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Abstract: Circulating tumor cells (CTCs) are promising biomarkers for prognosis, therapeutic
response prediction, and treatment monitoring in cancer patients. Despite its epithelial origin,
renal cell carcinoma (RCC) shows low expression of epithelial markers hindering CTC-enrichment
approaches exploiting epithelial cell surface proteins. In 21 blood samples serially collected from
10 patients with metastatic RCC entering the TARIBO trial, we overcame this limitation using the
marker-independent Parsortix™ approach for CTC-enrichment coupled with positive and negative
selection with the DEPArray™ with single cell recovery and analysis for copy number alterations
(CNA) by next generation sequencing NGS. Two CTC subpopulations were identified: epithelial CTC
(eCTC) and non-conventional CTC (ncCTC) lacking epithelial and leukocyte markers. With a threshold
≥1CTC/10 mL of blood, the positivity rates were 28% for eCTC, 62% for ncCTCs, and 71% considering
both CTC types. In two patients with detectable eCTCs at baseline, progression free survival was
less than 5 months. In an index case, hierarchical structure by translational oncology (TRONCO)
identified three clones among 14 CTCs collected at progression and at baseline, each containing cells
with a 9p21.3loss, a well-known metastasis driving subclonal alteration. CTCs detection in RCC can
be increased by marker-independent approaches, and CTC molecular characterization can allow
detection of subclonal events possibly related to tumor progression.
Keywords: renal cell cancer; circulating tumor cells; heterogeneity; cancer evolution; copy number
alterations; single-cell analysis

1. Introduction
About 30% of patients with renal cell carcinoma (RCC) present metastatic disease at diagnosis [1].
The prognosis of metastatic RCC (mRCC) is poor, with an overall 5-year survival rate of lower than
20% [1]. In the past decade, targeted therapies (TTs) have permitted prolonged progression free
survival (PFS) and overall survival (OS) in this setting. Among TTs, sunitinib [2] and pazopanib [3],
Int. J. Mol. Sci. 2020, 21, 1475; doi:10.3390/ijms21041475
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approved as first-line treatment options for mRCC patients, showed comparable efficacy in terms
of PFS and OS [4]. However, the role of nephrectomy remained controversial in metastatic diseases.
Two randomized phase three trials showing a significant improvement in OS for patients receiving
cytoreductive nephrectomy (CN) followed by IFN-α compared to IFN-α alone support the role of
CN as a part of treatment for mRCC patients [5–7]. More recently, the CARMENA trial showed
the non-inferiority of a treatment with sunitinib alone over nephrectomy followed by sunitinib in
patients with intermediate-risk or poor-risk metastatic renal cell carcinoma [8]. Thus, the identification
of patients that may really benefit from a combination of CN and tyrosin kinase inhibitors (TKI)
represents a challenge for clinicians. In this regard, the explorative objective of the TARIBO trial was
the development of non-invasive biomarkers that predictive clinical outcome, thus helping treatment
choice and patients’ selection.
Circulating blood biomarkers (CBBs), including circulating tumor DNA (ctDNA) and circulating
tumor cells (CTCs), represent promising biomarkers for predicting prognosis and monitoring
response/resistance to treatment in cancer. In addition, CBBs may reflect the intratumor heterogeneity
and offer a picture of the tumor genetic landscape, helping clinical management in the absence of
available metastatic tissue samples [9–15].
Since intratumoral heterogeneity limits the validity of molecular information obtained from
single biopsies [16], we hypothesized that CTC analysis at single-cell level helps uncovering spatial
heterogeneity, offers a hint on temporal heterogeneity (through longitudinal blood sample collection),
and contributes to identification of clones driving tumor progression.
Presently, only enumeration of CTC using the CellSearch™ (Menarini Silicon Biosystems) has
received approval by the FDA for use in treatment monitoring in metastatic prostate breast and colon
cancer. The CellSearch™, which exploits antibodies against epithelial cell adhesion molecule (EpCAM)
for CTC enrichments and checks expression of cytokeratins (CKs) for CTC identification, is not the
optimal tool for evaluating CTCs in every tumor type. Indeed, in patients with RCC, a tumor that,
despite its epithelial origin, is characterized at tissue level by low EpCAM and low CK expression [17],
the use of CellSearch™ did not provide relevant results. Not surprisingly, a study including 11 patients
with mRCC reported the presence of at least 1 CTC/7.5 mL of blood only in 16% of patients [18] and
suggested the presence of distinct CTC subpopulations not matching the classic CellSearch™ criteria.
Therefore, improving CTC detection in mRCC by developing alternative CTC detection approaches will
help unlock their informative content and offer important hints in treatments planning of this disease.
We tested our hypothesis on the clinical relevance of CTCs in a subset of patients from the TARIBO
study [19], an Italian multicenter phase three study comparing sunitinib or pazopanib vs. CN followed
by sunitinib or pazopanib for patients with mRCC who have not received surgery and prior systemic
treatment for metastatic disease. In blood samples collected from patients enrolled in the TARIBO trial,
we ran a head-to-head comparison of two different CTC detection methods: the AdnaTest that employs
a positive selection for CTC-enrichment based on antibody-mediated recognition of surface markers
followed by multiplex RT-PCR for epithelial or tumor-associated transcripts, and a new method
developed in our laboratory that performs an unbiased CTC enrichment and allows enumeration and
isolation of single CTC for downstream molecular analyses [20]. Despite the low number of patients
(due to discontinuation of the TARIBO trial), we observed a strong heterogeneity in CTCs both at
phenotypic and at molecular level, identified a new subpopulation of non-conventional CTCs lacking
epithelial markers, and provided preliminary evidence on the prognostic role of the classic epithelial
CTCs. In a case study, genomic profiling of 14 CTCs isolated from a patient experiencing clinically
documented disease progression revealed the presence hallmark genomic losses at chromosome 9p
and 14q, which represent known genomic drivers of metastasis in RCC [21].
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2. Results
2.1. Blood Collection for CTC Studies
We collected blood samples from ten patients recruited at our Institution (four in the CN arm and
six in the treatment-only arm). Baseline (BL) blood samples were available for nine out of 10 patients,
samples collected during treatment (DT) were available for seven patients, and blood at progression
was available for three patients only, whereas postsurgical samples were available in all four patients
who underwent CN. CTC determination was performed on all available samples without knowledge
of clinical data by using two methods as described in Material and Methods. Only for two cases
(patients K016 and K017) were blood draws not evaluable when processed with the DEPArray™ due
to a technical failure. Table 1 reports CTC results and clinical outcomes for each single patient.
Table 1. CTC and treatment response data in the TARIBO case series.
CTC by DEPArray

AdnaTest

Clinical Outcomes
PFS
(mos) *

DEATH

OS
(mos)

yes

4.14

yes

8.98

SD

yes

13.22

yes

22.07

/
neg
neg

RP

no

28.22

no

28.22

PD

yes

4.74

no

20.13

12

neg
neg
neg

0
2

0
3

neg
neg

SD

yes

36.32

no

48.06

0

2

2

neg

NA

NA

yes

3.39

0
0

1
1

1
1

pos
neg

SD

yes

no

42.83

yes

7.99

Patient ID

Time

eCTC

ncCTC

CTC
tot

CTC
Status

K009

preS
postS
DT

1
0
0

0
1
0

1
1
0

pos
pos
pos

PD

K012

preS
postS
DT
progress

0
0
0
1

1
3
0
0

1
3
0
1

neg
pos
pos
neg

K016

preS
postS
DT

/
0

/
0

/
0

preS
postS
progress

2

2

4

K017

9

3

K008

BL
DT

0
1

K010

BL

K011

BL
DT

Response PD

42.83

K013

BL

0

2

2

neg

NA

NA

K014

BL
DT

0
0

0
1

0
1

neg
neg

PD

yes

5.56

no

8.75

K015

BL
DT
progress

0
1
0

2
1
0

2
2
0

pos
neg
pos

PD

yes

8.222

yes

26.84

* months. CTC and treatment response data in the TARIBO case series. Abbreviations: CTC, circulating tumor cells;
eCTC, epithelial CTC; ncCTC, non-conventional CTC; PFS, progression free survival; OS, overall survival; preS,
pre-surgery; postS, post-surgery; DT, 24 h after randomization; BL, baseline; PD, progression disease; SD, stable
disease; NA, not available.

2.2. DEPArray CTC Counts
Globally, considering all the 21 blood samples successfully processed with the DEPArray™, we
were able to identify 15 CTCs expressing epithelial markers (eCTCs) corresponding to the classical
CTC definition and 22 CTCs lacking both epithelial and leukocyte markers. Those latter CTCs that did
not meet the classical CTC definition were characterized by aberrant genomes and were considered as
non-conventional CTC (ncCTCs).
When considering as positivity threshold ≥1 CTC/10 mL of blood, the positivity rate in our blood
samples was 6/21 (28%) for eCTC, increased to 13/21 (62%) for ncCTCs, and was 15/21 (71%) when
considering both CTC types (CTC tot). Both for eCTC and ncCTC, median values did not differ
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between BL (including pre-surgical samples) and DT samples (zero vs. zero and one vs. one for eCTC
and ncCTC, respectively). Only in one of the three patients for whom blood draws at progression were
available was a clear increase in the number of eCTC and ncCTCs observed (one eCTC/10 mL vs. nine
eCTC/10 mL and zero ncCTC/10 mL vs. three ncCTC/10 mL).
2.3. CTC Status by AdnaTest
Overall, considering 23 blood samples available for the AdnaTest, the CTC status was defined
as positive in 8/23 samples (35%) and was not influenced by the blood drawing time (Fisher exact
test p = 0.538). The results on CTC status obtained with the AdnaTest were discordant with the CTC
status defined with the DEPArray™ method when considering both eCTC (Cohen’s kappa = −0.27)
and ncCTCs (Cohen’s kappa = −0.17).
2.4. CTC Status Clinical Correlates
After 6 months of treatment, four patients were rated as progressive disease (PD), three as stable
disease (SD), and one patient showed a partial response (PR). For this last patient, blood draws were
negative for all types of CTC determinations at all available times, and the patient was still disease-free
after 18 months. On the contrary, in the patients with SD or PD, no clear associations were observed
with either baseline CTCs or with CTCs during the treatment.
Since the number of patients with evaluable follow-up time was very limited, we do not report
here a formal statistical analysis to explore the associations between the baseline CTC results obtained
with the various methods and the OS and the PFS. However, we noticed that the only two patients
scored as eCTC-positive at BL were characterized by a less than 5 months PFS with respect to a median
PFS superior to 13 months in patients negative for eCTC at BL.
2.5. Molecular Characterization of Single CTCs
The molecular characterization of single cells recovered with the DEPArray™ provided additional
information by identifying chromosomal regions affected by copy number alterations. Only 32 CTCs
(13 eCTCs and 19 ncCTCs) for which at least 500,000 reads were available by whole genome sequencing
(WGS) were used for this analysis (Figure 1). Data are reported in Figure 1 as Genomic Identification
of Significant Targets in Cancer (GISTIC) plots. GISTIC is a tool that evaluates the frequency and the
amplitude of segmented copy number values. We noticed that regions that have been reported to
be frequently affected by copy number gains and losses in RCC were also consistently affected by
genomic alterations in our cells, thus supporting the technical reliability of our data and the possible
tissue surrogacy by CTCs [21,22].
It is immediately clear that deletions prevailed over amplifications. None of the regions affected
by amplifications or losses included canonical suppressor genes often mutated in RCC, such as VHL,
PBRM1 SETD2, or BAP1. However, losses involved regions on chromosomal arms such as 1p, 9p,
and 20q, which have already been described in the literature as frequently undergoing losses during
tumor evolution.
On the front of genomic gains, the 10q26.3 region was among the regions showing the most
frequent gains (in 62% of the analyzed CTCs). Such a region contains around 50 genes, including
ADAM8, a membrane metalloproteinase involved in the development of RCC described to be associated
with shorter OS and with distant metastases development [23].
Among regions affected by genomic losses, the chromosomal region 3p11.1, which includes
EPHA3, appears as particularly interesting for RCC. EPHA3 codes for a member of the ephrin receptor
tyrosine kinase family, whose loss has been described as linked with progression in clear cell RCC [24].
Figure 2 reports the 22 top alterations detected with GISTIC.
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Figure 1. Genomic Identification of Significant Targets in Cancer (GISTIC) amplification (left) and
deletion (right) plots on single CTCs. The genome is oriented vertically from top to bottom, and the
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threshold (q-value = 0.1).
GISTIC q-values at each locus are plotted from left to right on a log scale. The green line represents
the significance threshold (q-value = 0.1).

It is immediately clear that deletions prevailed over amplifications. None of the regions affected
by amplifications or losses included canonical suppressor genes often mutated in RCC, such as VHL,
PBRM1 SETD2, or BAP1. However, losses involved regions on chromosomal arms such as 1p, 9p,
and 20q, which have already been described in the literature as frequently undergoing losses during
tumor evolution.
On the front of genomic gains, the 10q26.3 region was among the regions showing the most
frequent gains (in 62% of the analyzed CTCs). Such a region contains around 50 genes, including
ADAM8, a membrane metalloproteinase involved in the development of RCC described to be
associated with shorter OS and with distant metastases development [23].
Among regions affected by genomic losses, the chromosomal region 3p11.1, which includes
EPHA3, appears as particularly interesting for RCC. EPHA3 codes for a member of the ephrin
receptor tyrosine kinase family, whose loss has been described as linked with progression in clear
cell RCC [24]. Figure 2 reports the 22 top alterations detected with GISTIC.
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We next focused on a single case, patient K017, a 68-year-old women diagnosed with a clear cell
RCC with lung and brain metastases showing progressive disease 5 months after CN and sunitinib
treatment. Since, for this patient, we successfully isolated and profiled 14 CTCs, i.e., one eCTC and one
ncCTC in a blood sample collected pre-surgery, nine eCTCs and three ncCTCs in blood obtained at
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We next focused on a single case, patient K017, a 68-year-old women diagnosed with a clear cell
RCC with lung and brain metastases showing progressive disease 5 months after CN and sunitinib
treatment. Since, for this patient, we successfully isolated and profiled 14 CTCs, i.e., one eCTC and
one ncCTC in a blood sample collected pre-surgery, nine eCTCs and three ncCTCs in blood obtained
at progression, we could use our CNA data to investigate the presence of single cells deriving from
clones enriched in genomic alterations that have been described in the literature as metastatic drivers
of CNA [21]. In particular, by comparing our data with chromosome regions frequently involved
in losses at tissue level in the TRACERx study (Figure 3), we noticed that the region 9p21.3 was the
most frequently lost among the CTCs from this patient (8/14 CTCs independently from the specific
phenotype).
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Figure 3. Matrix reporting genomic gains (red) and losses (blue) commonly observed in renal cell
Figure 3. Matrix reporting genomic gains (red) and losses (blue) commonly observed in renal cell cancer
cancer for 14 CTCs isolated from patient K017. Color codes refer to blood collection timing and
for 14 CTCs isolated from patient K017. Color codes refer to blood collection timing and CTC phenotype.
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K017 patient bearing the loss at 9p21.3 in the majority of its CTCs had a shorter PFS (4 months, i.e., 6
months earlier than the median PFS of our case series).
Figure 4 reports the clonal structure of the 14 CTCs isolated in patient K017 as inferred from
CNA data at single-cell level. Three major clones were identified, and we noticed that the 9p21.3, as
Int.
J. Mol. Sci.for
2020,
21, 1475
7 of 14its
expected
a subclonal
event, was present in some CTCs in each of the three clones, supporting
role as an alteration strongly selected at progression.
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3. Discussion
Until June 2018, when data of the CARMENA trial were presented, no prospective data were
available regarding the role of CN in mRCC. In this trial, mRCC patients were randomized to receive
CN and then sunitinib or sunitinib alone. The results in the sunitinib-alone group were non-inferior to
those in the nephrectomy-sunitinib group with regard to overall survival, and no significant differences
in response rate or PFS were observed [8]. Due to availability of these results and to the slowness in
the accrual, the enrollment in the TARIBO trial was prematurely closed. However, despite the limited
patient accrual that prevented us from optimally addressing the clinical objectives of the trial, the
exploratory objectives that dealt with the relevance of CTC isolated at baseline in predicting clinical
outcome and with longitudinal molecular characterization of CTCs to identify genomic alterations
fostering progression could be completed.
Therefore, we are reporting here the translational results only, referring to the clinical relevance
of CTC detection, discussing methodological issues, and presenting, for the first time in this tumor
type, molecular CTC studies at a single cell level. Indeed, despite the fact that only ten patients were
included in CTC studies, the collected data are innovative and offer a proof of concept on the relevance
of our CTC detection approach thanks to the successful isolation of different CTC subpopulations and
to the molecular characterization of 14 individual CTCs from a single patient that were collected across
baseline and progression.
CTCs have been studied in different cancer types, including urologic tumors, proving to be a
non-invasive and feasible approach with different clinical implication, including prediction of recurrence
and response to treatment, disease staging, and prognostication. Antonarakis et al. demonstrated
the predictive role of CTCs status combined with ARV7 detection in patients affected by metastatic
castration resistant prostate cancer [25,26]. Moreover, in patients undergoing radical cystectomy for
bladder cancer, CTCs showed to be a useful prognostic biomarker [27]. However, compared to other
genitourinary tumors, less is known regarding CTCs in kidney cancer, mainly due to the low expression
of EpCAM, the epithelial cell surface protein commonly used for CTC assays.
In our 10 mRCC patients, CTC status positivity rates of samples analyzed by the AdnaTest were
low (35%) despite the fact that patients presented metastatic diseases. This low detection rate supports
the need to use unbiased CTCs collection methods to be able to capture the entire CTC population
(i.e., conventional CTCs expressing epithelial markers and non-conventional CTC lacking epithelial
markers). Indeed, thanks to technical improvements made possible by the Parsortix technology
coupled with the use of DEPArray™, which offered the possibility to recover single CTCs or small
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CTCs pools devoid of leukocyte contamination, we could obtain an improved CTC identification
with a global CTC positivity rate (eCTC+ncCTC) of 76%. Nonetheless, the median number of CTCs
remained low (median = 1, range 0–12, n = 21), but it was noteworthy that, in samples collected at
baseline/presurgery, despite the extremely low CTC counts, the presence of even one single eCTC was
associated with a shorter PFS.
CTCs from patients with RCC are particularly heterogeneous both at phenotypic and genotypic
levels, possibly due to the involvement of chromosomal remodeling genes in RCC etiology [22].
Moreover, most renal tumors are characterized by low expression of cytokeratins and EpCAM. As a
consequence, the classic FDA-approved CellSearch® approach, which detects only cells expressing
epithelial markers, has been rarely used in this neoplasia [18,28]. Indeed, other groups similarly
attempted what we attempted—To use marker-independent CTC capture approaches spanning from
density gradient centrifugation for negative depletion of leukocytes and filtration-based methods [29,30].
In all such studies, CTC identification was based on the expression of specific biomarkers evaluated
either by PCR or by immunofluorescence or was simply based on morphology. New cell surface
markers have been recently used, including membrane CAIX and CD147, in conjunction with the
NanoVelcro platform, obtaining a significant increase in CTC positivity rates [31]. Among new methods
that have been used to overcome limited sensitivity of EpCAM based methods, there are marker
independent methods such as subtraction-enrichment immunostaining fluorescent in situ hybridization
(SE-iFISH), which identifies CTCs based on chromosome 8 aneuploidy and characterizes them further
based on the expression of a set of other biomarkers (CK18, EPCAM, PDL1, VIM) after having enriched
the blood samples by subtraction of CD45-positive cells [32].
We showed here that using a marker-independent approach for CTC enrichment was instrumental
for increasing CTC detection and for being able to separately identify the subpopulations by
immunostaining. We obtained similar results using the same method in the context of patients
with advanced biliary tract cancer, similar to the trend observed in RCC, where baseline eCTCs
were predicting clinical outcome [33]. Indeed, patients where at least one eCTC/10 mL of blood
was detectable prior to treatment start were characterized by a significantly shorter OS than those
with undetectable eCTCs, supporting their prognostic relevance, whereas—Different from what was
observed in RCC—In biliary tract cancer patients, changes in the numbers of ncCTCs were able to
anticipate treatment response.
Importantly, beyond proving the malignant nature of CTCs, results from CNA were also
informative for identification of genomic regions frequently altered in mRCC patients and that
might be involved in metastatic progression. Tumor heterogeneity and tumor cell evolution over time
still represent major hurdles in the treatment of cancer [13]. As a result, often genetic alterations that
bear metastatic potential are already present at the subclonal level in the primary tumor and may be
missed when sequencing single samples from the tissue. CTCs released in the blood stream by both the
primary tumor and metastases can provide a snapshot on clones responsible for tumor dissemination
and progression. However, minor clones may be difficult to detect in CTC-enriched fractions, and only
single cell analysis can enable detection of such clones. We described among our patients an index case
that supports the importance of studying single CTCs for understanding tumor evolution and put it
into the context of state-of-art studies in RCC [21].
The TRACERx renal study showed that cellular clones bearing chromosomes 9p21.3 and 14q31.1
loss are frequently enriched in metastatic disease and act as drivers of the dissemination process. In
fact, in blood samples from patient K017, prior to CN, two CTCs representing distinct clones were
found, one harboring 9p21.3 and 14q loss and the other with only the 9p21.3. At the time of disease
progression, when the primary tumor had already been removed by CN, and thus CTCs could only be
released from the metastatic site, almost 65% of isolated CTCs presented those alterations.
Indeed, as observed by Turajlic and colleagues [21], loss at 9p21.3, despite being a potentially
useful biomarker for RCC patients, can be missed when analyzing a single region of the primary tumor
since it is a subclonal event.
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Therefore, beside eCTC enumeration, molecular characterization of both eCTC and ncCTC provide
clinically valid information that is not readily available at the tissue level. However, the low number
of detected CTC still represents the major limitation. Finally, single cell analysis can inform clonal
evolution and phylogenesis, but again, we have here CTC numbers too low to allow speculation on the
disease evolution.
4. Materials and Methods
4.1. Patients
Eligible patients for the TARIBO study were adults with age between ≥ 18 years and ≤ 75 years
affected by a metastatic predominantly clear cell RCC. Up to three different metastatic sites and at least
three metastatic lesions had to be documented. Oligometastatic disease suitable for metastasectomy
(less than 3 lesions confined at one organ site) was excluded. Patients were required to be classified as
good or intermediate Memorial Sloan Kettering Cancer center (MSKCC) score or Heng risk score and
to have Eastern Cooperative Oncology Group (ECOG) performance status of 0 and 1, absence of brain
and liver metastases, and adequate bone marrow, liver, renal, and pancreatic function. The tumor had
to be considered suitable to nephrectomy by a urologist, and patients had to be considered eligible for
treatment with sunitinib or pazopanib before enrollment. Patients with respectable in situ primary
tumors were considered eligible in the absence of symptoms that could be exclusively assigned to the
primary tumor, such as flank pain and/or gross hematuria necessitating blood transfusion. Patients
were excluded if they had diagnosis of bilateral RCC, non-clear cell histology, concomitant cardiac
disorders, and if they had received prior therapies for advanced disease. Adjuvant treatment was
admitted if stopped at least six months before entry into the study. All the patients provided written
informed consent before undergoing any trial procedures.
4.2. Objectives
In this study, we addressed the translational exploratory objective of the TARIBO dealing with the
relevance of CTCs in predicting the clinical outcome and in identifying molecular drivers of progression.
4.3. Blood Collection
All the patients provided written informed consent before undergoing any trial procedures, and
the CTC study was approved by the Istituto Nazionale dei Tumori (INT) Institutional Review Board
and Ethics Committee on 23 July 2015 with the identification code INT 75/15. The study involved the
collection of blood samples for dynamic analyses of blood biomarkers.
Blood samples were collected at baseline (BL), pre- and post-operatively (in patients undergoing
CN), 24 weeks after randomization (DT), and at the time of PD, as shown in Figure S1. Samples
of peripheral venous whole blood were drawn using a 21 G needle and collected in 4 mL K3EDTA
or 6 mL K2EDTA BD Vacutainer tubes if intended to be processed with the AdnaTest (AdnaGen,
AG, Langenhagen, Germany) or the Parsortix™ (Angle plc, Guildford, UK), respectively. In order to
minimize the risk of contamination with epithelial skin cells during puncture, the first mL of blood
was discarded. Fresh samples were stored at 4 ◦ C in the dark and processed within 2 h.
4.4. Circulating Tumor Cell (CTCs) Assessment
4.4.1. AdnaTEST for CTC Status Assessment
The AdnaTest ProstateCancerSelect kit (AdnaGen, AG, Langenhagen, Germany), which uses a
positive CTC-selection method, was used for CTC enrichment. Briefly, 5 mL of whole blood were
incubated with 100 µL of magnetic beads and coated with antibodies against the epithelial and the
tumor-associated antigens EpCAM and ErbB2 on a tube rotator for 25 min at room temperature.
Cell–bead complexes were captured using the AdnaMag-L magnetic particle concentrator and washed
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in Dulbecco’s phosphate-buffered saline (DPBS). Cell lysates were stored at −20 ◦ C, and downstream
molecular analyses were performed within 2 weeks.
For CTC identification, the expression of EPCAM, MUC1, and ERBB2 was assessed by
semiquantitative multiplex-PCR according to the manufacturer’s instructions using the AdnaTest
BreastCancerDetect kit (AdnaGEN). Briefly, mRNA was isolated using Dynabeads® Oligo(dT)25
and retrotranscribed in a final volume of 40 µl. The multiplex-PCR was performed using the
BreastCancerDetect kit. PCR products were analyzed on the Agilent 2100 Bioanalyzer (Agilent
Technologies, Santa Clara, CA, USA) using the DNA 1000 kit (Agilent Technologies). Samples with
ACTB concentration ≥ 3.0 ng/µL were considered good quality. Samples were considered as CTC
positive when at least one among EPCAM, MUC1, and ERBB2 markers was higher than the previously
defined cut off values, (≥0.40 ng/µL for EPCAM; ≥0.10 ng/µL for MUC1; and ≥0.20 ng/µL for ERBB2 [34].
Samples with all marker concentrations under the cut off values were defined as CTC negative.
4.4.2. CTC Identification and Recovery by DEPArray™ for Single Cell Studies
The protocol for CTC identification and recovery by DEPArray was previously described in
detail [20].
Blood samples (10 mL) collected in K2 EDTA tubes were subjected to CTC enrichment with
Parsortix (Angle plc, Guildford, UK) within 1 h from blood draw [35]. Enriched cells were harvested
according to manufacturer’s instructions and fixed for 20 min at room temperature (RT) with 2%
paraformaldehyde. Fixed samples were stained immediately or within 24 h from enrichments. Mean
Parsortix’s recovery rates (previously investigated using 5 different cell lines spiked in healthy donor
blood at final concentrations ranging between 25–50 cells/10 mL) were 81% (range 75–90%, depending
on the cell line) [20].
Fixed samples were fluorescently stained with phycoerythrin (PE)-labeled antibodies against
epithelial markers EpCAM (clone HEA-125, Miltenyi Biotec, Bergisch Gladbach, Germany, working
dilution 1:11 for 10 min at 4 ◦ C), cytokeratins (pan cytokeratin clone C11, Abcam, San Francisco, CA,
USA, and pan cytokeratin clone AE1/AE3, NSJ Bioreagents, San Diego, CA, USA, working dilution
1:10 for 10 min at RT) and EGFR (clone 423103, SantaCruz Biotechnology, Dallas, TX, USA, working
dilution 1:11 for 10 min at 4 ◦ C), and with allophycocyanin (APC)-labeled antibodies recognizing
leukocytes and monocytes: CD45 (clone 5B1, Miltenyi Biotec, working dilution 1:11 for 10 min at 4 ◦ C),
CD14 (clone M5E2, BD Biosciences Pharmigen, San Diego, CA, USA, working dilution 1:20 for 10 min
at 4 ◦ C), and CD16 (clone 3G8, BD Biosciences Pharmigen, working dilution 1:20 for 10 min at 4 ◦ C).
Nuclei were stained with 1 µg/mL Hoechst 33342 (Sigma-Aldrich, Saint Louis, MI, USA) for 5 min at
RT. The labeling procedure did not lead to significant loss of cells.
Labeled cells were analyzed using the DEPArray™ (Menarini Silicon Biosystems, Bologna, Italy)
within 2 days from staining to visualize and recover single cells manually selected based on fluorescence
labeling and morphology [36]. Selected single epithelial or double-negative (PE-ve/APC-ve) cells
were recovered for downstream molecular analyses. CTC enrichments by Parsortix lasted about 3 h,
fixation lasted 20 min, and the cell selection and recovery process with the DEAPrray lasted about
3–4 h depending on the number of cells recovered from the patient
4.5. Molecular Characterization of Isolated CTCs
Recovered single cells and pools of white blood cells (WBC) were subjected to whole genome
amplification employing the Ampli1™ WGA kit (Silicon Biosystems). Amplified DNA quality was
checked with the Ampli1™ QC kit (Silicon Biosystems), and a low-pass whole genome sequencing
(lpWGS) to detect copy number aberrations (CNAs) was performed using the Ampli1™Low Pass kit
(Silicon Biosystems) for barcoded libraries preparation, followed by sequencing with the IonTorrent
Ion S5™ system (Thermo Fisher, Waltham, MA, USA), using the Ion530 chip according to the
manufacturer’s instructions.
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4.6. Bioinformatics Analyses
WGS sequences were aligned to the human reference genome (hg19) using tmap aligner tool on
Torrent_Suite 5.4.0. CNAs were predicted by using control-FREEC 11.0 with the following settings:
coefficientofVariation = 0.05, mateOrientation = 0, sex = XY or XX. control-FREEC produced different
window size according to the sequencing depth in each sample. “Gain” and “loss” calls were filtered
out when the Wilcoxon Rank-Sum Test, and Kolmogorov–Smirnov p-values were greater than 0.05.
Segmented copy number data of each sample were extracted starting from logRatio value and
submitted to GISTIC 2.0 [37]. The software identifies regions and corresponding genes targeted by
frequent and significant somatic copy number alteration. TRONCO (TRanslational ONCOlogy), a tool
to infer progression models [38] and hierarchical clustering analysis, was used to identify the clonal
hierarchy of K017 patient starting from genomic regions altered in at least 50% of CTCs.
4.7. Clinical Correlates
Progression-free survival (PFS) was calculated from date of enrollment to the date of detection of
imaging-documented progression. Overall survival (OS) was calculated from the date of enrollment to
the death date or censored at the date of last follow-up for living patients (median follow-up = 28 months,
range = 9–48 months).
5. Conclusions
In conclusion, as pointed out in the literature, CTC studies in kidney cancer patients are very
limited due to the difficulty of tracing CTCs in the blood of patients, even when at advanced disease
stages. Taking advantage of the TARIBO clinical trial, we reported here CTC status and CTC molecular
features on a small number of patients with mRCC. Our data confirm the heterogeneity of CTCs in
RCC [29] and suggest that detection of even one single eCTC prior to systemic treatment start predicts
a short PFS.
However, despite having overcome selection biases due to low expression epithelial markers
and having run in parallel CTC methods addressing bulk CTC at mRNA level and single cell CTC at
DNA level characterizations, we could not prove the validity of our approach for treatment response
monitoring and for OS prediction due to the limited number of patients. Nonetheless, the possibility
to obtain reliable molecular data on the molecular features of single CTCs opens new perspectives,
as demonstrated by results obtained with our index patient proving that single cell analysis of CTCs
unlocks the presence of hidden clones with metastatic potential.
Supplementary Materials: Supplementary materials can be found at http://www.mdpi.com/1422-0067/21/4/1475/s1.
Author Contributions: All authors have read and agreed to the published version of the manuscript.
Conceptualization, V.C., E.V., M.G.D. and G.P.; Data curation, E.V., R.R., M.C. and P.S.; Funding acquisition, V.C.
and G.P.; Methodology, M.V., P.M. and C.R.; Project administration, R.M.; Software, M.S.; Supervision, M.G.D. and
G.P.; Writing—Original draft, V.C. and P.S.; Writing—Review & editing, V.C., E.V., R.R., M.V., M.S., R.M., P.M.,
C.R., M.C., P.S., M.G.D. and G.P.
Funding: This research was funded by Italian Association for Cancer Research (AIRC) grant number codes:
IG2014 Id.15792 and IG2018 Id.21694
Acknowledgments: We thank the Italian Association for Cancer Research (AIRC) for supporting the study and the
Integrated Biology Platform at the Fondazione IRCCS, Istituto Nazionale dei Tumori, Milano for performing WGS.
Conflicts of Interest: C.R. received two travel grants from Menarini Silicon Biosystems for attending the DEPArray
User Meeting in Philadelphia, PA Sept 2018 and the 4th ACTC Meeting at Corfù, Greece October 2019. The
other authors declare no conflict of interest. The funders had no role in the design of the study; in the collection,
analyses, or interpretation of data; in the writing of the manuscript, or in the decision to publish the results.

Int. J. Mol. Sci. 2020, 21, 1475

12 of 14

Abbreviations
CTC
RCC
CNA
PFS
OS
CN
TKI
CBBs
BL
DT

Circulating tumor cells
Renal cell carcinoma
Copy number analysis
Progression-free survival
Overall survival
Cytoreductive nephrectomy
Tyrosin kinase inhibitor
Circulating blood biomarkers
BaseLine
During treatment

References
1.
2.

3.

4.

5.

6.

7.
8.

9.
10.
11.

12.
13.
14.

Flanigan, R.C.; Yonover, P.M. The role of radical nephrectomy in metastatic renal cell carcinoma. Semin. Urol.
Oncol. 2001, 19, 98–102. [PubMed]
Motzer, R.J.; Hutson, T.E.; Tomczak, P.; Michaelson, M.D.; Bukowski, R.M.; Oudard, S.; Negrier, S.; Szczylik, C.;
Pili, R.; Bjarnason, G.A.; et al. Overall survival and updated results for sunitinib compared with interferon
alfa in patients with metastatic renal cell carcinoma. J. Clin. Oncol. 2009, 27, 3584–3590. [CrossRef] [PubMed]
Sternberg, C.N.; Davis, I.D.; Mardiak, J.; Szczylik, C.; Lee, E.; Wagstaff, J.; Barrios, C.H.; Salman, P.;
Gladkov, O.A.; Kavina, A.; et al. Pazopanib in locally advanced or metastatic renal cell carcinoma: Results of
a randomized phase III trial. J. Clin. Oncol. 2010, 28, 1061–1068. [CrossRef] [PubMed]
Motzer, R.J.; Hutson, T.E.; Cella, D.; Reeves, J.; Hawkins, R.; Guo, J.; Nathan, P.; Staehler, M.; de Souza, P.;
Merchan, J.R.; et al. Pazopanib versus sunitinib in metastatic renal-cell carcinoma. N. Engl. J. Med. 2013, 369,
722–731. [CrossRef]
Flanigan, R.C.; Salmon, S.E.; Blumenstein, B.A.; Bearman, S.I.; Roy, V.; McGrath, P.C.; Caton, J.R., Jr.;
Munshi, N.; Crawford, E.D. Nephrectomy followed by interferon alfa-2b compared with interferon alfa-2b
alone for metastatic renal-cell cancer. N. Engl. J. Med. 2001, 345, 1655–1659. [CrossRef]
Mickisch, G.H.; Garin, A.; van Poppel, H.; de Prijck, L.; Sylvester, R.; European Organisation for Research
and Treatment of Cancer (EORTC) Genitourinary Group. Radical nephrectomy plus interferon-alfa-based
immunotherapy compared with interferon alfa alone in metastatic renal-cell carcinoma: A randomized trial.
Lancet 2001, 358, 966–970. [CrossRef]
Flanigan, R.C.; Mickisch, G.H. Cytoreductive nephrectomy in patients with metastatic renal cancer: A
combined analysis. J. Urol. 2004, 171, 1071–1076. [CrossRef]
Méjean, A.; Ravaud, A.; Thezenas, S.; Colas, S.; Beauval, J.B.; Bensalah, K.; Geoffrois, L.; Thiery-Vuillemin, A.;
Cormier, L.; Lang, H.; et al. Sunitinib Alone or after Nephrectomy in Metastatic Renal-Cell Carcinoma.
N. Engl. J. Med. 2018, 379, 417–427.
McGranahan, N.; Swanton, C. Biological and therapeutic impact of intratumor heterogeneity in cancer
evolution. Cancer Cell. 2015, 27, 15–26. [CrossRef]
Swanton, C. Intratumor heterogeneity: Evolution through space and time. Cancer Res. 2012, 72, 4875–4882.
[CrossRef]
Ramalingam, N.; Jeffrey, S.S. Future of Liquid Biopsies with Growing Technological and Bioinformatics
Studies: Opportunities and Challenges in Discovering Tumor Heterogeneity with Single-Cell Level Analysis.
Cancer J. 2018, 24, 104–108. [CrossRef] [PubMed]
Alix-Panabières, C.; Pantel, K. Circulating tumor cells: Liquid biopsy of cancer. Clin. Chem. 2013, 59, 110–118.
[CrossRef] [PubMed]
Keller, L.; Pantel, K. Unravelling tumor heterogeneity by single-cell profiling of circulating tumor cells. Nat.
Rev. Cancer 2019, 19, 553–567. [CrossRef] [PubMed]
Bettegowda, C.; Sausen, M.; Leary, R.J.; Kinde, I.; Wang, Y.; Agrawal, N.; Bartlett, B.R.; Wang, H.; Luber, B.;
Alani, R.M.; et al. Detection of circulating tumor DNA in early- and late-stage human malignancies.
Sci. Transl. Med. 2014, 6, 224ra24. [CrossRef]

Int. J. Mol. Sci. 2020, 21, 1475

15.

16.

17.
18.

19.

20.

21.

22.
23.

24.
25.

26.

27.

28.

29.
30.

31.

32.

33.

13 of 14

Parikh, A.R.; Leshchiner, I.; Elagina, L.; Goyal, L.; Levovitz, C.; Siravegna, G.; Livitz, D.; Rhrissorrakrai, K.;
Martin., E.E.; Van Seventer, E.E.; et al. Liquid versus tissue biopsy for detecting acquired resistance and
tumor heterogeneity in gastrointestinal cancers. Nat. Med. 2019, 25, 1415–1421. [CrossRef]
Gerlinger, M.; Rowan, A.J.; Horswell, S.; Math, M.; Larkin, J.; Endesfelder, D.; Gronroos, E.; Martinez, P.;
Matthews, N.; Stewart, A.; et al. Intratumor heterogeneity and branched evolution revealed by multiregion
sequencing. N. Engl. J. Med. 2012, 366, 883–892. [CrossRef]
Went, P.; Dirnhofer, S.; Salvisberg, T.; Amin, M.B.; Lim, S.D.; Diener, P.A.; Moch, H. Expression of epithelial
cell adhesion molecule (EpCam) in renal epithelial tumors. Am. J. Surg. Pathol. 2005, 29, 83–88. [CrossRef]
Gradilone, A.; Iacovelli, R.; Cortesi, E.; Raimondi, C.; Gianni, W.; Nicolazzo, C.; Petracca, A.; Palazzo, A.;
Longo, F.; Frati, L.; et al. Circulating tumor cells and “suspicious objects” evaluated through CellSearch® in
metastatic renal cell carcinoma. Anticancer Res. 2011, 31, 4219–4227.
Verzoni, E.; Ratta, R.; Grassi, P.; Salvioni, R.; Stagni, S.; Montone, R.; Fucà, G.; Cappelletti, V.; Reduzzi, C.;
De Giorgi, U.; et al. TARIBO trial: Targeted therapy with or without nephrectomy in metastatic renal cell
carcinoma: Liquid biopsy for biomarkers discovery. Tumori J. 2018, 104, 401–405. [CrossRef]
Reduzzi, C.; Motta, R.; Bertolini, G.; Miodini, P.; Martinetti, A.; Sottotetti, E.; Daidone, M.G.; Cappelletti, V.
Development of a Protocol for Single-Cell Analysis of Circulating Tumor Cells in Patients with Solid Tumors.
Adv. Exp. Med. Biol. 2017, 994, 83–103.
Turajlic, S.; Xu, H.; Litchfield, K.; Rowan, A.; Chambers, T.; Lopez, J.I.; Nicol, D.; O’Brien, T.; Larkin, J.;
Jung, K.; et al. Tracking Cancer Evolution Reveals Constrained Routes to Metastases: TRACERx Renal. Cell
2018, 173, 581–594. [CrossRef] [PubMed]
Turajlic, S.; Larkin, J.; Swanton, C. Snapshot: Renal Cell Carcinoma. Cell 2015, 163, 1556. [CrossRef] [PubMed]
Roemer, A.; Schwettmann, L.; Jung, M.; Stephan, C.; Roigas, J.; Kristiansen, G.; Loening, S.A.;
Lichtinghagen, R.; Jung, k. The membrane proteases ADAMS and HEPSIN are differentially expressed in
renal cell carcinoma. Are they potential tumor markers? J. Urol. 2004, 172, 2162–2166.
Wang, X.; Xu, H.; Cao, G.; Wu, Z.; Wang, J. Loss of EphA3 Protein Expression Is Associated with Advanced
TNM Stage in Clear-Cell Renal Cell Carcinoma. Clin. Genitourin. Cancer 2017, 15, e169–e173.
Antonarakis, E.S.; Lu, C.; Wang, H.; Luber, B.; Nakazawa, M.; Roeser, J.C.; Chen, Y.; Mohammad, T.A.;
Chen, Y.; Fedor, H.L.; et al. AR-V7 and resistance to enzalutamide and abiraterone in prostate cancer.
N. Engl. J. Med. 2014, 371, 1028–1038. [CrossRef] [PubMed]
Antonarakis, E.S.; Lu, C.; Luber, B.; Wang, H.; Chen, Y.; Zhu, Y.; Silberstein, J.L.; Taylor, M.N.; Maughan, B.L.;
Denmeade, S.R.; et al. Clinical significance of androgen receptor splice variant-7 mRNA detection in
circulating tumor cells of men with metastatic castration-resistant prostate cancer treated with first- and
second-line abiraterone and and enzalutamide. J. Clin. Oncol. 2017, 35, 2149–2156. [CrossRef] [PubMed]
Fina, E.; Necchi, A.; Giannatempo, P.; Colecchia, M.; Raggi, D.; Daidone, M.G.; Cappelletti, V. Clinical
Significance of Early Changes in Circulating Tumor Cells from Patients Receiving First-Line Cisplatin-Based
Chemotherapy for Metastatic Urothelial Carcinoma. Bladder Cancer. 2016, 2, 395–403. [CrossRef]
Allard, W.J.; Matera, J.; Miller, M.C.; Repollet, M.; Connelly, M.C.; Rao, C.; Tibbe, A.G.; Uhr, J.W.;
Terstappen, L.W. Tumor Cells Circulate in the Peripheral Blood of All Major Carcinomas but not in
Healthy Subjects or Patients with Nonmalignant Diseases. Clin. Canc. Res. 2004, 10, 6897–6904. [CrossRef]
Broncy, L.; Paterlini-Bréchot, P. Circulating Tumor Cells for the Management of Renal Cell Carcinoma.
Diagnostics 2018, 8, 63. [CrossRef]
Santoni, M.; Cimadamore, A.; Cheng, L.; Lopez-Beltran, A.; Battelli, N.; Massari, F.; Scarpelli, M.; Galosi, A.B.;
Bracarda, S.; Montironi, R. Circulating Tumor Cells in Renal Cell Carcinoma: Recent Findings and Future
Challenges. Front. Oncol. 2019, 9, 228. [CrossRef] [PubMed]
Liu, S.; Tian, Z.; Zhang, L.; Hou, S.; Hu, S.; Wu, J.; Jing, Y.; Sun, H.; Yu, F.; Zhao, L.; et al. Combined cell
surface carbonic anhydrase 9 and CD147 antigens enable high-efficiency capture of circulating tumor cells in
clear cell renal cell carcinoma patients. Oncotarget 2016, 7, 59877–59891. [CrossRef] [PubMed]
Ye, Z.; Ding, Y.; Chen, Z.; Li, Z.; Ma, S.; Xu, Z.; Cheng, L.; Wang, X.; Zhang, X.; Ding, N.; et al. Detecting and
phenotyping of aneuploid circulating tumor cells in patients with various malignancies. Cancer Biol. Ther.
2019, 20, 546–551. [CrossRef] [PubMed]
Reduzzi, C.; Vismara, M.; Silvestri, M.; Celio, L.; Niger, M.; Peverelli, G.; De Braud, F.; Daidone, M.G.;
Cappelletti, V. A novel circulating tumor cell subpopulation for treatment monitoring and molecular
characterization in biliary tract cancer. Int. J. Cancer 2019. [CrossRef] [PubMed]

Int. J. Mol. Sci. 2020, 21, 1475

34.

35.
36.
37.

38.

14 of 14

Fina., E.; Necchi, A.; Bottelli, S.; Reduzzi, C.; Pizzamiglio, S.; Iacona, C.; Daidone, M.G.; Verderio, P.;
Cappelletti, V. Detection of Circulating Tumor Cells in Urothelial Cancers and Clinical Correlations:
Comparison of Two Methods. Dis. Markers 2017, 2017, 3414910. [CrossRef] [PubMed]
Miller, M.C.; Robinson, P.S.; Wagner, C.; O’Shannessy, D.J. TheParsortix™ Cell Separation System-A versatile
liquid biopsy platform. Cytometry A 2018, 93, 1234–1239. [CrossRef]
Di Trapani, M.; Manaresi, N.; Medoro, G. DEPArray™ system: An automatic image-based sorter for isolation
of pure circulating tumor cells. Cytometry A 2018, 93, 1260–1266. [CrossRef]
Mermel, C.H.; Schumacher, S.E.; Hill, B.; Meyerson, M.L.; Beroukhim, R.; Getz, G. GISTIC2.0 facilitates
sensitive and confident localization of the targets of focal somatic copy-number alteration in human cancers.
Genome Biol. 2011, 12, R41. [CrossRef]
De Sano, L.; Caravagna, G.; Ramazzotti, D.; Graudenzi, A.; Mauri, G.; Mishra, B.; Antoniotti, M. TRONCO:
An R package for the inference of cancer progression models from heterogeneous genomic data. Bioinformatics
2016, 32, 1911–1913. [CrossRef]
© 2020 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/).

