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Abstract: The study of circulating cancer-derived components (circulome) is considered the new
frontier of liquid biopsy. Despite the recognized role of circulome biomarkers, their comparative
molecular profiling is not yet routine. In advanced breast cancer (BC), approximately 40% of hormone-
receptor-positive, HER2-negative BC cases harbor druggable PIK3CA mutations suitable for combined
alpelisib/fulvestrant treatment. This pilot study investigates PIK3CA mutations in circulating tumor
DNA (ctDNA), tumor cells (CTCs), and extracellular vesicles (EVs) with the aim of determining which
information on molecular targetable profiling could be recollected in each of them. The in-depth
molecular analysis of four BC patients demonstrated, as a proof-of-concept study, that it is possible to
retrieve mutational information in the three components. Patient-specific PIK3CA mutations were
found in both tissue and ctDNA and in 3/4 cases, as well as in CTCs, in the classical population
(large-sized CD45−/EpCAM+/− cells), and/or in the “non-conventional” sub-population (smaller-
sized CD44+/EpCAM−/CD45− cells). Consistent mutational profiles of EVs with CTCs suggest
that they may have been released by CTCs. This preliminary evidence on the molecular content
of the different circulating biomaterials suggests their possible function as a mirror of the intrinsic
heterogeneity of BC. Moreover, this study demonstrates, through mutational assessment, the tumor
origin of the different CTC sub-populations sustaining the translational value of the circulome for a
more comprehensive picture of the disease.

Keywords: breast cancer; PIK3CA mutations; liquid biopsy; circulating tumor DNA; circulating
tumor cells; extracellular vesicles
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1. Introduction

In oncology, circulome refers to whole cancer-derived components released by the
primary tumor and/or metastatic sites into the bloodstream, including circulating tu-
mor (Ct)-derived DNA/RNA, circulating tumor cells (CTCs), and extracellular vesicles
(EVs) [1–3]. Much evidence has been developed on the clinical application of both ctDNA
and CTCs [4]. Although the use of EVs in clinical practice is still in its first steps and needs
more investigation, these biological particles are new, promising tools for cancer pantients’
management [5].

CtDNA comprises short nucleic fragments (80–200 bp) released into circulation by
apoptosis and/or necrosis and provides mainly quantitative and qualitative information
through mutational profiling by allowing the identification of genetic alterations associated
with treatment susceptibility and response, hence supporting decision making for person-
alized management [6]. In BC, as well in lung cancer, ctDNA analysis has already entered
the clinic to guide treatment decisions [7,8].

CTCs are a rare and highly heterogeneous circulating population, released into the
bloodstream by the primary tumor or secondary lesions. New advanced technologies have
allowed their detection and characterization, demonstrating the potential relevance of their
enumeration as a prognostic predictor for many cancers, including metastatic breast, colon
and lung cancers [9–13]. However, the implementation of their analysis in the clinic is still
a matter of debate since both the counting and characterization of CTCs are far from being
completely robust and established processes, mainly because their detection is based only
on their EpCAM expression or on their size [14]. In this regard, the analysis of other CTC
sub-populations, which have lost their epithelial features and have already been identified
in different tumors [15] as “non-conventional” CTCs [16], is becoming of primary interest.

EVs are heterogeneous, lipid-bound vesicles secreted by all cell types into the extra-
cellular space [17]. The three main sub-types of EVs are exosomes, microvesicles, and
apoptotic bodies, which are differentiated based upon their biogenesis, release pathways,
size, content, and function [18]. Since EVs carry complex molecular cargoes, such as pro-
teins, RNA, and DNA fragments, they can be considered reliable fingerprints of parental
cells, delivering potentially useful information for cancer prognosis/progression [19–23].

Breast cancer (BC) is the most common cancer in women and is characterized by
highly heterogeneous traits with various genomic characteristics and clinical behaviors
that pose great challenges in achieving disease control and care. In the BC clinical context,
the analysis of circulating tumor-derived materials is emerging as a novel approach for
patient management in advanced and early BC settings [6,7]. The main investigations of
circulome analytes in BC have focused primarily on the quantitative and qualitative aspects
of ctDNA and CTCs [24–26]. In fact, high levels of ctDNA have been associated with a
more aggressive and potentially resistant disease, both in early and advanced settings. In
addition, the identification of mutations in plasma-derived ctDNA can predict some clinical
behavior such as human epidermal growth factor receptor 2 (HER2) amplification in the
onset of anti-HER2 therapy resistance [27] or estrogen receptor 1 (ESR1) gene mutation in
the development of aromatase inhibitor treatment resistance [28]. Among the various circu-
lating biomarkers, CTC count in BC plays a well-defined and specific clinical role [29–31],
being an independent factor of disease-free survival (DFS) and overall survival (OS) in
both early and metastatic disease. Identification of ≥5 CTCs/7.5 mL of blood is a strong
predictor of a worse outcome in metastatic BC patients, regardless of other parameters such
as imaging tools or serum antigens [32–35]. Growing evidence shows that EVs from BC
cells contribute to carcinogenesis and may serve as a good candidate for cancer diagnosis
(as biomarkers), as well as therapy (as drug carriers) [36,37]. In BC, most of the data ac-
quired on the different circulating biomarkers are derived from studies conducted in the BC
metastatic setting, where specific mutations, detectable by liquid biopsy, have already been
proven to be the cause of drug resistance or susceptibility to target treatment. For patients
with hormone receptor (HR)-positive, HER2-negative metastatic BC, standard treatment is
based on endocrine therapy, although tumors frequently develop resistance, primarily due
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to the presence of activating mutations in phosphatidylinositol-4,5-bisphosphate 3-kinase
(PIK3CA; 40% of cases) [38]. These PIK3CA-mutated BCs have been shown to be susceptible
to therapy with alpelisib in preclinical tumor models [39] and clinical trials in association
with fulvestrant [40,41]. For treatment decision making, in 2019, the FDA approved the
detection of PIK3CA mutations in ctDNA on the bases of a companion test, confirming the
use of liquid biopsy in the BC clinical context. Despite great advances in circulome analysis,
comparative studies on the molecular profiling of ctDNA, CTCs, and EVs have not yet been
routinely performed. With this in mind, we investigated whether PIK3CA mutations in the
BC metastatic setting could be identified among the three different circulome components.
Since this is a proof-of-concept study, we took advantage of a small cohort of patients with
advanced HR+/HER2- BC who were candidates for therapy with alpelisib and performed
analyses to determine which information on the targetable molecular profile could be
collected from the different biological analytes also in comparison with those present in the
corresponding tumor tissue.

2. Results

Four patients were enrolled in this study. All patients were diagnosed as HR+/HER2-
BC and had metastatic disease at the time of enrollment. Clinical characteristics and therapy
regimens are reported in Table 1. All of them were found to be PIK3CA mutated at the time
of progression; each patient’s specific mutations were followed in the different circulating
biomarkers in comparison with the corresponding tumor tissue (details in Tables 2 and 3,
Figures 1 and 2).

2.1. Case 51

Patient 51, 40 years old at diagnosis, was treated in 2013 with radical mastectomy and
axillary node dissection for locally advanced ductal breast cancer (pT2 pN3a). She received
adjuvant chemotherapy, followed by radiotherapy and adjuvant hormone therapy. Four
years from diagnosis, the patient experienced bone relapse and was treated with first-line
therapy with CDK4/6 inhibitors plus aromatase inhibitors.

The PIK3CA p.(Hys1047Arg) mutation was identified in tissue, and the patient received
alpelisib and fulvestrant as second-line therapy. ctDNA analysis confirmed the PIK3CA
alteration at a frequency of 2.3%.

A total of 41 CTCs was detected in blood, and almost half (21/41) were negative
with respect to the selected markers; 17 of them showed epithelial origin (EpCAM), and
only 3 CTCs expressed CD44. Two different pools of “conventional” CTCs containing
three and six cells were mutationally analyzed. In both pools, the PIK3CA p.(Hys1047Arg)
originally present in tumor tissue and ctDNA were detected. Of note, this patient also
presented clusters comprising either only CTCs (an example is reported in Figure 1C)
or CTCs together with WBC. As previously shown, the presence of these cell clusters is
considered a negative prognostic factor [42].

The concentration of EVs was 5.9 × 1010 particles/mL. Nanoparticle Tracking Analysis
(NTA) revealed that the mean EV diameter was 157.8 nm with a peak at 122.7 nm, indicating
that the majority of isolated EVs were composed of exosomes (Figure 2A). CD81 was the
only tetraspanin highly expressed (82.4%) by EVs. Indeed, only 13.2% of EVs expressed
CD63, while CD9 was absent from these EVs (Figure 2B). Notably, the PIK3CA patient-
specific variant was also detected in the EV-DNA (1.4%) by droplet digital pPCR (ddPCR).
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Table 1. Patient characteristics: tumor biological features and therapy regimens.

Pt Age at First
Diagnosis

Biopsy and
staging NAC Surgery and

Restaging AC, RT, HT DFS Site of 1st
Recurrence

1st-Line
Therapy PFS I 2nd-Line

Therapy PFS II

PT#51 2013
40 years / No

Ductal BC
pT2, G2

pN3a
ER: 40%

PgR: 40%
Ki67:8%

EC (4 cycles) +
T (12 cycles)

+
RT
+

LHRHa and
Tam

4 ys Bones

CDK4/6
Inhibitors

+
AI

22 ms Alpelisib +
fulvestrant NA

Pt#55 2004
43 years

Ductal BC
cT4b
cN1

ER: 75%
PgR: 5%

Ki67: 24%

E + C + D
(6 cycles)

Ductal BC
ypT1c, G2

pN1a
ER: 15%
PgR: 0%

Ki67: 25%

C + M +
F (3 cycles)

+
RT
+

Tam for 2 ys,
then AI for 3 ys

8 ys Bones

CDK4/6
Inhibitors

+
AI

12 ms Alpelisib +
fulvestrant 7 ms

Pt#60 2018
65 years

Ductal BC
M1

ER: 90%
PgR: 70%Ki67:

20%

No / / / Bones

CDK4/6
Inhibitors

+
AI

21 ms Alpelisib +
fulvestrant 7 ms

Pt#61 2015
41 years

Ductal BC
ER: 96%

PgR: 86%
Ki67: 18%

EC
(4 cycles) +

T
(12 cycles)

Ductal BC
ypT1c, G2

pN1a
ER: 93%

PgR: 16%
KI67: 6%

RT
+

LHRHa and
AI

4 ys Bones, nodes,
liver

CDK4/6
Inhibitors

+
fulvestrant

5 ms Alpelisib +
fulvestrant 3 ms

Legend: ER: estrogen receptor; PgR: progesterone receptor; NAC: neoadjuvant therapy; AC: adjuvant chemotherapy, RT: radiotherapy; HT: hormone therapy; DFS: disease-free survival;
PSF: progression-free survival; EC: epirubicin and cyclophosphamide; T: paclitaxel; C: capecitabine; D: docetaxel; Tam: tamoxifen; M: methotrexate; F,: fluorouracil; ms: months; ys:
years; AI: aromatase inhibitors; LHRHa: luteinizing hormone-releasing hormone analog; NA: not available.
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Figure 1. Representative CTCs recovered from the four BC patients enrolled. (A–F) Classical CTCs,
identified as round, middle-sized cells; CD45-negative, EpCAM-/CD44-positive or -negative, and
Hoechst-positive cells. (A,D) EpCAM-positive CTCs; (B,F) CD44-positive CTCs; (C) heterogeneous
CTC cluster (composed of one EpCAM-positive cell and one CD44-positive cell); (E) EpCAM- and
CD44-negative CTC. (G,H) “Non-conventional” CTCs, identified as small-sized CD45-negative and
CD44-positive cells; (I) example of leukocyte (CD45-positive and, very often, CD44-positive cells).
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Table 2. Mutational status of the different circulating components in comparison with the correspond-
ing tumor tissue.

Pt ID Tissue CTCs ctDNA EVs
Mutational

Status by NGS
Conventional

CTCs
Non-Conventional

CTCs
Mutational

Status by NGS
PIK3CA Status

by ddPCR
PIK3CA Status

by ddPCR

#51 PIK3CA,
Hys1047Arg

PIK3CA,
Hys1047Arg not tested

PIK3CA,
Hys1047Arg

(2.3%)

PIK3CA,
Hys1047Arg

(2.2%)

PIK3CA,
Hys1047Arg

(1.4%)

#55 PIK3CA,
Glu542Lys WT PIK3CA, Glu545Lys

PIK3CA,
Glu542Lys (7.5%)
Glu545Lys (4.0%)

PIK3CA,
Glu542Lys (8.1 %)
Glu545Lys (4.0%)

PIK3CA,
Glu545Lys *

#60 PIK3CA,
Hys1047Leu WT WT

PIK3CA,
Hys1047Leu
(0.7%); ESR1,
Asp538Gly

(0.39%)

PIK3CA,
Hys1047Leu

(0.7%)
WT

#61

PIK3CA,
Glu542Lys;

TP53,
Gly245Ser

PIK3CA,
Glu542Lys;

TP53,
Gly245Ser

PIK3CA,
Glu542Lys;

TP53,
Gly245Ser

PIK3CA,
Glu542Lys

(51.6%); TP53,
Gly245Ser

(33.5%)

PIK3CA,
Glu542Lys

(48.8%)

PIK3CA
Glu542Lys

(54.6%)

* In this case, the ddPCR identified just two positive droplets out of 20 wild-type (WT) PIK3CA droplets.

Table 3. CTC and EV physical and phenotypic properties.

Pt ID Conventional CTCs EVs
Number EpCAM− EpCAM+ CD44 Number Size CD9 CD81 CD63

#51 41 21 17 3 5.90 × 1010 157.8 Neg 82.4% 13.2%

#55 18 13 5 0 9.90 × 1011 159.6 Neg 82.2% 17.0%

#60 19 3 16 0 5.70 × 1010 152.1 Neg 34.3% 20.4%

#61 8 5 2 1 2.00 × 1010 173.7 Neg 89.5% 47.90%

Int. J. Mol. Sci. 2022, 23, x FOR PEER REVIEW 2 of 16

In oncology, circulome refers to whole cancer-derived components released by the 48
primary tumor and/or metastatic sites into the bloodstream, including circulating tumor 49
(Ct)-derived DNA/RNA, circulating tumor cells (CTCs), and extracellular vesicles (EVs) 50
[1–3]. Much evidence has been developed on the clinical application of both ctDNA and 51
CTCs [4]. Although the use of EVs in clinical practice is still in its first steps and needs 52
more investigation, these biological particles are new, promising tools for cancer patient 53
management [5]. 54

55

56

57
CtDNA comprises short nucleic fragments (80–200 bp) released into circulation by 58

apoptosis and/or necrosis and provides mainly quantitative and qualitative information 59
through mutational profiling by allowing the identification of genetic alterations 60 
associated with treatment susceptibility and response, hence supporting decision making 61
for personalized management [6]. In BC, as well as lung cancer, ctDNA analysis has 62
already entered the clinic to guide treatment decisions [7,8]. 63

CTCs are a rare and highly heterogeneous circulating population, released into the 64
bloodstream by the primary tumor or secondary lesions. New advanced technologies 65
have allowed their detection and characterization, demonstrating the potential relevance 66
of their enumeration as a prognostic predictor for many cancers, including metastatic 67
breast, colon and lung cancers [9–13]. However, the implementation of their analysis in 68
the clinic is still a matter of debate since both the counting and characterization of CTCs 69
are far from being completely robust and established processes, mainly because their 70
detection is based only on their EpCAM expression or on their size [14]. In this regard, the 71
analysis of other CTC sub-populations, which have lost their epithelial features and have 72
already been identified in different tumors [15] as “non-conventional” CTCs [16], is 73
becoming of primary interest. 74

EVs are heterogeneous, lipid-bound vesicles secreted by all cell types into the 75
extracellular space [17]. The three main sub-types of EVs are exosomes, microvesicles, and 76
apoptotic bodies, which are differentiated based upon their biogenesis, release pathways, 77
size, content, and function [18]. Since EVs carry complex molecular cargoes, such as 78
proteins, RNA, and DNA fragments, they can be considered reliable fingerprints of 79 
parental cells, delivering potentially useful information for cancer prognosis/progression 80
[19–23]. 81
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A) B)

Figure 2. (A) EV NTA analysis shows very similar profiles in terms of EV populations detected in all
patient samples but reveals a very peculiar nanoparticle distribution for Pt# 61, which may deserve
further investigation. (B) Expression of typical EV markers CD9, CD63, and CD81 evaluated by
flow cytometry on a BD FACS Aria. (Upper panel) The expression of CD9 was almost absent in
EVs consistently in all four patients; (middle panel) CD63 was detected in a comparable percentage
in Pt#51, Pt#55, and Pt#60, while for Pt#61, it shows an almost double expression; (lower panel)
EVs presented a similar expression of CD81 in Pt#51, Pt#55, and Pt#61 samples, while in Pt#60, it
presented a lower expression. Some like 2.0E+5 mean 2.0 × 105.
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2.2. Case 55

Patient 55 was diagnosed in 2004 at the age of 43 years old with locally advanced HR+
ductal BC and clinical-stage cT4b N1. She received neoadjuvant and adjuvant chemother-
apy and subsequent adjuvant radiotherapy and hormone therapy. Eight years later, bone
recurrences were found. At further progression of bone disease, she was tested for PIK3CA
(p.(Glu542Lys), 14.3%) in tissue.

The next-generation sequencing (NGS) test on ctDNA revealed two PIK3CA mutations:
the first confirmed that already found in tissue, p.(Glu542Lys) at 7.5%, and the second,
p.(Glu545Lys) (4%), was expressed in perfect cis configuration with the first p.(Glu542Lys)
and never represented as a single alteration (Figure 3).
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of the disease: the different mutations detected in CTCs may reflect tumor heterogeneity.

A total of 18 CTCs was detected in the blood; only 5 expressed EpCAM and none CD44.
Six pools of “classical” CTCs were investigated for molecular characterization, but none of
them showed the PIK3CA p.(Glu542Lys) mutation, the primary PIK3CA mutation found as
a hallmark of tumor tissue. Surprisingly, one pool of 10 “non-conventional” cells showed
the PIK3CA p.(Glu545Lys) variation alone and without other co-occurring mutations.

Interestingly, the concentration of EVs in this patient was particularly high (9.9 × 1011

particles/mL), with a mean diameter of 159.6 nm and a peak at 123.8 nm (Figure 2A).
Moreover, in this case, CD81 was the most expressed tetraspanin (82.2%), while 17% of
EVs were CD63 positive, and CD9 was absent (Figure 2B). Surprisingly, in EV-DNA, we
identified only the PIK3CA Glu545Lys mutation, indicating a mutational status similar to
that of non-conventional CTCs.

2.3. Case 60

Patient 60, 65 years old at diagnosis, was found in 2018 to have de novo metastatic
breast cancer (multiple bone metastasis). She received first-line therapy with CDK4/6
inhibitors and aromatase inhibitors. Following bone disease progression in 2019, according
to the presence of PIK3CA mutation, she was treated with alpelisib and fulvestrant.

In the tumor tissue, the mutational analysis revealed a p.(Hys1047Leu) PIK3CA muta-
tion at 36.9% frequency, and the ctDNA NGS analysis validated the tissue mutation but also
identified a second mutation in the ESR1 gene (p.(Asp538Gly), 0.39%), usually associated
with endocrine resistance.

In this patient, a total of 19 CTCs was detected. Differently from the other cases, the
majority of them (16/19) had a strong epithelial origin since they expressed the EpCAM
marker, none showed the CD44 antigen, and a minority of CTCs (3/19) were negative
for both these markers (EpCAM-/CD44-). Four pools of “conventional” CTCs (range:
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2–3 CTCs per pool) were analyzed. None of them showed PIK3CA p.(Hys1047Leu), thus
not recapitulating the mutational profiles of the tissue or ctDNA. Similar data were also
found in two pools of 10 “non-conventional” cells.

The concentration of circulating EVs was 5.7 × 1010 particles/mL, with a mean diame-
ter and a peak diameter of 152.1 nm and 121 nm, respectively (Figure 2A). In contrast to
the previous patients, Pt#60-EVs were not highly expressing CD81 (34.3%), whereas 20.4%
were CD63 positive, and in accordance with the other EV populations here described, CD9
was not expressed (Figure 2B). Similar to CTCs, the EV-DNA also did not harbor PIK3CA
p.(Hys1047Leu) or other mutations.

2.4. Case 61

Patient 61, 41 years old, was diagnosed in 2015 with locally advanced HR+/HER2-
BC. She started neoadjuvant chemotherapy, and after surgery, she received adjuvant radio-
therapy and hormone therapy. In 2019, bone, node, and liver metastases were found. She
received first-line therapy with CDK4/6 inhibitors and fulvestrant, and after the detection
of the p.(Glu542Lys) (51.6%) PIK3CA mutation by both tissue and ctDNA tests, she received
alpelisib and fulvestrant.

In addition, NGS analysis of ctDNA showed the p.(Gly245Ser) mutation at 33.5%
variant allele frequency (VAF) in the TP53 gene, also detectable in tumor tissue (25.5% VAF).

This case showed the lowest number of CTCs detected in our cohort since only eight
cells were recovered. These CTCs were identified mostly by morphological parameters
since only two cells expressed EpCAM, and one cell expressing the CD44 marker. One
pool of five CTCs underwent NGS analysis, confirming the presence of both PIK3CA
p.(Glu542Lys) and TP53 p.(Gly245Ser) mutations. Furthermore, three pools of 10 “non-
conventional” CTCs were also tested, and in 1/3 of them, PIK3CA p.(Glu542Lys) was
detected co-occurring with the TP53 p.(Gly245Ser).

Despite the concentration of EVs (2 × 1010 particles/mL), Pt#61 was in line with
the data obtained from Pt#51 and Pt#55 plasma samples, and their size distribution was
profoundly different. Indeed, the mean diameter was 173.7 nm, with multiple peaks at
120.2, 167.4, 173.7, 285, and 380 nm, suggesting the presence of a heterogeneous population
(Figure 2A). Flow cytometry analysis revealed that EVs highly expressed CD81 (89.5%) and
an increased expression of CD63 (47.9%), contrary to the previously described patients.
The tetraspanin CD9 was, again, absent, as already discussed for the other EVs patient
populations (Figure 2B). In addition, the EV-DNA shared the same PIK3CA p.(Glu542Lys)
mutation already observed in ctDNA and CTCs.

3. Discussion

The characterization of the different circulating biomarkers and the integration with
the analyses of their mutational profiles could provide a new, more complete, reliable, and
longitudinally repeatable tool in oncology. Different studies have been conducted in this
direction, but most of them took into account two of the circulating biomarkers at the time,
such as ctDNA and CTCs [43], ctDNA and EVs [44], or the comparison of one circulating
biomarker with tissue [45,46]. In this study, we attempted to compare PIK3CA mutations
in the metastatic BC clinical setting within three components of liquid biopsy, i.e., ctDNA,
CTCs including “non-conventional” CTCs, and EVs isolated from four patients.

Comparable results were obtained when tissue and ctDNA (Table 2) were analyzed,
providing informative data about PIK3CA mutations in all four BC patients. These results
are in line with the literature for advanced settings, as this analysis has already been
approved in clinics with specific respect to alpelisib treatment [41]. Therefore, the detection
of PIK3CA mutations in ctDNA is not surprising. However, the case of Pt#55 (Figure 3A,B)
pointed out the advantage that the use of ctDNA analysis could add to the standard
molecular profiling of tumor tissue since it more specifically details the evolution of the
neoplasia. Indeed, the identification of the second mutation in the PIK3CA gene, not
detected in the primary tumor, could be interpreted as disease progression (Figure 3).
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Moreover, the presence of mutations in ESR1 and TP53 detected in Pt#60 and Pt#61,
respectively, confirms that the ctDNA analysis could provide additional insights into the
routine mutational profile of tissue. In this regard, our data further support the approach
of longitudinal monitoring through liquid biopsy, already an essential tool in the precision
medicine era.

As for CTC analysis (Tables 2 and 3), some considerations should be made. CTC num-
bers ≥ 5/7.5 mL, with similar morphological and phenotypic features (Table 3, Figure 1),
were evident in all four patients (range: 8–41 cells), as expected in the advanced BC setting.
The isolation method and characterization used in this study allowed us to go beyond
classical large EpCAM+ CTCs, selecting sub-groups of CTCs with different morphological
and phenotypic characteristics. The presence of classical EpCAM+ CTCs was evident in
all patient samples, but large-sized EpCAM- CTCs were also detected with different span
numbers (range: 5–21). Finally, the CD44 marker was rarely detected among classical
CTCs. Even CD44+ cells were identified in two out of four patient samples, and their
number was very low (1–2 cell/patient). These data confirm the importance of the anal-
ysis of different sub-groups of CTCs, in particular of those cells not expressing epithelial
features and defined in the literature as “non-conventional” CTCs [16,47]. In previous
studies, the tumor origin of “non-conventional” CTCs has been addressed by copy number
variations through whole-genome amplification (WGA). Here, applying our optimized
WGA-free NGS workflow to simultaneously test different gene regions [48], we were able
to address the tumor origin of these cells. Furthermore, here, we took advantage of marker-
independent CTC enrichment and the single-cell recovery DEPArray System workflow,
which allowed identifying and isolating an additional sub-class of cells in all four patient
samples. In details, these cells were smaller than those described above (nuclei radius
range: 7–9 µm), morphologically similar to WBC but negative for the CD45 marker, and
only expressing CD44 (Figure 1 G,H). Of note, we also demonstrated the tumor origin of
these cells thanks to the detection of somatic mutations occurring in the PIK3CA and TP53
genes that were previously identified in tumor tissue (Table 2). All these findings together
support the importance of the complete analysis of CTCs, including “non-conventional”
CTCs, since, in some cases, they may add more detail to the mutational dynamics and clonal
evolution of the tumor. The fact that in Pt#55 the secondary PIK3CA p.(Glu545Lys) (only
found in ctDNA but not in primary tumor) was found only in “non-conventional” CTCs,
leads to the hypothesis of a model of clonal evolution where, from a common tumoral
progenitor, two different cells arose (Figure 3 A,B). The main clone would develop PIK3CA
p.(Glu542Lys), populating the primary tumor. This clone may develop on the same allele
the secondary PIK3CA p.(Glu545Lys) alteration under some pressure; a second minor clone,
arising from the common unmutated progenitor, would harbor only the secondary PIK3CA
p.(Glu545Lys), and this would probably be the original cause of “non-conventional” CTCs.
These findings confirm the high heterogeneity of BC and the challenge of its therapeutic
intervention [49]. Moreover, these data, once again, evidence the importance of including
molecular data from circulating biomarkers in the whole clinical assessment for more
precise patient management.

When EVs were analyzed, we observed that the average concentration and size
distribution were quite similar across the patients (Table 3), except for Pt#61, whose EVs
showed a higher average size (173.7 nm vs. 156.5 nm) and a more heterogeneous profile
characterized by multiple peaks (Figure 2A). This patient showed the highest mutational
frequency (around 50% in PIK3CA and 30% in TP53), which may reflect the disease dynamic.
Analysis of the tetraspanin family member expression (Figure 2B) was similar among
patients, and the CD9 antigen was negative, but CD81 and CD63 were present even with
different extents and denoted a variability in line with recent literature [50]. Although the
DNA copy number from EVs was lower compared to ctDNA results, we confirmed the
PIK3CA mutation in EV-DNA, as already reported [51]. In addition, we showed that the
mutational EV-DNA profiles were consistent with the CTC results (both classical and “non-
conventional” CTCs). For example, in Pt#55, the p.(Glu545Lys) mutation standing alone in
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EV-DNA and “non-conventional” CTCs leads us to speculate that CTCs could be the direct
source of circulating mutated EVs. The latter data fit well with the results of different studies
and were confirmed by our personal experimental experience, supporting the findings that
EV content in oncologic patients is higher compared to healthy controls [52] and that their
concentration could be related to CTCs and, therefore, to the potential metastatic power of
the disease.

In the BC clinical context analyzed in this study, our results confirmed that the mu-
tational status of ctDNA always resembles the tissue characteristics and pointed out that
circulating biomarkers reveal additional information (e.g., novel TP53 and ESR1 alterations
in Pt#61 and Pt#60). These findings may add important mutational details in the course of
the disease and further help to better tailor the therapy. Among the different components of
the circulome, in our hands, ctDNA performed the best. This is not surprising considering
that some technical standardization of the ctDNA extraction method and NGS analysis
procedure have been already reached, and although ctDNA testing is not yet a complete
substitute to tissue genotyping, it has already been implemented in the clinic for various
tumors, including BC for addressing the PIK3CA mutation. All the above data support
the idea that an integrated analysis that includes both CTCs and EVs has potential clinical
value since they may represent more suitable and complementary tools for studying the
clonal evolution of the tumor. We are aware that, at this time, the inclusion of CTC and
EV analyses into routine clinical workflows can be technically challenging; however, this
opportunity could indeed be very important for a highly selected cohort of BC patients,
such as women with multi-organ metastases or hardly accessible secondary tumor sites,
such as Patient 55 in this study.

We are also conscious that the results of this pilot study need to be validated in a
wider cohort of BC patients. However, despite the exiguous number of cases analyzed, our
study represents a contribution to the knowledge of the biological dynamics of PIK3CA in
the circulome.

4. Materials and Methods
4.1. Patient Selection

With the goal of assessing the biological characteristics and molecular profiles of the
circulome biomarkers, a homogeneous cohort of patients was chosen. Therefore, as a proof
of concept, four metastatic HR+/HER2- BC patients, with known PIK3CA mutations as
candidates to be treated with alpelisib, were selected from those enrolled in a translational
trial conducted at IRCCS Ospedale Policlinico San Martino (CITUCEL protocol approved
by Regione Liguria Ethics Committee, 4 February 2016, Operative Decision No. 0519, 4 May
2016). All patients provided written informed consent before enrollment.

4.2. Tissue Mutational Analysis: Custom-Designed NGS Panel Testing

As previously described [48], we developed an NGS panel in order to perform molecu-
lar profiling of the most frequent DNA somatic mutations in BC. Briefly, the panel, based on
AmpliSeq technology, included 291 amplicons within 20 genes (i.e., TP53, PIK3CA, ERBB2,
ERBB3, ERBB4, ESR1, MCL1, GATA3, PTEN, CCND1, KRAS, AKT1, CDH1, MAP2K4, SF3B1,
FBXW7, MAP3K1, PIK3R1, EGFR, and FGFR1). Where necessary, tissue macro-dissection
was applied to enrich the neoplastic cells (>50%). A total of 10–15 ng was addressed
to DNA library preparation, and subsequent sequencing was performed in Ion Torrent
GeneStudioTM S5 (Thermo Fisher Scientific, Waltham, USA). The output BAM and VCF
files were analyzed in Ion Torrent Suite and Ion Reporter v. 5.16 (Thermo Fisher Scientific)
and further displayed in Integrative Genomic Viewer (IGV, Broad Institute, Cambridge,
MA, USA).

4.3. Circulome Processing Workflow

For each patient, a peripheral blood sample (20 mL) was collected in an EDTA tubes
before treatment with alpelisib and processed within 2 hours according to the workflow
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reported in Figure 4. The three different circulome components were retrieved from blood
or plasma and further characterized with specific protocols.
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4.4. Isolation, Extraction, and Quantification of ctDNA

Plasma was isolated from blood by two different centrifugation steps (4 ◦C, 10 min
each): the first at 1600 g and the second at 16,000 rpm. The resulting plasma was stored
at –80 ◦C until DNA extraction. ctDNA was extracted from 3 to 5 mL of plasma using the
Maxwell® RSC cfDNA Plasma Kit (Promega, Milan, Italy) for the large-volume protocol,
according to the manufacturer’s instructions. Isolated ctDNA was then quantified by
Qubit™ using the dsDNA HS Assay Kit (Thermo Fisher Scientific).

4.5. CTC Selection, Recovery, and Characterization

Cell recovery and selection from 7.5 mL of whole blood were performed, as previ-
ously reported [48,49]. Briefly, after red blood cell lysis and immunomagnetic negative
selection on LD separation columns (Miltenyi Biotec, Bologna, Italy) using antibodies
coupled to magnetic beads against common leukocytes and red blood cell antigens (CD45
and CD235 MicroBeads, Miltenyi Biotec), cells were labeled with anti-EpCAM fluorescein
isothiocyanate (FITC) conjugate (Clone 9C4, BioLegend, Koblenz, Germany), anti-CD44
phycoerythrin (PE) conjugate (Clone 51, BD Biosciences, Milano, Italy), and anti-CD45 allo-
phycocyanin (APC) conjugate (Clone 5B1, Miltenyi Biotec) antibodies and Hoechst (Merck
Life Science, Milano, Italy), then fixed and permeabilized for complete nuclei staining
with the Fix and Perm kit (Miltenyi Biotec). Cell enumeration and sorting were performed
by the DEPArrayTM System (Menarini-Silicon Biosystems, Bologna, Italy), following the
manufacturer’s standard procedure. “Classical” CTC selection and characterization were
performed based on standard morphological and phenotypic criteria [48]: (i) round or oval
shape; (ii) presence of a clear Hoechst-stained nucleus; (iii) high nuclear–cytoplasmic rate;
(iv) CD45 negativity; (v) eventual EpCAM and/or CD44 positivity. A sub-population of
CD45−/CD44+ cells, with different features from the “classical” CTCs, i.e., smaller size
cell, 7–9 µm average nuclei, and morphologically similar to leukocytes, was detected and
named as “non-conventional” CTC population. Pools of 2–10 cells from both classical
and/or “non-conventional” CTCs were recovered. Finally, CD45+ small-sized leukocytes
were isolated and used as negative controls. CTC enumeration was performed by two
independent investigators.



Int. J. Mol. Sci. 2022, 23, 6320 12 of 16

4.6. EV Isolation and Characterization

EVs were isolated from 900 µL of plasma by size-exclusion chromatography (SEC)
(qEV Original/70 nm; Izon¸ Christchurch, New Zeland), according to the manufacturer’s
instructions. Then, all the collected fractions were analyzed, and their protein elution
profiles were obtained by monitoring the absorbance at a wavelength of 280 nm. A 10 µL
volume of EV-enriched pooled fractions was used to evaluate EV size and concentration
by nanoparticle tracking analysis (NTA) using the ZetaView NTA (Particle Matrix, Am-
mersee, Germany). EV characterization by flow cytometry was performed, as previously
described [50,53]. For each preparation, one tube was stained with 1 µM of CFDA-SE at
4 ◦C (Vybrant™ CFDA-SE Cell Tracer Kit, Thermo Fisher Scientific) as a control to verify
CFDA-SE specificity, and one tube containing EVs was stained with the same amount of
CFDA-SE at RT to visualize intact EVs and set the correct dimensional gate. A mixture
of fluorescent beads of varying diameters (Megamix-Plus FSC and Megamix-Plus SSC,
Biocytex, Marseille, France) was used following the manufacturer’s instructions to discrim-
inate EV size. Expression of typical EV markers CD9 (312108, APC Mouse Anti-Human
CD9, BioLegend), CD63 (565403, PE-CF594 Mouse Anti-Human CD63, BD Horizon), CD81
(740079, BV421 Mouse Anti-Human CD81, BD Biosciences), and the corresponding isotype
controls APC Mouse IgG1, κ Isotype Ctrl (FC) Antibody (Clone MOPC-21, Biolegend),
PE-CF594 Mouse IgG1, κ Isotype Ctrl (FC) Antibody (562292, BD Horizon), and BV421
Mouse IgG1, κ Isotype Ctrl Antibody (562438, BD Biosciences) were evaluated within
the CFDA-SE-positive events using BD FACS Aria II (BD Biosciences). EV samples also
underwent DNA extraction using the QIAamp DNA Micro Kit (Qiagen, Milan, Italy),
following the manufacturer’s instructions.

4.7. ctDNA Mutational Analysis

NGS Oncomine™ Breast v2 cfDNA Assays (Thermo Fisher Scientific) were used to
detect ctDNA mutations in a total of 152 hotspots, including copy number variation within
13 genes (i.e., AKT1, EGFR, ERBB2, ERBB3, ESR1, FBXW7, KRAS, PIK3CA, SF3B1, CCND1,
ERBB2, FGFR1, and TP53). Library quantification and size evaluation were checked using
TapeStation 2200 and High Sensitivity D1000 ScreenTape (Agilent Technologies, Santa Clara,
CA, USA). Each barcoded library was diluted to 50 pM and used for template preparation
in the Ion Chef System and by using Ion 540™ chips (Thermo Fisher Scientific). Sequencing
(coverage: ≥25,000×) was performed in Ion Torrent GeneStudioTM S5, as indicated by the
manufacturer’s specifications.

4.8. CTC Whole-Genome Amplification-Free Library Preparation and Sequencing

The DNA libraries of isolated CTC pools were prepared by using the Optimized
Molecular Tagging NGS Workflow as already reported [48] and opportunely designed to
skip the WGA step. Briefly, CTC pool lysates were used as starting nucleic material and
processed with Oncomine Breast cfDNA Research Assay v2 (Thermo Fisher Scientific).
Libraries were quantified and multiplexed up to 24 different barcoded samples on an Ion
520™ chip, and low-coverage sequencing was achieved. NGS runs and analysis were
performed in Ion Torrent GeneStudio™ S5 and Ion Torrent Suite, respectively. Reads were
then visualized in Integrative Genome Viewer to check the presence of variation.

4.9. PIK3CA Status by Droplet Digital PCR (ddPCR)

The mutational status of PIK3CA on circulome molecules, including ctDNA and
EV-DNA, was investigated by the QX200 Droplet Digital PCR™ System (Bio-Rad Labo-
ratories, Inc., Hercules, CA, USA) using PIK3CA mutation probe-based assays (c.1624G
> A, p.(Glu542Lys); c.1633G > A, p.(Glu545Lys); c.3140A-T, p.(His1047Leu); c.3140A-G,
p.(His1047Arg)). For each reaction, 5–10 µL of ctDNA or EV-DNA was amplified, as
already reported [54]. In each run, 2 to 4 sample replicates were run with a wild-type
sample, positive DNA (DNA from PIK3CA+/cell lines), and no template control. Then,
data were analyzed using QuantaSoft software v. 1.7.4.0917 (Bio-Rad Laboratories) in 2D
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amplitude, and mutation positivity was defined by applying channel thresholds based on
no pattern, wild-type DNA signals, and positive control. The allele fraction was calculated
as merged replicates, and the positivity was called when at least 2 PIK3CA mutant droplets
were detected.

5. Conclusions

To the best of our knowledge, this is the first study that analyzed the PIK3CA muta-
tional status within different circulating components, providing new insight into the use of
liquid biopsy.

First, our evidence shows that it is possible to recover, at the same time, mutational
information from ctDNA, CTCs, and EVs. Second, the experimental data point out that
while ctDNA represents the most sensible and easiest biomarker to obtain, CTCs could be
an additional biological source to be used for the characterization of tumor heterogeneity.
In addition, EV phenotype, size distribution, and mutational status might be the mirror of
evidence of the disease. Third, this study demonstrates the tumor origin of the different
CTC sub-populations (including “non-conventional” CTCs) through mutational assessment.
The analysis of these cell sub-types, if confirmed in a larger population, may be included in
routine BC liquid biopsy, to draw a more complete picture of the disease.

Author Contributions: Conceptualization, B.C., G.D.L., M.D. and L.D.M.; methodology B.C., G.D.L.,
R.T., S.C., A.G., F.V., A.S., F.C. and D.R.; software B.C., G.D.L., R.T., S.C., A.G. and D.R.; validation,
B.C., G.D.L., R.T., S.C., A.G. and M.D.; formal analysis, B.C., G.D.L., R.T., S.C. and A.G.; investigation,
B.C., M.D. and L.D.M.; data curation, B.C., G.D.L., R.T., S.C., A.G., G.B., L.A and M.D.; writing—
original draft preparation, B.C., G.D.L. and M.D.; writing—review and editing B.C., G.D.L., R.T.,
S.C., A.G., G.B., L.A. and M.D.; visualization, B.C., G.D.L., R.T. and D.R.; supervision, B.C. and M.D.;
project administration, M.D. and L.D.M.; funding acquisition, R.Q. and L.D.M. All authors have read
and agreed to the published version of the manuscript.

Funding: This research was funded by the Italian Ministry of Health 5X1000, funds 2015-2016,
“Ricerca Corrente” Funds of IRCCS Ospedale Policlinico San Martino, AIRC IG2017, Grant Number
20760, Alliance Against Cancer.

Institutional Review Board Statement: This study was conducted in accordance with the Declaration
of Helsinki and approved by Regione Liguria Ethics Committee (CITUCEL Protocol¸ 4 February 2016,
Operative Decision No. 0519, 4 May 2016).

Informed Consent Statement: Informed consent was obtained from all subjects involved in the study.

Data Availability Statement: NGS data are available at: https://dataview.ncbi.nlm.nih.gov/object/
PRJNA823520?reviewer=dhiuomt13gtr1aqkjl4ls9rfdf (accessed on 5 April 2022).

Acknowledgments: We acknowledge Francesca Poggio and Benedetta Conte for patients’ selection,
Giuseppina Iacono for nursing patients’ management, Giorgia Anselmi for technical assistance,
Carlotta Mazzitelli for support in CTC analysis and Chiara Gentili for help and access to the NTA.

Conflicts of Interest: Lucia Del Mastro has acted as a consultant for Roche, Novartis, MSD, Pfizer,
Ipsen, AstraZeneca, Genomic Health, Lilly, Seattle Genetics, Eisai, Pierre Fabre, and Daiichi Sankyo;
received speaker honoraria from Roche, Novartis, Lilly, and MSD; and received travel grants from
Roche, Pfizer, and Celgene, outside the submitted work. The other authors declare no conflicts of
interest.

References
1. Pinzani, P.; D’Argenio, V.; Del Re, M.; Pellegrini, C.; Cucchiara, F.; Salvianti, F.; Galbiati, S. Updates on liquid biopsy: Current

trends and future perspectives for clinical application in solid tumors. Clin. Chem. Lab. Med. 2021, 59, 1181–1200. [CrossRef]
2. Eslami-S, Z.; Cortés-Hernández, L.E.; Cayrefourcq, L.; Alix-Panabières, C. The Different Facets of Liquid Biopsy: A Kaleidoscopic

View. Cold Spring Harb. Perspect. Med. 2020, 10, a037333. [CrossRef]
3. De Rubis, G.; Rajeev Krishnan, S.; Bebawy, M. Liquid Biopsies in Cancer Diagnosis, Monitoring, and Prognosis. Trends Pharmacol.

Sci. 2019, 40, 172–186. [CrossRef]
4. Alix-Panabières, C.; Pantel, K. Clinical Applications of Circulating Tumor Cells and Circulating Tumor DNA as Liquid Biopsy.

Cancer Discov. 2016, 6, 479–491. [CrossRef]

https://dataview.ncbi.nlm.nih.gov/object/PRJNA823520?reviewer=dhiuomt13gtr1aqkjl4ls9rfdf
https://dataview.ncbi.nlm.nih.gov/object/PRJNA823520?reviewer=dhiuomt13gtr1aqkjl4ls9rfdf
http://doi.org/10.1515/cclm-2020-1685
http://doi.org/10.1101/cshperspect.a037333
http://doi.org/10.1016/j.tips.2019.01.006
http://doi.org/10.1158/2159-8290.CD-15-1483


Int. J. Mol. Sci. 2022, 23, 6320 14 of 16

5. Tellez-Gabriel, M.; Knutsen, E.; Perander, M. Current Status of Circulating Tumor Cells, Circulating Tumor DNA, and Exosomes
in Breast Cancer Liquid Biopsies. Int. J. Mol. Sci. 2020, 21, 9457. [CrossRef]

6. Cayrefourcq, L.; Alix-Panabières, C. Clinical relevance of liquid biopsy in breast cancer: Update in 2020. Expert Rev. Mol. Diagn.
2020, 20, 913–919. [CrossRef]

7. Buono, G.; Gerratana, L.; Bulfoni, M.; Provinciali, N.; Basile, D.; Giuliano, M.; Corvaja, C.; Arpino, G.; Del Mastro, L.; De Placido,
S.; et al. Circulating tumor DNA analysis in breast cancer: Is it ready for prime-time? Cancer Treat. Rev. 2019, 73, 73–83. [CrossRef]

8. Heitzer, E.; van den Broek, D.; Denis, M.G.; Hofman, P.; Hubank, M.; Mouliere, F.; Paz-Ares, L.; Schuuring, E.; Sültmann, H.;
Vainer, G.; et al. Recommendations for a practical implementation of circulating tumor DNA mutation testing in metastatic
non-small-cell lung cancer. ESMO Open 2022, 7, 100399. [CrossRef]

9. Alix-Panabierès, C.; Pantel, K. Circulating tumor cells: Liquid biopsy of cancer. Clin. Chem. 2013, 59, 110–118. [CrossRef]
10. Bidard, F.C.; Peeters, D.J.; Fehm, T.; Nolé, F.; Gisbert-Criado, R.; Mavroudis, D.; Grisanti, S.; Generali, D.; Garcia-Saenz, J.A.;

Stebbing, J.; et al. Clinical validity of circulating tumour cells in patients with metastatic breast cancer: A pooled analysis of
individual patient data. Lancet Oncol. 2014, 15, 406–414. [CrossRef]

11. Huang, X.; Gao, P.; Song, Y.; Sun, J.; Chen, X.; Zhao, J.; Xu, H.; Wang, Z. Meta-analysis of the prognostic value of circulating tumor
cells detected with the CellSearch System in colorectal cancer. BMC Cancer 2015, 15, 202. [CrossRef]

12. Krebs, M.G.; Sloane, R.; Priest, L.; Lancashire, L.; Hou, J.-M.; Greystoke, A.; Ward, T.H.; Ferraldeschi, R.; Hughes, A.; Clack, G.;
et al. Evaluation and prognostic significance of circulating tumor cells in patients with non-small-cell lung cancer. J. Clin. Oncol.
2011, 29, 1556–1563. [CrossRef]

13. Sparano, J.; O’Neill, A.; Alpaugh, K.; Wolff, A.C.; Northfelt, D.W.; Dang, C.T.; Sledge, G.W.; Miller, K.D. Association of Circulating
Tumor Cells With Late Recurrence of Estrogen Receptor-Positive Breast Cancer: A Secondary Analysis of a Randomized Clinical
Trial. JAMA Oncol. 2018, 4, 1700–1706. [CrossRef]

14. Habli, Z.; Alchamaa, W.; Saab, R.; Kadara, H.; Khraiche, M.L. Circulating Tumor Cell Detection Technologies and Clinical Utility:
Challenges and Opportunities. Cancers 2020, 12, 1930. [CrossRef]

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

16. 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.
[CrossRef]

17. Yáñez-Mó, M.; Siljander, P.R.-M.; Andreu, Z.; Zavec, A.B.; Borràs, F.E.; Buzas, E.I.; Buzas, K.; Casal, E.; Cappello, F.; Carvalho, J.;
et al. Biological properties of extracellular vesicles and their physiological functions. J. Extracell. Vesicles 2015, 4, 27066. [CrossRef]

18. Doyle, M.L.; Wang, M.Z. Overview of Extracellular Vesicles, Their Origin, Composition, Purpose, and Methods for Exosome
Isolation and Analysis. Cells 2019, 8, 727. [CrossRef]

19. McKiernan, J.; Donovan, M.J.; O’Neill, V.; Bentink, S.; Noerholm, M.; Belzer, S.; Skog, J.; Kattan, M.W.; Partin, A.; Andriole, G.;
et al. A Novel Urine Exosome Gene Expression Assay to Predict High-grade Prostate Cancer at Initial Biopsy. JAMA Oncol. 2016,
2, 882–889. [CrossRef]

20. Landman, A. 16th World Conference on Lung Cancer. Lancet Oncol. 2015, 16, 1290. [CrossRef]
21. Dai, J.; Su, Y.; Zhong, S.; Cong, L.; Liu, B.; Yang, J.; Tao, Y.; He, Z.; Chen, C.; Jiang, Y. Exosomes: Key players in cancer and

potential therapeutic strategy. Signal Transduct. Target. Ther. 2020, 5, 145. [CrossRef]
22. Azmi, A.S.; Bao, B.; Sarkar, F.H. Exosomes in cancer development, metastasis, and drug resistance: A comprehensive review.

Cancer Metastasis Rev. 2013, 32, 623–642. [CrossRef]
23. LeBleu, V.S.; Kalluri, R. Exosomes as a Multicomponent Biomarker Platform in Cancer. Trends Cancer 2020, 6, 767–774. [CrossRef]
24. Thery, L.; Meddis, A.; Cabel, L.; Proudhon, C.; Latouche, A.; Pierga, J.-Y.; Bidard, F.-C. Circulating Tumor Cells in Early Breast

Cancer. JNCI Cancer Spectr. 2019, 3, pkz026. [CrossRef]
25. Pantel, K.; Alix-Panabières, C. Liquid biopsy and minimal residual disease—Latest advances and implications for cure. Nat. Rev.

Clin. Oncol. 2019, 16, 409–424. [CrossRef]
26. De Luca, F.; Rotunno, G.; Salvianti, F.; Galardi, F.; Pestrin, M.; Gabellini, S.; Simi, L.; Mancini, I.; Vannucchi, A.M.; Pazzagli, M.;

et al. Mutational analysis of single circulating tumor cells by next generation sequencing in metastatic breast cancer. Oncotarget
2016, 7, 26107–26119. [CrossRef]

27. Ma, F.; Zhu, W.; Guan, Y.; Yang, L.; Xia, X.; Chen, S.; Li, Q.; Guan, X.; Yi, Z.; Qian, H.; et al. ctDNA dynamics: A novel indicator to
track resistance in metastatic breast cancer treated with anti-HER2 therapy. Oncotarget 2016, 7, 66020–66031. [CrossRef]

28. Fribbens, C.; Garcia Murillas, I.; Beaney, M.; Hrebien, S.; O’Leary, B.; Kilburn, L.; Howarth, K.; Epstein, M.; Green, E.; Rosenfeld,
N.; et al. Tracking evolution of aromatase inhibitor resistance with circulating tumour DNA analysis in metastatic breast cancer.
Ann. Oncol. 2018, 29, 145–153. [CrossRef]

29. Lucci, A.; Hall, C.S.; Lodhi, A.K.; Bhattacharyya, A.; Anderson, A.E.; Xiao, L.; Bedrosian, I.; Kuerer, H.M.; Krishnamurthy, S.
Circulating tumour cells in non-metastatic breast cancer: A prospective study. Lancet Oncol. 2012, 13, 688–695. [CrossRef]

30. Rack, B.; Schindlbeck, C.; Jückstock, J.; Andergassen, U.; Hepp, P.; Zwingers, T.; Friedl, T.W.P.; Lorenz, R.; Tesch, H.; Fasching,
P.A.; et al. Circulating tumor cells predict survival in early average-to-high risk breast cancer patients. J. Natl. Cancer Inst. 2014,
106, dju066. [CrossRef]

http://doi.org/10.3390/ijms21249457
http://doi.org/10.1080/14737159.2020.1816828
http://doi.org/10.1016/j.ctrv.2019.01.004
http://doi.org/10.1016/j.esmoop.2022.100399
http://doi.org/10.1373/clinchem.2012.194258
http://doi.org/10.1016/S1470-2045(14)70069-5
http://doi.org/10.1186/s12885-015-1218-9
http://doi.org/10.1200/JCO.2010.28.7045
http://doi.org/10.1001/jamaoncol.2018.2574
http://doi.org/10.3390/cancers12071930
http://doi.org/10.1126/science.1228522
http://doi.org/10.1007/978-3-319-55947-6_4
http://doi.org/10.3402/jev.v4.27066
http://doi.org/10.3390/cells8070727
http://doi.org/10.1001/jamaoncol.2016.0097
http://doi.org/10.1016/S1470-2045(15)00337-X
http://doi.org/10.1038/s41392-020-00261-0
http://doi.org/10.1007/s10555-013-9441-9
http://doi.org/10.1016/j.trecan.2020.03.007
http://doi.org/10.1093/jncics/pkz026
http://doi.org/10.1038/s41571-019-0187-3
http://doi.org/10.18632/oncotarget.8431
http://doi.org/10.18632/oncotarget.11791
http://doi.org/10.1093/annonc/mdx483
http://doi.org/10.1016/S1470-2045(12)70209-7
http://doi.org/10.1093/jnci/dju066


Int. J. Mol. Sci. 2022, 23, 6320 15 of 16

31. Cristofanilli, M.; Budd, G.T.; Ellis, M.J.; 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]

32. Bidard, F.-C.; Jacot, W.; Dureau, S.; Brain, E.; Bachelot, T.; Bourgeois, H.; Goncalves, A.; Ladoire, S.; Naman, H.; Dalenc, F.; et al.
Clinical utility of circulating tumor cell count as a tool to chose between first line hormone therapy and chemotherapy for ER+
HER2- metastatic breast cancer: Results of the phase III STIC CTC trial. Cancer Res. 2019, 79 (Suppl. S4), GS3-07.

33. Cristofanilli, M.; Pierga, J.Y.; Reuben, J.; Rademaker, A.; Davis, A.A.; Peeters, D.J.; Fehm, T.; Nolé, F.; Gisbert-Criado, R.;
Mavroudis, D.; et al. The clinical use of circulating tumor cells (CTCs) enumeration for staging of metastatic breast cancer (MBC):
International expert consensus paper. Crit. Rev. Oncol. Hematol. 2019, 134, 39–45. [CrossRef]

34. Budd, G.T.; Cristofanilli, M.; Ellis, M.J.; Stopeck, A.; Borden, E.; Miller, M.C.; Matera, J.; Repollet, M.; Doyle, G.V.; Terstappen,
L.W.M.M.; et al. Circulating tumor cells versus imaging–predicting overall survival in metastatic breast cancer. Clin. Cancer Res.
2006, 12, 6403–6409. [CrossRef]

35. Liu, M.C.; Shields, P.G.; Warren, R.D.; Cohen, P.; Wilkinson, M.; Ottaviano, Y.L.; Rao, S.B.; Eng-Wong, J.; Seillier-Moiseiwitsch, F.;
Noone, A.M.; et al. Circulating tumor cells: A useful predictor of treatment efficacy in metastatic breast cancer. J. Clin. Oncol.
2009, 27, 5153–5159. [CrossRef]

36. Stevic, I.; Müller, V.; Weber, K.; Fasching, P.A.; Karn, T.; Marmé, F.; Schem, C.; Stickeler, E.; Denkert, C.; van Mackelenbergh,
M.; et al. Specific microRNA signatures in exosomes of triple-negative and HER2-positive breast cancer patients undergoing
neoadjuvant therapy within the GeparSixto trial. BMC Med. 2018, 16, 179. [CrossRef]

37. Rontogianni, S.; Synadaki, E.; Li, B.; Liefaard, M.C.; Lips, E.H.; Wesseling, J.; Wu, W.; Altelaar, M. Proteomic profiling of
extracellular vesicles allows for human breast cancer subtyping. Commun. Biol. 2019, 2, 325. [CrossRef]

38. Del Re, M.; Crucitta, S.; Lorenzini, G.; De Angelis, C.; Diodati, L.; Cavallero, D.; Bargagna, I.; Cinacchi, P.; Fratini, B.; Salvadori, B.;
et al. PI3K mutations detected in liquid biopsy are associated to reduced sensitivity to CDK4/6 inhibitors in metastatic breast
cancer patients. Pharmacol. Res. 2021, 163, 105241. [CrossRef]

39. Fritsch, C.; Huang, A.; Chatenay-Rivauday, C.; Schnell, C.; Reddy, A.; Liu, M.; Kauffmann, A.; Guthy, D.; Erdmann, D.; De Pover,
A.; et al. Characterization of the novel and specific PI3Kα inhibitor NVP-BYL719 and development of the patient stratification
strategy for clinical trials. Mol. Cancer Ther. 2014, 13, 1117–1129. [CrossRef]

40. Juric, D.; Janku, F.; Rodón, J.; Burris, H.A.; Mayer, I.A.; Schuler, M.; Seggewiss-Bernhardt, R.; Gil-Martin, M.; Middleton, M.R.;
Baselga, J. Alpelisib Plus Fulvestrant in PIK3CA-Altered and PIK3CA-Wild-Type Estrogen Receptor-Positive Advanced Breast
Cancer: A Phase 1b Clinical Trial. JAMA Oncol. 2019, 5, e184475. [CrossRef]

41. André, F.; Ciruelos, E.; Rubovszky, G.; Campone, M.; Loibl, S.; Rugo, H.S.; Iwata, H.; Conte, P.; Mayer, I.A.; Kaufman, B.; et al.
Alpelisib for PIK3CA-Mutated, Hormone Receptor-Positive Advanced Breast Cancer. N. Engl. J. Med. 2019, 380, 1929–1940.
[CrossRef]

42. Piñeiro, R.; Martínez-Pena, I.; López-López, R. Relevance of CTC Clusters in Breast Cancer Metastasis. Adv. Exp. Med. Biol. 2020,
1220, 93–115. [CrossRef]

43. 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]

44. Nakai, M.; Yamada, T.; Sekiya, K.; Sato, A.; Hankyo, M.; Kuriyama, S.; Takahashi, G.; Kurita, T.; Yanagihara, K.; Yoshida, H.; et al.
Use of Liquid Biopsy to Detect PIK3CA Mutation in Metastatic Breast Cancer. J. Nippon Med. Sch. 2022, 89, 66–71. [CrossRef]

45. Bredemeier, M.; Kasimir-Bauer, S.; Kolberg, H.-C.; Herold, T.; Synoracki, S.; Hauch, S.; Edimiris, P.; Bankfalvi, A.; Tewes, M.;
Kimmig, R.; et al. Comparison of the PI3KCA pathway in circulating tumor cells and corresponding tumor tissue of patients with
metastatic breast cancer. Mol. Med. Rep. 2017, 15, 2957–2968. [CrossRef]

46. Higgins, M.J.; Jelovac, D.; Barnathan, E.; Blair, B.; Slater, S.; Powers, P.; Zorzi, J.; Jeter, S.C.; Oliver, G.R.; Fetting, J.; et al. Detection
of tumor PIK3CA status in metastatic breast cancer using peripheral blood. Clin. Cancer Res. 2012, 18, 3462–3469. [CrossRef]

47. 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
2020, 146, 3495–3503. [CrossRef]

48. De Luca, G.; Cardinali, B.; Del Mastro, L.; Lastraioli, S.; Carli, F.; Ferrarini, M.; Calin, G.A.; Garuti, A.; Mazzitelli, C.; Zupo, S.; et al.
Optimization of a WGA-Free Molecular Tagging-Based NGS Protocol for CTCs Mutational Profiling. Int. J. Mol. Sci. 2020, 21,
4364. [CrossRef]

49. Bulfoni, M.; Gerratana, L.; Del Ben, F.; Marzinotto, S.; Sorrentino, M.; Turetta, M.; Scoles, G.; Toffoletto, B.; Isola, M.; Beltrami,
C.A.; et al. In patients with metastatic breast cancer the identification of circulating tumor cells in epithelial-to-mesenchymal
transition is associated with a poor prognosis. Breast Cancer Res. 2016, 18, 30. [CrossRef]

50. Willms, E.; Cabañas, C.; Mäger, I.; Wood, M.J.A.; Vader, P. Extracellular vesicle heterogeneity: Subpopulations, isolation techniques,
and diverse functions in cancer progression. Front. Immunol. 2018, 9, 738. [CrossRef]

51. Keup, C.; Suryaprakash, V.; Storbeck, M.; Hoffmann, O.; Kimming, R.; Kasimir-Bauer, S. Longitudinal Multi-Parametric Liquid
Biopsy Approach Identifies Unique Features of Circulating Tumor Cell, Extracellular Vesicle, and Cell-Free DNA Characterization
for Disease Monitoring in Metastatic Breast Cancer Patients. Cells 2021, 10, 212. [CrossRef]

52. Kalluri, R. The Biology and Function of Exosomes in Cancer. J. Clin. Investig. 2016, 126, 1208–1215. [CrossRef]

http://doi.org/10.1056/NEJMoa040766
http://doi.org/10.1016/j.critrevonc.2018.12.004
http://doi.org/10.1158/1078-0432.CCR-05-1769
http://doi.org/10.1200/JCO.2008.20.6664
http://doi.org/10.1186/s12916-018-1163-y
http://doi.org/10.1038/s42003-019-0570-8
http://doi.org/10.1016/j.phrs.2020.105241
http://doi.org/10.1158/1535-7163.MCT-13-0865
http://doi.org/10.1001/jamaoncol.2018.4475
http://doi.org/10.1056/NEJMoa1813904
http://doi.org/10.1016/j.cell.2014.07.013
http://doi.org/10.1158/1078-0432.CCR-16-0825
http://doi.org/10.1272/jnms.JNMS.2022_89-107
http://doi.org/10.3892/mmr.2017.6415
http://doi.org/10.1158/1078-0432.CCR-11-2696
http://doi.org/10.1002/ijc.32822
http://doi.org/10.3390/ijms21124364
http://doi.org/10.1186/s13058-016-0687-3
http://doi.org/10.3389/fimmu.2018.00738
http://doi.org/10.3390/cells10020212
http://doi.org/10.1172/JCI81135


Int. J. Mol. Sci. 2022, 23, 6320 16 of 16

53. Gorgun, C.; Reverberi, D.; Rotta, G.; Villa, F.; Quarto, R.; Tasso, R. Isolation and Flow Cytometry Characterization of Extracellular-
Vesicle Subpopulations Derived from Human Mesenchymal Stromal Cells. Curr. Protoc. Stem Cell Biol. 2019, 48, e76. [CrossRef]

54. Dono, M.; De Luca, G.; Lastraioli, S.; Anselmi, G.; Dal Bello, M.G.; Coco, S.; Vanni, I.; Grossi, F.; Vigani, A.; Genova, C.; et al.
Tag-based next generation sequencing: A feasible and reliable assay for EGFR T790M mutation detection in circulating tumor
DNA of non small cell lung cancer patients. Mol. Med. 2019, 25, 15. [CrossRef]

http://doi.org/10.1002/cpsc.76
http://doi.org/10.1186/s10020-019-0082-5

	Introduction 
	Results 
	Case 51 
	Case 55 
	Case 60 
	Case 61 

	Discussion 
	Materials and Methods 
	Patient Selection 
	Tissue Mutational Analysis: Custom-Designed NGS Panel Testing 
	Circulome Processing Workflow 
	Isolation, Extraction, and Quantification of ctDNA 
	CTC Selection, Recovery, and Characterization 
	EV Isolation and Characterization 
	ctDNA Mutational Analysis 
	CTC Whole-Genome Amplification-Free Library Preparation and Sequencing 
	PIK3CA Status by Droplet Digital PCR (ddPCR) 

	Conclusions 
	References

