of disease would release more CTCs into the bloodstream. However, this may not be the case if
other factors, such as patterns of lymphovascular infiltration, tumour differentiation or anatomical
site also govern CTC shedding. Hristozova et al. evaluated CTC count in 42 patients with locally
advanced inoperable HNSCC, using flow cytometry [26]. While patients with a greater T status had
increased numbers of CTCs/mL this was not statistically significant. They did however demonstrate
a significant correlation (p = 0.007) between nodal stage and CTC count, when defining two groups
(N0-N2a and N2b-N3). The presence of CTCs was greatly increased in oral cavity and oropharyngeal
cancers compared to other anatomical sites but had no association with HPV status. It should be
noted that only 43% of patients (18/42) had detectable CTCs, with a mean CTC count of 1.7. It is
unclear if this is a true reflection of CTC activity in relation to tumour burden, or the sensitivity of
the flow cytometry detection method to detect low cell numbers. In a similar study, Kawada et al.
used a micro-filter (CellSieve) to detect CTCs in 32 patients, achieving a higher detection rate of
90.6% (29/32) [23]. They demonstrated that advanced stage of disease (III–IV) and T status (T3–4) was
significantly associated with increased CTC count (p < 0.05 and p < 0.01). Contrary to Hristozova, they
found no relationship with nodal status. Both Hristozova and Kawada were able to show a significant
decrease in CTC count immediately post-treatment, demonstrating the potential utility of this assay in
post-treatment monitoring.

4.2. Prognostic Biomarker of Survival Outcomes and Treatment Response

Several studies have investigated survival outcomes and the use of CTC presence/count as a
prognostic marker. Jatana et al. measured CTC count at the time of surgery in 48 patients (the
majority of which, 65%, were late stage III/IV disease) using a negative depletion method, with a mean
follow-up of 19 months [27]. They reported that the presence of CTCs (detectable in 71% of patients)
was significantly correlated with decreased disease-free survival (DFS), and those with >25 CTCs/mL
had a worse clinical outcome. Using the CellSearch® system in a R/M 53 patient cohort, Grisanti et al.
demonstrated that a baseline CTC count >2 was a prognostic indicator of worse progression-free (PFS)
and overall survival (OS) (p < 0.0005) [28]. However, these results are tempered by only 26% of patients
having detectable CTCs at baseline and low CTC counts (mean 1, range 0–43). In the largest study
cohort to-date, Tinhofer et al. used RT-PCR of epidermal growth factor receptor (EGFR) transcripts to
analyse the presence of CTCs in 144 locally advanced HNC patients who had undergone previous
primary surgical resection [29]. They detected evidence of CTCs in 29% (42/144) of patients, but with a
median follow-up of 34 months were unable to correlate CTC positivity with DFS or OS, independent
of the modality of adjuvant treatment. However, when they separated patients into oropharyngeal
carcinoma (OPC) and non-OPC groups, CTC presence was a prognostic marker of worse DFS and
OS in non-OPC patients, but conversely was a marker of improved DFS and OS in OPC patients.
While an obvious reason for this difference would be the confounding factor of improved outcomes in
HPV-driven OPC, they were unable to correlate CTC positivity with p16 status. Such mixed results
are likely a product of heterogenous EGFR expression in HNSCC and emphasise a need for negative
selection protocols.

Despite their seemingly pivotal role in metastasis, few studies have investigated CTC clusters
and survival outcomes. Kulasinghe et al. recently demonstrated that in a cohort of 60 HNC patients,
25% exhibited CTC clusters (ranging from 1–3 clusters/5 mL—consisting of 3–13 cells) [15]. Of note,
all patients with CTC clusters had advanced stage IV disease and there was no correlation between
single-CTC and cluster presence (10/20 patients single-CTC +ve were cluster -ve and 5/15 patients
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cluster +ve were single-CTC -ve). However, the presence of CTC clusters was significantly associated
with distant metastatic disease (p = 0.0313) [15]. Such data provides early evidence that this entity
could be a meaningful prognostic marker and should also be a focus of future research.

The translational clinical benefit of a CTC liquid biopsy over current practice is the ability to
perform serial measurements to monitor and/or guide treatment. As a reference, CTC count in HNSCC
appears broadly similar to other cancers [9], for example cut-off values of ≥5 or ≥3 CTCs (per 7.5 mL
blood) demonstrated prognostic significance in breast cancer [30] and colorectal cancer [31] respectively.
One of the first groups to consider how CTCs could be used as predictive markers of treatment response
were Buglione et al. [22]. They evaluated CTCs at multiple treatment time-points (before, during
and after treatment) in 73 HNC patients using CellSearch®. Unfortunately, their conclusions were
limited due to only 15% (11/73) of patients having detectable CTCs present at diagnosis. Despite this,
they demonstrated that when CTCs were absent at diagnosis or decreased below limits of detection in
post-treatment samples the patients were significantly more likely (p = 0.017) to have a complete/partial
treatment response, compared to those who had an increase in CTC count and did not respond
to treatment. Inhestern et al. used flow cytometry to assess CTC count before, during, and after
induction chemotherapy, surgery, and adjuvant chemoradiotherapy (CRT) in 40 HNSCC patients [21].
Eighty percent (32/40) of patients were positive for CTCs during treatment. Their approach was
to calculate median CTC count values across all patients at each time-point (baseline, pre- and
post-treatment) as a reference point for comparison. Patients with a baseline CTC count > median had
significantly worse recurrence-free survival (RFS) (p = 0.025), and a maximal CTC count > median
at any point during treatment was significantly associated with worse OS (p = 0.049). In a similar
study, Wang et al. investigated CTC count (using a negative depletion and flow cytometry detection
technique) immediately before and 2–4 weeks after CRT treatment in 47 HNSCC patients. Decline in
CTC count post-treatment was significantly associated with PFS and OS (p = 0.01 and 0.013) [19].
Evidence from these types of studies starts to illustrate how serial measurements of CTC count could
have prognostic and/or predictive value during treatment.

5. CTC Characterisation in HNSCC

While the primary goal of early research was to identify and count CTCs in HNSCC, current
research is focused on providing intact single cells that can be further characterised to provide
protein-expression and genetic level data. One reason for static survival rates in HNSCC is the
considerable genetic heterogeneity of this disease [32], which in turn correlates with decreased OS [33].
Distinct regions of a tumour may contain different genetic mutations driving growth, potential therapy
resistance and recurrence [33]. The current method of a random diagnostic tissue biopsy may exhibit
sampling bias due to ‘spatial heterogeneity’ and fail to represent the entire mutational landscape
and is therefore inadequate [34]. Moreover, a tissue biopsy may be difficult or impossible to obtain,
for example in R/M patients, or be too morbid for a patient to undergo on a serial basis, leaving the
clinician blind as to the emergence of treatment resistance [35].

Developing improved negative selection CTC isolation methods has allowed researchers to
investigate multiple CTC surface protein markers in HNSCC, beyond the conventional epithelial
markers used in positive selection techniques. This has provided evidence that distinct phenotypic
CTC sub-populations exist, that may be of importance with regard to the previously discussed
EMT and tumour metastatic potential, in addition to guiding targeted therapy. Balasubramanian
et al. investigated expression of multiple surface markers in a small patient cohort, including—CK
8,18,19 and EpCAM (epithelial), N-cadherin and Vimentin (mesenchymal), EGFR and CD44 (cell
migration marker) [25]. They demonstrated multiple phenotypic patterns within this marker panel,
for the first time highlighting that over a third of CTCs in HNSCC were negative for epithelial
markers but positive for mesenchymal markers. These cell populations would have been missed with
previous epithelial-based positive selection techniques. Weller et al. corroborated these findings that
around a third of CTCs in HNSCC had a mesenchymal phenotype [24]. They investigated epithelial,
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mesenchymal and cancer stem cell markers in CTCs isolated from 10 HNSCC patients, with long
term follow-up data. They found that CTCs were present that exhibited both epithelial (CK) and
mesenchymal (N-cadherin) markers, in addition to combinations of epithelial or mesenchymal CTCs
that were also positive for stem cell marker CD133. This mixed marker expression is likely due to the
epithelial-mesenchymal change being a transitional process, as opposed to a ‘switch’. Analysis of blood
samples taken before and after surgery showed the expected decrease in CTC numbers post-treatment;
interestingly, the presence of mesenchymal CTCs post-resection was associated with significantly
decreased OS (474 vs. 235 days, p = 0.04).

Podoplanin (PDPN) is involved in lymphangiogenesis and is seen as a marker of poor prognosis
and a potential therapeutic target in several cancers. Hsieh et al. investigated CTC expression of
PDPN in 53 locally advanced/metastatic HNSCC patients [36]. Their technique was to positively select
epithelial (EpCAM) cells and then test for PDPN expression. With a median follow-up of 10.5 months,
they found no significant relationship between PFS or OS and the total number of PDPN positive CTCs.
However, if they calculated the proportion of PDPN positive/epithelial positive CTCs, they found that
patients with >20% PDPN positive CTCs had significantly worse PFS and OS (p = 0.006 and p = 0.008).
Clearly this demonstrated that if tumours displayed this marker of invasive potential the clinical
outcome was worse, possibly due to the increased metastatic potential of these CTC sub-populations.

6. Biomarker Led Stratification and Targeted Treatment Guidance

Recently, targeted immunotherapies have produced dramatic improvements of outcomes in a variety
of tumour types, and show significant promise in HNSCC [37]. However, targeted-immunotherapy
treatments are not without potential toxicity and identifying patients who will not respond would
reduce morbidity from ineffective treatments and reduce the significant cost burden of these expensive
treatments. Across all cancers evidence demonstrates that biomarker-led selection of therapies results
in better responses to treatment [38], unfortunately, HNSCC currently has no marker that can predict
response to and guide treatment. Therefore, novel biomarkers are required—the characterisation of
CTCs from a liquid biopsy holds particular promise in this regard [10,18]. A recent study in prostate
cancer correlated low CTC phenotypic heterogeneity with improved OS in a targeted therapy group
(androgen receptor inhibitor) and conversely high CTC phenotypic heterogeneity was associated with
improved OS in a chemotherapy group [39].

R/M HNSCC patients have a dismal prognosis, often confined to palliative treatment [3], therefore
any test to better guide treatment in this group could have a profound impact upon patient care.
Recent evidence has demonstrated programmed death-ligand 1 (PD-L1) expression as a potential
biomarker for immunotherapy in HNSCC—with the combined positive score (evaluating tumour
and tumour-associated immune cell PD-L1 expression) an accepted method of patient stratification
for anti-PD1 immunotherapy in R/M patients [40]. However, of note is previous evidence describing
anti-PD1 treatment response in patients with PD-L1 negative tumour biopsies (<1% expression) [41].
Chikamatsu et al. used RT-PCR to detect CTC expression (via RNA transcript detection) of eight target
genes (CK19, EpCAM, EGFR, c-Met, PD-L1, PD-L2 and CD47) in blood samples from 30 R/M patients,
of which 24 patients were CTC-positive [42]. The key finding from this study was heterogeneity of
PD-L1 expression between tumour samples (from solid tissue biopsies) and CTCs—in 10 patients
the tumour was negative for PD-L1 and the CTC sample demonstrated PD-L1 expression. For the
first time, this study demonstrates the translational clinical utility of a CTC liquid biopsy to identify
HNSCC tumour heterogeneity not seen on a tissue biopsy, that could guide immunotherapy in
R/M patients. Also investigating immune checkpoint markers by utilizing mRNA RT-qPCR, Strati
et al. demonstrated PD-L1 overexpression in EpCAM +ve CTCs in 94 locally advanced HNSCC
patients [43]. Twenty-four patients (25.5%) exhibited CTC PD-L1 overexpression at baseline. Available
data of CTC PD-L1 overexpression from 36 patients demonstrated that 8 of 13 patients remained
PD-L1+ve after completion of treatment and two patients who were PD-L1-ve at baseline developed
PD-L1 overexpression during treatment. CTC PD-L1-ve status at both baseline (p = 0.085) and the
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end of treatment (p = 0.001) was associated with a complete response to treatment. Furthermore,
in longitudinal data from 54 patients, CTC PD-L1 overexpression post-treatment was an independent
prognostic factor for PFS (p = 0.001) and OS (p < 0.001). While much of the discussion to-date has been
in R/M patient groups—the conclusion these authors made was that CTC PD-L1 status could be used
as a prognostic biomarker to guide primary adjuvant-immunotherapy in HNSCC patients.

It is interesting to compare the above evidence of PD-L1 heterogeneity between positive CTCs
and negative tumour samples in HNSCC and findings from trials of targeted treatment in other cancer
types. For example, a recent randomised phase II trial of Trastuzumab (human epidermal growth factor
receptor 2 (HER2) inhibitor) efficacy in HER2-ve breast cancer reported that 89% (51/57) of patients
demonstrated HER2+ve CTCs, despite confirmed tumour HER2-ve status [44]. The clinical significance
of HER2 as a therapeutic target demonstrating heterogeneity between CTCs and tumour samples was
unclear, despite improved DFS in the treatment arm. Cancer cells with stem cell-like properties are
a rare sub-population that may play a key role in both spatial and temporal heterogeneity—being
responsible for tumour initiation, maintenance and contributing to treatment resistance and metastatic
spread. The discovery of CTCs with stem cell characteristics in HNSCC, in addition to CTCs with
mixed stem cell and epithelial/mesenchymal phenotypes [24] demonstrates this potential pathway.
However, evidence of such ‘inter-compartmental’ heterogeneity between tumour and CTCs poses
several questions—Is this a true representation of tumour clonal evolution causing disease progression,
or merely a demonstration of the inherent sampling bias in a tissue biopsy to detect intra-tumoural
heterogeneity? It remains to be seen if CTC derived biomarkers will provide more accurate prognostic
and predictive risk stratification than tissue derived markers, but most likely an amalgamation of
compartmental biomarkers, akin to the PD-L1 combined prognostic score, will be required.

7. Single-Cell Sequencing—The Future of CTC Analysis

7.1. Approaches to CTC Genetic Sequencing

The ability to derive ‘multi-omic’—that is, proteomic, genomic, epigenomic and transcriptomic—level
data from cancer cells is a crucial step in identifying treatment-induced clonal selection and resistance in
HNSCC [45]. A CTC liquid biopsy is a potential avenue to obtain ‘real-time’ tumour-specific multi-omic
data that could allow the therapeutic targeting of genetic subclones with potential phenotypic
advantage(s) leading to treatment resistance [16]. One option to derive genomic/transcriptomic
data from CTCs is to ‘pool’ isolated cells, extract DNA/RNA and then bulk sequence—as has been
demonstrated in lung cancer to detect serial changes in EGFR mutations during treatment [46].
However, to detect multi-omic heterogeneity within CTC sub-populations requires the clarity of
sequencing at the single-cell level, with the ensuing complications associated with the accurate isolation
and single-cell sorting of CTCs. The benefit of single-cell sequencing to identify intra-tumoural
genomic heterogeneity in HNSCC has been reported, along with its potential to impact therapeutic
decision making [47]. However, to-date no published evidence exists for similar progress of single-CTC
sequencing in HNSCC, although groups are working to this aim. Progress in other cancer types is
outlined below. For the purposes of discussion, the output from single-CTC sequencing research can
be simplified as either that producing information regarding an actionable mutation for potential
treatment guidance, or that which creates a profile or signature related to a known cancer pathway for
clinical risk prognostication i.e. metastasis association.

7.2. Single-CTC Genome Sequencing

Several cancers, including lung, breast, colorectal and prostate, among others, have achieved CTC
genetic sequencing at a single-cell level [16]. Heitzer et al. sequenced 37 CTCs from six patients with
colorectal cancer, identifying copy-number alterations present in both tumour and CTC samples [48].
Samples from two patients underwent single-CTC sequencing using a targeted 68-gene panel, also
sequencing primary tumour and metastasis samples. Notably, 20 mutations were found exclusively
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within the CTCs. However, on further in-depth sequencing of tissue samples they were able to identify
the majority (17/20) of these CTC mutations as sub-clones within the cancer. In a similar study, Shaw
et al. sequenced 40 CTCs from five metastatic breast cancer patients [49]. Genomic heterogeneity
was evident within the CTC population for PIK3CA, TP53, ESR1 and KRAS mutations. In addition,
CTCs demonstrated ESR1 and KRAS mutations not found in matched tumour samples. The authors
postulated such tumour-CTC heterogeneity may represent disease progression related sub-clonal
evolution, and potential actionable mutations not seen on tissue biopsies.

7.3. Single-CTC Differential Gene-Expression

Despite the aforementioned identification of tumour genomic heterogeneity in CTCs, the true
advantage of single-CTC sequencing potentially lies in the identification of gene-expression variation.
Transcriptomic analysis of CTCs allows the elucidation of signaling pathways responsible for
protein-expression variance governing CTC sub-populations; in turn, providing a picture of
disseminated cancer cell biology and potential therapeutic targets [16,50]. Several groups have
investigated EMT-related gene expression in CTCs. In a study of eight patients with prostate cancer,
Chen et al. used RT-PCR to investigate expression of 84 EMT-related genes in 38 single-CTCs [51].
They were able to show increased CTC metastatic potential through upregulation of several key
EMT-related genes, with a heterogeneous expression pattern between CTC populations. Of clinical
note from this study was a defined subset of 18 EMT-related genes (e.g., PTPRN2, ALDH1, ESR2,
and WNT5A) that separated castration-resistant patients from castration-sensitive patients (p < 0.001),
demonstrating a potential prognostic biomarker signature. Powell et al. profiled the expression of 87
genes within 105 single-CTCs from 35 breast cancer patients (14 primary and 21 metastatic) [52]. For
the first time this group were able to define signatures of gene-expression within CTCs that correlated
to EMT and clinical metastasis. These findings were echoed by Gorges et al. who performed single-cell
RNA qPCR in a cohort of 55 CTCs from five breast and prostate cancer patients. In each patient CTCs
were able to be grouped into at least two sub-population clusters based on differential gene-expression
related to multiple cancer pathways—including EMT, DNA repair, treatment resistance, stemness and
tumour progression [50]. These authors suggest that the identification of such metastatic cell diversity
could effectively guide treatment selection, particularly in advanced stage and R/M cancer patients.

A novel approach has recently been demonstrated by Gkountela et al. who investigated CTC
methylation profiles in 43 breast cancer patients [53]. For the first time, direct comparison of single-CTCs
and CTC clusters demonstrated heterogeneous patterns of hyper- and hypomethylation correlated
to clinical outcome. A group of stemness and proliferation associated transcription factor binding
sites (OCT4, NANOG, SOX2, and SIN3A) were hypomethylated in cell clusters, but conversely
hypermethylated in single-CTCs. The hypomethylated CTC-cluster signature correlated to decreased
PFS (p < 0.05), but no association between single-CTC methylation and PFS was evident. In what
should be regarded as a landmark paper, Szczerba et al. were able to isolate CTC clusters from breast
cancer patients and perform single-cell RNA sequencing on both CTCs and associated WBCs from
these clusters [13]. Of those WBCs in CTC clusters, 85.5–91.7% were neutrophils. Single-cell sequencing
revealed differential expression of 51 genes, when comparing expression profiles of single circulating
CTCs to neutrophil bound CTCs. Neutrophil bound CTCs exhibited upregulation of genes involved in
cell cycle and DNA replication pathways in addition to increased cytokine stimulation, conferring
increased proliferation and metastatic potential to these cell clusters. The authors described how these
cluster bound neutrophils act as ‘escorts’ to CTCs and this CTC-neutrophil interaction is a potential
therapeutic target in cancer metastasis. Given the evidence of increased metastatic potential of CTC
clusters in HNSCC [15], research into mechanisms of gene regulation in CTC clusters is clearly of
prime clinical importance.
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7.4. Unanswered Questions

Aside from the technical considerations of single-CTC isolation and sequencing protocols, several
key questions remain. While from a basic science point of view identifying single-CTC multi-omic
heterogeneity is informative to elucidate metastatic pathways, as clinicians we need to know how
this data will change the management of our patients. Arguably the greatest question facing the
successful translation of single-CTC characterisation into clinical care is what emphasis we put
on CTC heterogeneity. As Brouwer et al. eloquently state: “A key issue remains to what extent
heterogeneity in the circulating compartment affects therapy outcome and whether one should take
a minor subclone into account if it comes to treatment selection”. To answer this question requires
a combination of advanced bioinformatic algorithms correlated with further clinical investigation.
Put into context, at an acceptable statistical power, detecting a subclone at 10% frequency requires
sequencing of approximately 20 CTCs [54]. Furthermore, given the phenotypic heterogeneity within
the CTC compartment and the apparent variance in expression between tumour and CTCs—does this
heterogeneity reflect adaptation within a hostile circulating environment, as seen with neutrophil-CTC
clusters, or is it a true reflection of the tumour mass? It remains to be seen if the rapid advances in
CTC isolation and single-cell sequencing technologies will provide answers to these questions in HNC.
However, in modern healthcare, the cost implications of such advanced sequencing techniques are a
serious consideration and potential barrier to success.

8. Conclusions

This review has provided a discussion of CTC biology and isolation techniques, in particular
negative selection microfluidic approaches, while discussing various CTC biomarkers currently
available and under investigation in HNSCC. Highlighting how CTC count/presence may serve as a
diagnostic marker of tumour, nodal, and overall stage of disease and a prognostic marker of DFS/PFS
and OS. Furthermore, phenotypic sub-populations appear to exist within the CTC compartment in
HNC and the expression of mesenchymal or mixed phenotypes correlates with worse clinical outcomes.
Finally, the utility for CTCs to provide biomarker-led treatment guidance has been discussed, including
PD-L1 and targeted-immunotherapy. Undoubtedly, goals of future research will focus upon achieving
single-CTC and CTC cluster multi-omic characterisation in HNC, in line with progress in other cancer
types. The first step in the clinical translation of this assay is to define genetic variations, gene expression
and protein biomarker signatures that underpin CTC sub-populations and their relationship to the primary
tumour mass. Subsequently, large scale clinical trials are required to validate these CTC multi-omic
biomarkers, correlating to clinical outcomes, and ultimately to guide anti-cancer therapies [55].

Funding: Karl Payne received research fellowship funding from the Birmingham Institute of Translational
Medicine and has funding from the British Association of Oral and Maxillofacial Surgeons for HNSCC liquid
biopsy research. Hisham Mehanna is funded by grants from Cancer Research UK.

Acknowledgments: The authors acknowledge the support of Angle Plc in providing permission to reproduce the
images in Figure 2, and assistance to optimise the Parsortix system in HNSCC.

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

References

1. Ferlay, J.; Soerjomataram, I.; Dikshit, R.; Eser, S.; Mathers, C.; Rebelo, M.; Parkin, D.M.; Forman, D.; Bray, F.
Cancer incidence and mortality worldwide: Sources, methods and major patterns in GLOBOCAN 2012.
Int. J. Cancer 2015, 136, E359–E386. [CrossRef] [PubMed]

2. Head and Neck Cancers Statistics. Cancer Research UK. Available online: https://www.cancerresearchuk.
org/health-professional/cancer-statistics/statistics-by-cancer-type/head-and-neck-cancers (accessed on
26 November 2018).

3. Vermorken, J.B.; Specenier, P. Optimal treatment for recurrent / metastatic head and neck cancer. Ann. Oncol.
2010, 21, 252–261. [CrossRef] [PubMed]

http://dx.doi.org/10.1002/ijc.29210
http://www.ncbi.nlm.nih.gov/pubmed/25220842
https://www.cancerresearchuk.org/health-professional/cancer-statistics/statistics-by-cancer-type/head-and-neck-cancers
https://www.cancerresearchuk.org/health-professional/cancer-statistics/statistics-by-cancer-type/head-and-neck-cancers
http://dx.doi.org/10.1093/annonc/mdq453
http://www.ncbi.nlm.nih.gov/pubmed/20943624


Cancers 2019, 11, 1115 11 of 13

4. Payne, K.; Spruce, R.; Beggs, A.; Sharma, N.; Kong, A.; Martin, T.; Parmar, S.; Praveen, P.; Nankivell, P.;
Mehanna, H. Circulating tumor DNA as a biomarker and liquid biopsy in head and neck squamous cell
carcinoma. Head Neck 2018, 40, 1598–1604. [CrossRef] [PubMed]

5. Wu, X.L.; Tu, Q.; Faure, G.; Gallet, P.; Kohler, C.; Bittencourt, M.D.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, 2010. [CrossRef] [PubMed]

6. Borsetto, D.; Cheng, J.; Payne, K.; Nankivell, P.; Batis, N.; Rao, K.; Bhide, S.; Li, F.; Kim, Y.; Mehanna, H.; et al.
Surveillance of HPV-Positive Head and Neck Squamous Cell Carcinoma with Circulating and Salivary DNA
Biomarkers. Crit. Rev. Oncog. 2018, 23, 235–245. [CrossRef] [PubMed]

7. Kmietowicz, Z. Liquid biopsies will be routine NHS test for cancer “in under five years”. BMJ 2016, 354,
i4334. [CrossRef]

8. Dong, Y.; Skelley, A.M.; Merdek, K.D.; Sprott, K.M.; Jiang, C.; Pierceall, W.E.; Lin, J.; Stocum, M.; Carney, W.P.;
Smirnov, D.A. Microfluidics and circulating tumor cells. J. Mol. Diagnostics 2013, 15, 149–157. [CrossRef]

9. Gorges, T.M.; Pantel, K. Circulating tumor cells as therapy-related biomarkers in cancer patients.
Cancer Immunol. Immunother. 2013, 62, 931–939. [CrossRef]

10. Kulasinghe, A.; Perry, C.; Jovanovic, L.; Nelson, C.; Punyadeera, C. Circulating Tumour Cells in Metastatic
Head and Neck Cancers. Int. J. cancer 2014, 61, 1–26. [CrossRef]

11. Chambers, A.; Groon, A.; MacDonald, I. Dissemination and growth of cancer cells in metastatic sites. Nat. Rev.
2002, 2, 563–572. [CrossRef]

12. Joseph, J.P.; Harishankar, M.K.; Pillai, A.A.; Devi, A. Hypoxia induced EMT: A review on the mechanism of
tumor progression and metastasis in OSCC. Oral Oncol. 2018, 80, 23–32. [CrossRef] [PubMed]

13. Szczerba, B.M.; Castro-Giner, F.; Vetter, M.; Krol, I.; Gkountela, S.; Landin, J.; Scheidmann, M.C.; Donato, C.;
Scherrer, R.; Singer, J.; et al. Neutrophils escort circulating tumour cells to enable cell cycle progression.
Nature 2019, 566, 553–557. [CrossRef] [PubMed]

14. 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] [PubMed]

15. Kulasinghe, A.; Schmidt, H.; Perry, C.; Whitfield, B.; Kenny, L.; Nelson, C.; Warkiani, M.E.; Punyadeera, C.
A Collective Route to Head and Neck Cancer Metastasis. Sci. Rep. 2018, 8, 746. [CrossRef]

16. Brouwer, A.; De Laere, B.; Peeters, D.; Peeters, M.; Salgado, R.; Dirix, L.; Laere, S. Van Evaluation and
consequences of heterogeneity in the circulating tumor cell compartment. Oncotarget 2016, 7, 48625–48643.
[CrossRef] [PubMed]

17. Zhang, L.; Ridgway, L.D.; Wetzel, M.A.; Ngo, J.; Yin, W.; Kumar, D.; Goodman, J.C.; Groves, M.D.; Marchetti, D.
The identification and characterization of breast cancer CTCs competent for brain metastasis. Sci. Transl. Med.
2013, 5, 180ra48. [CrossRef] [PubMed]

18. Mcmullen, K.P.; Chalmers, J.J.; Lang, J.C.; Kumar, P.; Jatana, K.R. Circulating tumor cells in head and neck
cancer: A review. World J. Otorhinolaryngol. Neck Surg. 2016, 2, 109–116. [CrossRef]

19. Wang, H.; Wu, M.-H.; Chang, P.-H.; Lin, H.-C.; Liao, C.; Wu, S.; Hung, T.; Lin, C.; Chang, T.; Tzu-Tsen, Y.; et al.
The change in circulating tumor cells before and during concurrent chemoradiotherapy is associated with
survival in patients with locally advanced head and neck cancer. Head Neck 2019, 1–12. [CrossRef]

20. Brodie, T.M.; Tosevski, V.; Medová, M. OMIP-045: Characterizing human head and neck tumors and cancer
cell lines with mass cytometry. Cytom. Part A 2018, 93, 406–410. [CrossRef]

21. Inhestern, J.; Oertel, K.; Stemmann, V.; Schmalenberg, H.; Dietz, A.; Rotter, N.; Veit, J.; Görner, M.; Sudhoff, H.;
Junghanß, C.; et al. Prognostic Role of Circulating Tumor Cells during Induction Chemotherapy Followed
by Curative Surgery Combined with Postoperative Radiotherapy in Patients with Locally Advanced Oral
and Oropharyngeal Squamous Cell Cancer. PLoS ONE 2015, 10, e0132901. [CrossRef]

22. Buglione, M.; Grisanti, S.; Almici, C.; Mangoni, M.; Polli, C.; Consoli, F.; Verardi, R.; Costa, L.; Paiar, F.;
Pasinetti, N.; et al. Circulating tumour cells in locally advanced head and neck cancer: Preliminary report
about their possible role in predicting response to non-surgical treatment and survival. Eur. J. Cancer 2012,
48, 3019–3026. [CrossRef] [PubMed]

23. Kawada, T.; Takahashi, H.; Sakakura, K.; Ida, S.; Mito, I.; Toyoda, M.; Chikamatsu, K. Circulating tumor
cells in patients with head and neck squamous cell carcinoma: Feasibility of detection and quantitation.
Head Neck 2017, 39, 2180–2186. [CrossRef] [PubMed]

http://dx.doi.org/10.1002/hed.25140
http://www.ncbi.nlm.nih.gov/pubmed/29542214
http://dx.doi.org/10.1038/srep20210
http://www.ncbi.nlm.nih.gov/pubmed/26831813
http://dx.doi.org/10.1615/CritRevOncog.2018027689
http://www.ncbi.nlm.nih.gov/pubmed/30311577
http://dx.doi.org/10.1136/bmj.i4334
http://dx.doi.org/10.1016/j.jmoldx.2012.09.004
http://dx.doi.org/10.1007/s00262-012-1387-1
http://dx.doi.org/10.1002/ijc.29108
http://dx.doi.org/10.1038/nrc865
http://dx.doi.org/10.1016/j.oraloncology.2018.03.004
http://www.ncbi.nlm.nih.gov/pubmed/29706185
http://dx.doi.org/10.1038/s41586-019-0915-y
http://www.ncbi.nlm.nih.gov/pubmed/30728496
http://dx.doi.org/10.1016/j.cell.2014.07.013
http://www.ncbi.nlm.nih.gov/pubmed/25171411
http://dx.doi.org/10.1038/s41598-017-19117-9
http://dx.doi.org/10.18632/oncotarget.8015
http://www.ncbi.nlm.nih.gov/pubmed/26980749
http://dx.doi.org/10.1126/scitranslmed.3005109
http://www.ncbi.nlm.nih.gov/pubmed/23576814
http://dx.doi.org/10.1016/j.wjorl.2016.05.003
http://dx.doi.org/10.1002/hed.25744
http://dx.doi.org/10.1002/cyto.a.23336
http://dx.doi.org/10.1371/journal.pone.0132901
http://dx.doi.org/10.1016/j.ejca.2012.05.007
http://www.ncbi.nlm.nih.gov/pubmed/22682019
http://dx.doi.org/10.1002/hed.24893
http://www.ncbi.nlm.nih.gov/pubmed/28815839


Cancers 2019, 11, 1115 12 of 13

24. Weller, P.; Nel, I.; Hassenkamp, P.; Gauler, T. Detection of Circulating Tumor Cell Subpopulations in Patients
with Head and Neck Squamous Cell Carcinoma ( HNSCC ). PLoS ONE 2014, 9, e113706. [CrossRef] [PubMed]

25. Balasubramanian, P.; Lang, J.C.; Jatana, K.R.; Miller, B.; Ozer, E.; Old, M.; Schuller, D.E.; Agrawal, A.;
Teknos, T.N.; Summers, T.A.; et al. Multiparameter analysis, including EMT markers, on negatively enriched
blood samples from patients with squamous cell carcinoma of the head and neck. PLoS ONE 2012, 7.
[CrossRef] [PubMed]

26. Hristozova, T.; Konschak, R.; Stromberger, C.; Fusi, A.; Liu, Z.; Weichert, W.; Stenzinger, A.; Budach, V.;
Keilholz, U.; Tinhofer, I. The presence of circulating tumor cells (CTCs) correlates with lymph node metastasis
in nonresectable squamous cell carcinoma of the head and neck region. Ann. Oncol. 2011, 22, 1878–1885.
[CrossRef] [PubMed]

27. Jatana, K.; Balasubramanian, P.; Lang, J.; Yang, L.; Jatana, C.; White, E.; Agrawal, A.; Ozer, E.; Schuller, D.;
Teknos, T.; et al. Significance of Circulating Tumor Cells in Patients With Squamous Cell Carcinoma of
the Head and Neck: Initial Results. Arch. Otolaryngol. Head Neck Surg. 2010, 136, 1274–1279. [CrossRef]
[PubMed]

28. Grisanti, S.; Almici, C.; Consoli, F.; Buglione, M.; Verardi, R.; Bolzoni-Villaret, A.; Bianchetti, A.; Ciccarese, C.;
Mangoni, M.; Ferrari, L.; et al. Circulating tumor cells in patients with recurrent or metastatic head and neck
carcinoma: Prognostic and predictive significance. PLoS ONE 2014, 9, 1–9. [CrossRef] [PubMed]

29. Tinhofer, I.; Konschak, R.; Stromberger, C.; Raguse, J.; Dreyer, J.H.; Jöhrens, K.; Keilholz, U.; Budach, V.
Detection of circulating tumor cells for prediction of recurrence after adjuvant chemoradiation in locally
advanced squamous cell carcinoma of the head and neck. Ann. Oncol. 2014, 25, 2042–2047. [CrossRef]

30. Cristofanilli, M.; Budd, T.; Ellis, M.; Stopeck, A.; Matera, J.; Miller, M.C.; Reuben, J.M.; Doyle, G.V.; Allard, W.J.;
Terstappen, L.W.M.M.; et al. Circulating Tumor Cells, Disease Progression, and Survival in Metastatic Breast
Cancer. N. Engl. J. Med. 2004, 351, 781–791. [CrossRef]

31. Cohen, S.J.; Punt, C.J.A.; Iannotti, N.; Saidman, B.H.; Sabbath, K.D.; Gabrail, N.Y.; Picus, J.; Morse, M.A.;
Mitchell, E.; Miller, M.C.; et al. Prognostic significance of circulating tumor cells in patients with metastatic
colorectal cancer. Ann. Oncol. 2009, 20, 1223–1229. [CrossRef]

32. Lawrence, M.S.; Sougnez, C.; Lichtenstein, L.; Cibulskis, K.; Lander, E.; Gabriel, S.B.; Getz, G.; Ally, A.;
Balasundaram, M.; Birol, I.; et al. Comprehensive genomic characterization of head and neck squamous cell
carcinomas. Nature 2015, 517, 576–582.

33. Mroz, E.A.; Tward, A.D.; Pickering, C.R.; Myers, J.N.; Ferris, R.L.; Rocco, J.W. High intra-tumor genetic
heterogeneity is related to worse outcome in head and neck squamous cell carcinoma. Cancer 2013, 119,
3034–3042. [CrossRef] [PubMed]

34. Mehanna, H.; Paleri, V.; West, C.M.L.; Nutting, C. Head and neck cancer—Part 1: Epidemiology, presentation,
and prevention. BMJ 2010, 341, c4684. [CrossRef] [PubMed]

35. Dawson, S.-J.; Tsui, D.W.Y.; Murtaza, M.; Biggs, H.; Rueda, O.M.; Chin, S.-F.; Dunning, M.J.; Gale, D.;
Forshew, T.; Mahler-Araujo, B.; et al. Analysis of Circulating Tumor DNA to Monitor Metastatic Breast
Cancer. N. Engl. J. Med. 2013, 368, 1199–1209. [CrossRef] [PubMed]

36. Hsieh, J.C.; Lin, H.; Huang, C.; Hsu, H.; Wu, T.M.; Lee, C.; Chen, M.; Wang, H.; Tseng, C. Prognostic value of
circulating tumor cells with podoplanin expression in patients with locally advanced or metastatic head and
neck squamous cell carcinoma. Head Neck 2015, 37, 1448–1455. [CrossRef] [PubMed]

37. Ling, D.C.; Bakkenist, C.J.; Ferris, R.L.; Clump, D.A. Role of Immunotherapy in Head and Neck Cancer.
Semin. Radiat. Oncol. 2018, 28, 12–16. [CrossRef]

38. Schwaederle, M.; Zhao, M.; Lee, J.J.; Lazar, V.; Leyland-Jones, B.; Schilsky, R.L.; Mendelsohn, J.; Kurzrock, R.
Association of Biomarker-Based Treatment Strategies With Response Rates and Progression-Free Survival in
Refractory Malignant Neoplasms. JAMA Oncol. 2016, 2, 1452. [CrossRef]

39. Scher, H.I.; Graf, R.P.; Schreiber, N.A.; McLaughlin, B.; Jendrisak, A.; Wang, Y.; Lee, J.; Greene, S.; Krupa, R.;
Lu, D.; et al. Phenotypic Heterogeneity of Circulating Tumor Cells Informs Clinical Decisions between AR
Signaling Inhibitors and Taxanes in Metastatic Prostate Cancer. Cancer Res. 2017, 77, 5687–5698. [CrossRef]

40. Cohen, E.E.W.; Bell, R.B.; Bifulco, C.B.; Burtness, B.; Gillison, M.L.; Harrington, K.J.; Le, Q.-T.; Lee, N.Y.;
Leidner, R.; Lewis, R.L.; et al. The Society for Immunotherapy of Cancer consensus statement
on immunotherapy for the treatment of squamous cell carcinoma of the head and neck (HNSCC).
J. Immunother. Cancer 2019, 7, 184. [CrossRef]

http://dx.doi.org/10.1371/journal.pone.0113706
http://www.ncbi.nlm.nih.gov/pubmed/25479539
http://dx.doi.org/10.1371/journal.pone.0042048
http://www.ncbi.nlm.nih.gov/pubmed/22844540
http://dx.doi.org/10.1093/annonc/mdr130
http://www.ncbi.nlm.nih.gov/pubmed/21525401
http://dx.doi.org/10.1001/archoto.2010.223
http://www.ncbi.nlm.nih.gov/pubmed/21173379
http://dx.doi.org/10.1371/journal.pone.0103918
http://www.ncbi.nlm.nih.gov/pubmed/25105871
http://dx.doi.org/10.1093/annonc/mdu271
http://dx.doi.org/10.1056/NEJMoa040766
http://dx.doi.org/10.1093/annonc/mdn786
http://dx.doi.org/10.1002/cncr.28150
http://www.ncbi.nlm.nih.gov/pubmed/23696076
http://dx.doi.org/10.1136/bmj.c4684
http://www.ncbi.nlm.nih.gov/pubmed/20855405
http://dx.doi.org/10.1056/NEJMoa1213261
http://www.ncbi.nlm.nih.gov/pubmed/23484797
http://dx.doi.org/10.1002/hed.23779
http://www.ncbi.nlm.nih.gov/pubmed/24844673
http://dx.doi.org/10.1016/j.semradonc.2017.08.009
http://dx.doi.org/10.1001/jamaoncol.2016.2129
http://dx.doi.org/10.1158/0008-5472.CAN-17-1353
http://dx.doi.org/10.1186/s40425-019-0662-5


Cancers 2019, 11, 1115 13 of 13

41. Ferris, R.L.; Blumenschein, G.; Fayette, J.; Guigay, J.; Colevas, A.D.; Licitra, L.; Harrington, K.; Kasper, S.;
Vokes, E.E.; Even, C.; et al. Nivolumab for Recurrent Squamous-Cell Carcinoma of the Head and Neck.
N. Engl. J. Med. 2016, 375, 1856–1867. [CrossRef]

42. Chikamatsu, K.; Tada, H.; Takahashi, H.; Kuwabara-Yokobori, Y.; Ishii, H.; Ida, S.; Shino, M. Expression of
immune-regulatory molecules in circulating tumor cells derived from patients with head and neck squamous
cell carcinoma. Oral Oncol. 2019, 89, 34–39. [CrossRef] [PubMed]

43. Strati, A.; Koutsodontis, G.; Papaxoinis, G.; Angelidis, I.; Zavridou, M.; Economopoulou, P.; Kotsantis, I.;
Avgeris, M.; Mazel, M.; Perisanidis, C.; et al. Prognostic significance of PD-L1 expression on circulating
tumor cells in patients with head and neck squamous cell carcinoma. Ann. Oncol. 2017, 28, 1923–1933.
[CrossRef] [PubMed]

44. Georgoulias, V.; Bozionelou, V.; Agelaki, S.; Perraki, M.; Apostolaki, S.; Kallergi, G.; Kalbakis, K.; Xyrafas, A.;
Mavroudis, D. Trastuzumab decreases the incidence of clinical relapses in patients with early breast cancer
presenting chemotherapy-resistant CK-19mRNA-positive circulating tumor cells: results of a randomized
phase II study. Ann. Oncol. 2012, 23, 1744–1750. [CrossRef] [PubMed]

45. Niehr, F.; Eder, T.; Pilz, T.; Konschak, R.; Treue, D.; Klauschen, F.; Bockmayr, M.; Türkmen, S.; Jöhrens, K.;
Budach, V.; et al. Multilayered Omics-Based Analysis of a Head and Neck Cancer Model of Cisplatin
Resistance Reveals Intratumoral Heterogeneity and Treatment-Induced Clonal Selection. Clin. Cancer Res.
2018, 24, 158–168. [CrossRef]

46. Maheswaran, S.; Sequist, L.; Nagrath, S.; Ulkus, L.; Brannigan, B.; Collura, C.; Inserra, E.; Diederichs, S.;
Iafrate, A.; Bell, D.; et al. Detection of mutations in EGFR in circulating lung-cancer cells. N. Engl. J. Med.
2008, 359, 366–377. [CrossRef]

47. Stucky, A.; Sedghizadeh, P.P.; Mahabady, S.; Chen, X.; Zhang, C.; Zhang, G.; Zhang, X.; Zhong, J.F. Single-cell
genomic analysis of head and neck squamous cell carcinoma. Oncotarget 2017, 8, 73208–73218. [CrossRef]

48. Heitzer, E.; Auer, M.; Gasch, C.; Pichler, M.; Ulz, P.; Hoffmann, E.M.; Lax, S.; Waldispuehl-Geigl, J.;
Mauermann, O.; Lackner, C.; et al. Complex tumor genomes inferred from single circulating tumor cells by
array-CGH and next-generation sequencing. Cancer Res. 2013, 73, 2965–2975. [CrossRef]

49. Shaw, J.A.; Guttery, D.S.; Hills, A.; Fernandez-Garcia, D.; Page, K.; Rosales, B.M.; Goddard, K.S.; Hastings, R.K.;
Luo, J.; Ogle, O.; et al. Mutation Analysis of Cell-Free DNA and Single Circulating Tumor Cells in Metastatic
Breast Cancer Patients with High Circulating Tumor Cell Counts. Clin. Cancer Res. 2017, 23, 88–96. [CrossRef]

50. Gorges, T.M.; Kuske, A.; Röck, K.; Mauermann, O.; Müller, V.; Peine, S.; Verpoort, K.; Novosadova, V.;
Kubista, M.; Riethdorf, S.; et al. Accession of Tumor Heterogeneity by Multiplex Transcriptome Profiling of
Single Circulating Tumor Cells. Clin. Chem. 2016, 62, 1504–1515. [CrossRef]

51. Chen, C.-L.; Mahalingam, D.; Osmulski, P.; Jadhav, R.R.; Wang, C.-M.; Leach, R.J.; Chang, T.-C.; Weitman, S.D.;
Kumar, A.P.; Sun, L.; et al. Single-cell analysis of circulating tumor cells identifies cumulative expression
patterns of EMT-related genes in metastatic prostate cancer. Prostate 2013, 73, 813–826. [CrossRef]

52. Powell, A.A.; Talasaz, A.H.; Zhang, H.; Coram, M.A.; Reddy, A.; Deng, G.; Telli, M.L.; Advani, R.H.;
Carlson, R.W.; Mollick, J.A.; et al. Single Cell Profiling of Circulating Tumor Cells: Transcriptional
Heterogeneity and Diversity from Breast Cancer Cell Lines. PLoS ONE 2012, 7, e33788. [CrossRef]

53. Gkountela, S.; Castro-Giner, F.; Szczerba, B.M.; Vetter, M.; Landin, J.; Scherrer, R.; Krol, I.; Scheidmann, M.C.;
Beisel, C.; Stirnimann, C.U.; et al. Circulating Tumor Cell Clustering Shapes DNA Methylation to Enable
Metastasis Seeding. Cell 2019, 176, 98–112.e14. [CrossRef]

54. Navin, N.E. The first five years of single-cell cancer genomics and beyond. Genome Res. 2015, 25, 1499–1507.
[CrossRef]

55. Ng, S.P.; Bahig, H.; Wang, J.; Cardenas, C.E.; Lucci, A.; Hall, C.S.; Meas, S.; Sarli, V.N.; Yuan, Y.;
Urbauer, D.L.; et al. Predicting treatment Response based on Dual assessment of magnetic resonance
Imaging kinetics and Circulating Tumor cells in patients with Head and Neck cancer (PREDICT-HN):
matching ‘liquid biopsy’ and quantitative tumor modeling. BMC Cancer 2018, 18, 903. [CrossRef]

© 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/10.1056/NEJMoa1602252
http://dx.doi.org/10.1016/j.oraloncology.2018.12.002
http://www.ncbi.nlm.nih.gov/pubmed/30732956
http://dx.doi.org/10.1093/annonc/mdx206
http://www.ncbi.nlm.nih.gov/pubmed/28838214
http://dx.doi.org/10.1093/annonc/mds020
http://www.ncbi.nlm.nih.gov/pubmed/22377561
http://dx.doi.org/10.1158/1078-0432.CCR-17-2410
http://dx.doi.org/10.1056/NEJMoa0800668
http://dx.doi.org/10.18632/oncotarget.18021
http://dx.doi.org/10.1158/0008-5472.CAN-12-4140
http://dx.doi.org/10.1158/1078-0432.CCR-16-0825
http://dx.doi.org/10.1373/clinchem.2016.260299
http://dx.doi.org/10.1002/pros.22625
http://dx.doi.org/10.1371/journal.pone.0033788
http://dx.doi.org/10.1016/j.cell.2018.11.046
http://dx.doi.org/10.1101/gr.191098.115
http://dx.doi.org/10.1186/s12885-018-4808-5
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	CTC Biology 
	CTC Isolation Methods 
	CTC Count as a Diagnostic and Prognostic Biomarker in HNSCC 
	Diagnostic Biomarker of Stage of Disease 
	Prognostic Biomarker of Survival Outcomes and Treatment Response 

	CTC Characterisation in HNSCC 
	Biomarker Led Stratification and Targeted Treatment Guidance 
	Single-Cell Sequencing—The Future of CTC Analysis 
	Approaches to CTC Genetic Sequencing 
	Single-CTC Genome Sequencing 
	Single-CTC Differential Gene-Expression 
	Unanswered Questions 

	Conclusions 
	References

