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Abstract: A role of endothelial cells (ECs) in Primary Myelofibrosis (PMF) was supposed since JAK2
mutation was found in endothelial precursor cells (EPCs) and in ECs captured by laser microdissec-
tion. By Cell Search method, the circulating endothelial cells (CECs) from 14 PMF patients and 5
healthy controls have been isolated and compared by NGS with CD34+Hematopoietic stem and pro-
genitors cells (HSPCs) for panel of 54 myeloid-associated mutations. PMF patients had higher levels
of CECs. No mutation was found in HSPCs and CECs from controls, while CECs from PMF patients
presented several somatic mutations. 72% of evaluable patients shared at least one mutation between
HSPCs and CECs. 2 patients shared the JAK2 mutation, together with ABL1, IDH1, TET2 and ASXL1,
KMT2A, respectively. 6 out of 8 shared only NON MPN-driver mutations: TET2 and NOTCH1 in
one case; individual paired mutations in TP53, KIT, SRSF2, NOTCH1 and WT1, in the other cases. In
conclusion, 70% of PMF patients shared at least one mutation between HSPCs and CECs. These latter
harbored several myeloid-associated mutations, besides JAK2V617F mutation. Our results support a
primary involvement of EC in PMF and provide a new methodological approach for further studies
exploring the role of the “neoplastic” vascular niche.

Keywords: hematopoiesis-stem and primitive progenitor cells; circulating endothelial cells; myelofi-
brosis; molecular genetics; vascular biology-endothelial cells

1. Introduction

Primary Myelofibrosis (PMF) is a myeloproliferative neoplasm (MPN) characterized
by clonal myeloproliferation, deregulated cytokine production and bone marrow (BM)
fibrosis. Splenomegaly, constitutional symptoms, progressive anemia and/or thrombocy-
topenia dominate the clinical picture of the disease [1,2].

While the pathogenesis is not yet completely elucidated, the biological hallmark of
PMF consists of an aberrant activation of JAK-STAT pathway derived from the mutation in
the MPN driver genes, JAK2 V617F (50–60%) [3,4], Calreticulin (CALR) (20–25%) [4,5] and
MPL (5%) [4,6]. Furthermore, about 5 to 10% of PMF patients do not carry any MPN driver
mutations and are defined as “triple negative” [5].
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Recently, thanks to the use of Next Generation Sequencing (NGS) technologies, somatic
mutations have been found in almost 90% of PMF patients. Some of them, such as ASXL1,
DMT3A, EZH2, IDH1/IDH2 and SRSF2, are known to be associated with a worsened clinical
course and higher risk of leukemic transformation and thus are defined as “high molecular
risk mutations” [3,7].

Characteristically, PMF patients also present with a higher rate of vascular compli-
cations [8–10] and increased BM and spleen vascularity [11]. Considering these features
and the physiological role of JAK-STAT pathway in preserving the endothelial-vascular
homeostasis [12], it has been supposed that endothelial cells (ECs) have a role in the patho-
genesis of PMF and other MPNs [13,14]. To explore this hypothesis, some studies have
investigated the presence of JAK2 V617F mutation in MPN patients’ ECs and its role as
predictor of thrombosis [13–15]. Unfortunately, the results of these studies are discordant.
At first, some authors tried to detect the JAK2 mutation in endothelial progenitors cells
(EPCs) derived from MPN patients and cultured in vitro. The JAK2 mutation was found in
the so-called “colony forming unit-endothelial cells” (CFU-ECs) [16–18], but these cells are
now no longer considered as true EPCs. Conversely, “Endothelial Colony Forming Cells”
(ECFCs) were shown to form ECs colonies in vitro and to generate new vessels in vivo.
For these reasons, their role as true EPC [19] seem very likely. ECFCs are increased in
PMF patients [20], but it is still debated whether they can independently harbor the JAK2
V617F mutation or not [15]. While several authors repeatedly documented that ECFCs
do not carry the JAK2 mutation [21,22], Teofili found that ECFCs from a subset of MPN
patients with a previous history of thrombosis may carry this mutation [23]. In addition, the
JAK2 mutation was detected also in BM-derived ECFCs [24]. Confirming the endothelium
involvement in MPNs, the JAK2 mutation was also detected in the mature ECs captured by
laser microdissection from spleen and hepatic vessels in MPN patients [21,25]. However,
due to ethical and practical reasons searching for mutated ECs through the technique of
microdissection in organs is strongly limited in vivo and therefore does not allow for the
systematic study of ECs in patients.

Regardless, the results of these studies, the high incidence of vascular events in MPNs,
and the role of BM and spleen in neoangiogenesis strongly suggests that ECs may be
involved in the development and progression of PMF. However, some open questions
remain. In particular, it’s still not clear if ECs may be primary involved in PMF development
or not. Moreover, it’s argued how ECs might acquire the JAK2 mutation. For this latter
aspect, an intriguing hypothesis is that ECs and hematopoietic stem and progenitors cells
(HSPCs) may share a common progenitor cell.

In the present study (MyCEC0617), we detect and evaluate circulating endothelial
cells (CECs) isolated from PMF patients and healthy controls using the Cell Search method.
CECs are mature ECs detached from endothelium following ECs turnover or vascular
injury [26,27] and are increased in MPN patients [28]. Moreover, for the first time, we
have comparatively evaluated, both in CECs and CD34 + HSPCs, a panel of 54 myeloid-
associated somatic mutations beyond the MPN drivers JAK2, MPL and CALR.

2. Patients and Methods
2.1. Patients and Healthy Controls

Between July 2018 and July 2020, we prospectively evaluated 14 PMF patients and
5 healthy subjects, as controls. The MyCEC0617 study was approved by the local Ethical
Committee and in accordance with the Helsinki II Declaration. All subjects gave written
informed consent. Only patients and healthy controls over 18 years old and with a perfor-
mance status greater or equal to 2 (ECOG score) were eligible for the study. In addition,
patients must be diagnosed with PMF and not being previously treated with JAK-STAT
inhibitors (treatment with Hydroxyurea was permitted). These inclusion criteria were
thought to avoid any possible bias or confounding factors deriving by the use of JAK-STAT
inhibitors or by a previous history of Polycythemia Vera or Essential thrombocythemia.



Cells 2021, 10, 2764 3 of 20

The disease status at the time of samples collection was evaluated using the Dynamic
International Prognostic Scoring System (DIPSS) [29].

2.2. Study Plan

The MyCEC0617 study plan is summarized in Figure 1A. Briefly, in PMF patients or
healthy controls, two samples of peripheral blood (PB) (10 mL each) were collected: one for
CECs detection, and one for HSPCs selection. DNA from both CECs and HSPCs was then
investigated using a 54-gene custom panel focused on genes mutated in PMF [3,4,30,31]
(Figure 1B). If no mutations were detected, then Whole Exome Sequencing (WES) was
performed only for PMF patients.
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Figure 1. Study plan and CellSearch technologies. The study plan (A) and the 54-myeloid associated genes panel (B) used
to investigate DNA from HSPCs and CECs. In bold the genes that are more closely related to myelofibrosis [3,4,30,31]. CECs
were identify using the CellSearch system (C). Tubes containing 10 mL of peripheral blood are centrifuged to separate blood
into plasma, buffy coat and red blood cell layer. The blood tube is then placed into the CellTrack Autoprep system where
blood cells are incubated with antibodies against CD146, CD105, CD45 and are stained with DAPI. In this step, CD146-
positive CECs are labeled with anti-CD105-PE antibodies while leukocytes are labeled with anti-CD45-APC antibodies.
The labeled cells are then analyzed and enumerated in CellTracks Analyzer. CECs are identified as CD105-positive/DAPI-
positive/CD45-negative cells while leukocytes are identified as CD45-positive/DAPI-positive/CD105-negative cells.

2.3. CD34 + HSPC Detection and Selection

For CD34 + HSPC detection, 10 mL of PB was collected in EDTA (Ethylenediaminete-
traacetic acid) tubes and examined within 6 h. HSPCs were selected using CD34+ im-
munomagnetic bead-column separation (magnetic-activated cell sorting (MACS) CD34
MicroBead Kit by Miltenyi biotech, 51429 Bergisch Gladbach, Germany). Specifically, the
mononuclear cells (MNCs) layer obtained after Ficoll centrifugation (Lymphosepar I; IBL,
Gunma, Japan) were magnetically labeled with CD34 MicroBeads [32]. Then, the cell
suspension was loaded into a MACS Column, which was placed in the magnetic field of
a MACS Separator. The unlabeled cells ran through while the magnetically labeled cells
were retained on the MACS Column. The retained material was then washed with buffer
to remove unlabeled material. After removing the column from the magnetic field, the
magnetically retained CD34+ cells were eluted as the positively selected cell fraction and
counted using the Bürker-Turk chamber [33].
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2.4. CellSearch CECs Identification and Collection

For CECs analysis, 10 mL of PB were collected in dedicated tubes containing a cell
preservative (CellSave Preservative Tubes; Veridex LLC, Raritan, NJ, USA). All samples
were stored at room temperature, shipped via overnight express courier to a referral
Laboratory (Menarini Silicon Biosystems Laboratory, Bologna, Italy), and processed within
96 h as previously described [34]. CellSearch system is an immunomagnetic selection-based
approach incorporating ferrofluid nanoparticles (anti-CD146) and fluorophore-labelled
antibodies (anti CD105, anti CD45 and DAPI) (Figure 1C). The CellSearch system consists of
two instruments: the CellTrack Autoprep and the Analyzer. Briefly, tubes containing blood
are centrifuged to separate blood into plasma, buffy coat and red blood cell layer. The blood
tube was then placed into the CellTrack Autoprep system where blood cells were incubated
with a ferrofluid against CD146 (immunomagnetic selection). CD146, also known as the
melanoma cell adhesion molecule (MCAM), is a cell adhesion molecule currently used as a
marker for endothelial cell lineage. Then, CD146 positive cells were stained with labelled
antibodies against CD105 (an endoglin protein expressed by activated ECs, monocytes,
stromal cells and pre-B cells) and CD45 (expressed by leukocytes), and with the nuclear
stain 4,6-diamidino-2-phenylindole (DAPI). Thereafter, the labeled cells were analyzed
and enumerated in the CellTracks Analyzer, a four-colour semi-automated fluorescent
microscope. CECs were identified as CD105-positive/DAPI-positive/CD45-negative cells,
while leukocytes were identified as CD45-positive/DAPI-positive/CD105-negative cells
(more details in Appendix A).

Subsequently, putative CECs were sorted using the DEPArray system (Di-Electro-
Phoretic Array system; by Menarini Silicon Biosystems, Bologna, Italy) [35], a semi-
automated device that allows to isolate rare cells from mixed-cell populations at the
single-cell level [36], combining di-electrophoresis technology and high-quality image-
based cell selection. The DEPArray system is composed of three elements: a benchtop
instrument, a disposable microfluidic cartridge and a proprietary software, the CellBrowser.
The working principle of the DEPArray is the Dielectrophoresis (DEP), an electrokinetic
principle based on the ability of a non-uniform electric field to exert forces on neutral,
polarizable particles, such as cells, which are suspended in a liquid. The core of the DE-
PArray technology is the microsystem cartridge, which is a single-use device integrating a
microelectronic silicon chip (over 300,000 micro-electrodes), microfluidic chambers and
valves. Briefly, fluorescently labeled cells can be visualized and isolated by means of a chip
consisting of various microelectrodes creating electric cages in which individual cells are
trapped. Alternatively activating and deactivating the microelectrodes on the chip results
in moving the caged cells to a position in the chip that allows the recovery of these cells
in a medium suitable for downstream analysis (for more details, please see Appendix B).
Following the manufacturer’s instructions and the standard procedure, the final volume of
CECs collection was 4 mL of PB [35].

2.5. NGS Analysis

DNA extracted from isolated CECs and HSPCs was amplified in order to obtain a
quantity suitable for NGS analysis. The amplification was performed using Reply-G Single
Cell WGA kit (Qiagen, Germantown, Germany) following the manufacturer’s instructions.
Sequencing data was then assessed with the MiSeq Illumina NGS platform using a custom
gene panel including 54-genes know to be recurrently mutated in PMF (Figure 1B). Our
approach was based on the gene target capture sequencing. Specific probes (NimbleGen
by Roche, Madison, WI, USA) have been used in order to hybridize all exons of the
above-mentioned genes (141 kb), as previously described [37]. The captured sequences
of CEC and HSPC DNA from 4 patients were thus pooled (8 samples per pool) [38]
and sequenced following manufacturer’s instructions by MiSeq Illumina NGS platform
using 2 × 150 sequencing (V2 kit, TruSeq, San Diego, CA, USA). One sequencing run
was required in order to sequence 8 samples with a coverage about 3200× [39]. The .vcf
files were analyzed using the free bioinformatics tool wAnnovar (Wang Genomics Lab
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2010–2020) [40]. Integrative Genomics Viewer (IGV) [41] was used to analyze the presence
of big deletions in the sequenced loci. The cutoffs to confirm the presence of the mutations
were the identification of mutant alleles in 30 and 50 reads for HSPC and CEC, respectively,
both in forward and reverse strand (see Appendix C).

2.6. Statistical Analysis

Standard descriptive statistics were used to summarize the patient samples. Con-
tinuous data were expressed as median (range). Categorical variables were compared
using the chi-square or Fisher’s exact test. Mann-Whitney U test was used in univariate
analysis for comparison of continuous variables. The clinical and laboratory parameters,
as well as comorbid conditions (for more details please see Supplementary Materials) and
PMF treatments, were analyzed as possible factors related to the presence of molecular
mutations on CECs and HSPCs and to the detection of shared mutations between the two
subpopulations. Overall survival was calculated from the date of sample collections to
the last follow up or death, using the Kaplan-Meier method; the log-rank test was used
to evaluate differences among subgroups. The cumulative incidence of acute myeloid
leukemia (AML) progression in patients who shared somatic mutations and those who did
not was performed with mortality as competing risk. Comparisons between cumulative
incidences were performed using the Gray test. All reported P values are two-sided, and
P values of less than 0.05 were considered to indicate statistical significance. Statistical
analyses were performed with EZR software (v1.40) [42]. For original data, please contact
mirkfar@gmail.com.

3. Results
3.1. Patients and Healthy Controls Characteristics

The main characteristics of patients and healthy controls are reported in Table 1. All
patients were diagnosed with PMF. Their median age was 71.5 years, male sex was pre-
dominant (64%) and the median time from diagnosis to sample collection was 20.5 months.
Nine of the 14 patients were JAK2 mutated, 2 were CALR mutated and 2 MPL W515L.
One patient was triple-negative. The mutational status was evaluated by conventional
PCR followed by Sanger Sequencing according to the routine MPN patients’ management.
Overall, 11 of the 14 patients had splenomegaly, while two patients experienced thrombosis
before being diagnosed (one portal vein thrombosis, and one central retinal artery occlu-
sion). Most of the patients presented White blood cells (WBC) and platelets (PLT) count
in normal range at the time of sample collections (2 patient presented hyperleukocytosis;
3 had high platelets count; 2 patients had thrombocytopenia), while median hemoglobin
level was 10.7 g/dL. Most of the patients (n = 7) had an Intermediate-1 DIPSS score, 5 were
intermediate-2 and 2 high-risk DIPSS score. 71% of patients didn’t receive any treatment
at or prior the time of sample collection, while four patients were receiving hydroxyurea
as cytoreductive treatment. Two of them had been receiving the drug from the diagnosis,
for a total of 2 months each; while the other two had been receiving treatment for 12 and
14 months, respectively. (For more details on patients and healthy controls characteristics
please see Table 1 and Supplementary Table S1).

The 5 healthy controls had no known illness or history of malignant disease or throm-
bosis. Their clinical features and peripheral blood counts are reported in Table 1.

The median follow-up from samples collection was 24 months (3–29) and it was not
different between patients who shared mutations between CECs and HSPCs [24.5 months
(10.5–25.2)] and who did not [29 months (24–29)] (p: 0.16).
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Table 1. Patients and healthy controls characteristics.

Features PMF Patients Healthy Controls p Value

N or Median (% or Range) N or Median (% or Range)

Age (years) 71.5 (54–85) 65 (35–84) 0.22

Male 9/14 (64%) 1/5 (20%) 0.14

PMF 14/ 14 0/5

Months from Diagnosis 20.5 (1–211) NA

WBC (×109/L) 7.3 (3.8–117) 5.5 (3.9–9.1) 0.35

Hb (g/dL) 10.7 (8–14.8) 13.6 (12–14.5) 0.01

PLT (×109/L) 211 (50–885) 257 (179–412) 0.77

Constitutional Symptoms 4 (29%) NA

Altered karyotypes 3 (21%) NA

Previous Thrombosis 2 (14%) 0 (0%) 0.99

Splenomegaly
N◦ patients 11 (79%) 0 (0%)

cm below LMC 5 (0–16) 0

Treatment
Hydroxyurea 4 (29%) 0 (0%)

None 10 (71%) 5 (100%)

BM fibrosis
WHO grade 1 7 (50%) NA
WHO grade 2 6 (43%) NA
WHO grade 3 1 (7%) NA

DIPSS (at samples collection)
Low 0 (0%) NA

Intermediate 1 7 (50%) NA
Intermediate 2 5 (36%) NA

High 2 (14%) NA

Driver Mutations
JAK2 9 (64%) NA
CALR 2 (14%) NA
MPL 2 (14%) NA

Triple negative 1 (7%) NA
PMF Patients and healthy controls characteristics; PMF = Primary Myelofibrosis; BM = bone marrow; WBC = White blood count;
Hb = Hemoglobin; PLT = Platelets.

3.2. CEC and HSPCs Enumeration and Collection

By CellSearch system, CECs were successfully detected in all samples (14 PMF patients
and 5 controls) (Table 2, Supplementary Table S2). PMF patients showed significant higher
levels of CECs (25.5/mL; range: 3.75–362/mL) compared with healthy controls (4.25/mL;
range: 2.75–4.75) [p = 0.001; Table 2; Figure 2A]. A previous history of thrombosis was
associated with a higher, but not significant, level of CECs (p = 0.30) (Table 2). The number
of CECs was not related with any of the other variables analyzed (Table 2). After isolation
by CellSearch technology, the CECs were managed by the DEPArray system for their
sorting (Figure 2). CECs recoveries were performed successfully in 11 out of 14 patients
and in all healthy controls (Supplementary Table S2).
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Table 2. Impact of the patients’ characteristics on the CECs detection.

Features PMF Patients Healthy Controls p Value
CEC Median (Range);

n pts p Value CEC Median
(Range); n pts p Value

CECs detected 109 (15–1448); n = 14 17 (11–19); n = 5 0.001

CECs collected 16.5 (0–118); n = 14 8 (2–11); n = 5 0.6

Sex 0.53 NA
Male 120 (31–1448); n = 9 17; n = 1 NA

Female 116 (54–290); n = 5 16 (11–19); n = 4 0.02

Age 0.21 0.2
≥70 years 54 (15–399); n = 7 12 (11–13); n = 2 0.06
<70 years 120 (22–1448); n = 7 19 (17–19); n = 3 0.02

Time from diagnosis 0.62
<2 years 67 (21–399); n = 7 NA
>2 years 116 (15–1448); n = 7 NA

White blood count 0.36 NA
>10 × 109/L 67 (11–1448); n = 5 0 NA
≤10 × 109/L 123 (15–1448); n = 9 17 (11–19); n = 5 0.007

Constitutional symptoms 0.95
Yes 93.5 (22–399); n = 4 NA
No 109 (15–1448); n = 10 NA

History of thrombosis 0.30
Yes 217.5 (21–399); n = 4 0
No 84.5 (15–1448); n = 10 17 (11–19); n = 5

Splenomegaly 0.99
Yes 116 (15–1448); n = 11 0
No 102 (22–290); n = 3 17 (11–19); n = 5

Treatment 0.94
Hydroxyurea 102 (54–290); n = 5 0
No treatment 116 (15–1448); n = 9 17 (11–19); n = 5

DIPSS 0.90
Interm1 116 (25–145); n = 7 NA

Interm2-High 102 (21–1448); n = 7 NA

Driver mutations 0.30
JAK2 67 (15–399); n = 9 NA

Non JAK2 mutations 120 (22–1448); n = 5 NA
The mean of CECs isolated was in 4 mL of peripheral blood ± SEM. The thresholds have been chosen as follow: for the age it was based
on the median age of the entire cohort (71 years), while for the WBC it was based on the upper limit of normality of our laboratory
(10 × 109/L). The threshold for the time from diagnosis is 2 years because the median time from diagnosis to sample collections was
26 months. SEM = standard error of the mean; n = number; pts = patients; HCs = healthy controls; Interm = intermediate. The analysis was
performed using the Mann-Whitney test.
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Figure 2. CellSearch detection of CECs and DEPArray imaging. (A) The CECs detected per mL in PMF patients and healthy
controls. PMF patients presented a significative higher level of CECs (p = 0.001). (B) The CECs collected per mL in PMF
patients and healthy controls. (C) The CECs quantitative difference comparing the CECs detection and collected levels.
(D) DEPArray imagines comparision. On the left, the DEPArray scatter plot, which is based on mean fluorescence intensity
and with the gate for CD105-PE positive (Y axis) and CD45-APC negative (X axis) cells. On the right, the original Cell Search
images. In the first column the cells selected as CECs, which presented in purple the nuclear stain DAPI, while in green the
CD105 staining. In the second column the selection of CD105-PE staining, while the third shown the DAPI staining. CECs
were defined as CD105PE+/DAPI+/CD45APC-. The CECs median comparison was made using the Mann-Whitney test.
* p < 0.05.

In particular, a median of 8 CECs in 4 mL of PB were collected in healthy controls
(range: 2–11), while a median of 26 CECs/4 mL of PB were isolated in PMF patients (range:
1–122) (Figure 2B,C; Supplementary Table S2).

A median of 6.15 × 104 HSPCs/mL were collected in PMF patients (0.7–12.7), while
3.2 × 104 HSPCs/mL were collected in healthy controls (p = 0.15) (Supplementary Table S2).

3.3. Comparative NGS Analysis on PMF Patients’ HSPCs and CECs

Of note, no mutation was found in HSPCs and CECs from healthy controls, in whom
known polymorphisms in both the cells subpopulations were only observed. On the
contrary, a number of somatic mutations in both HSPCs and CECs were assessed in
PMF patients.



Cells 2021, 10, 2764 9 of 20

The previously-identified MPN driver mutations were confirmed by NGS on PMF
patients’ HSPCs in all cases, except for one out of the six JAK2-mutated patients and for
the two CALR-mutated patients, who presented CALR mutation under the detection limit
(Figure 3A, Supplementary Table S2).
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In HSPCs, 24 of the 54 genes analyzed were mutated, with a median of 4 mutations
(1–6) per cell and a variant allele frequency (VAF) of 5%, at least (Supplementary Table S2).
The most frequent mutated gene was JAK2 (6 patients), followed by ASXL1, NOTCH1
(5 patients) and by TET2 and SRSF2 (3 patients). Overall, five patients harbored high
molecular risk mutations (ASXL1, IDH1/2, SFRSF2, EZH1) [3] in HSPCs (Figure 3A).

Interestingly, a median of 4 (2–9) mutations/patient was detected in CECs isolated
from PMF patients (Figure 3B, Supplementary Table S2). Overall, 28 different genes were
mutated in CECs, with a VAF of 5%, at least. The JAK2 V617F mutation was found in 2 of
the 6 JAK2+ patients (33.3%), while neither CALR nor MPL driver mutations were found in
CECs. TET2, KMT2A, ASXL1, TP53 and STAG2 were the genes more frequently mutated in
CECs (Figure 3B). In particular, TET2 and KMT2A were altered in 4 patients, while ASXL1,
TP53 and STAG2 in 3 patients. Overall, no relationships were found between the clinical
characteristics and the number or type of genes mutated in the CECs.

When comparing mutational profiles of HSPCs and CECs in PMF patients, 8 of
11 patients (72.7%) shared at least one mutation in the two subpopulations (Figure 4). Two
of the six JAK2+ patients shared the MPN driver mutation between HSPCs and CECs
and they were showed also the highest number of shared mutations: ABL1, IDH1 and
TET2 in one case, and in ASXL1 and KMT2A in the other case. No other shared MPN
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driver mutations were found in CECs and HSPCs. Six of the 8 patients shared only NON
MPN-driver somatic mutations between the two cells’ subpopulations: TET2 and NOTCH1
in one case, and individual paired mutations in TP53, KIT, SRSF2, NOTCH1 and WT1, in
the other 5 patients.
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Figure 4. Comparative Somatic profiling of CD34+-HSPCs and CECs in PMF patients. (A) Molecular profiles of both CEC
and HSPC in patients with PMF. The molecular lesions found in the HSPC are in red, while in Green the ones discovered in
the CEC. At the top of the table the clinical characteristics of patients, who successfully recovered CEC. (B) Mutated genes
shared between HSPCs and CECs.

Considering the polymorphic alleles, in the loci analyzed we didn’t find loss of
the heterozygosity (LOH) in HSPCs in any PMF patients, while the CECs from 3 out of
11 patients presented LOH in different loci (GATA2 C15G; P5P; PDGFRA C2472T; V824V;
and JAK2 G2490A; L830L on MyCEC04, MyCEC09 and MyCEC06 patients, respectively).
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At baseline, no clinical differences were found between patients who shared mutations
in HSPCs and CECs and those who did not (Figure 5A). Moreover, the presence of the JAK2
V617F on CECs was not related to any particular clinical or laboratory characteristics.
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Notably, patients with the samples collected within 1 year from PMF diagnosis pre-
sented a higher number of shared mutations (p = 0.01) (Figure 5B). In particular, the patients
who shared the highest number of mutated genes (included JAK2) were studied within
4 months from diagnosis, while the patients who didn’t share any mutations between CECs
and HSPCs were collected at 26, 35 and 211 months (Supplementary Table S2).

The presence of shared mutations between CECs and HSPCs did not apparently
impact on outcome, neither for the overall survival (p = 0.25) nor for the acute myeloid
transformation cumulative incidence (Figure 5C). At 1 year from samples collection 75% of
patients with shared mutation were alive [95%CI: 32–93], while no mortality was registered
in patients who do not share any mutations. No vascular events were observed in all
patients during the follow up.

4. Discussion

Even though significant advances have been made in understanding the biology of
PMF, the mechanisms underlying the high incidence of vascular events and the BM-spleen
neoangiogenesis remain largely unexplained. Some authors have tried to answer these
questions by looking at the JAK2 MPN driver mutation in EPCs [16–18,23,24] or mature
ECs captured by laser microdissection [21,25]. Overall, the results of these studies suggest
an hypothetical direct ECs involvement in PMF pathogenesis [13,14]. However, difficulties
in evaluating the “true” EPC or the limitations in studying “in vivo” mature ECs do not
permit the clear demonstration of the endothelium implication in PMF.

The aim of the MyCEC0617 study was to comparatively investigate the genomic
profile of CD34+ enriched HSPCs and ECs in an attempt to trace a biological and possibly a
pathogenetic link between these two cell populations in PMF. For the first time, the somatic
mutational profile of the CECs isolated from PMF patients have been compared with the
same one of paired HSPCs. Thanks to the high sensitivity and efficacy of CellSearch system
in detecting CECs (CECs were detected in all samples) and of DEPArray system in sorting
them (84.2% successful rate) we were able to overcome the limit and the ethical concerns
of using laser microdissection for studying mature ECs, and to develop a new method-
ological approach for evaluating the mutational genome profile of these two different
cell populations.

The CellSearch technology combines the two traditional methods used to isolate CECs
(i.e., anti CD146-immunomagnetic and immunofluorescent selection) and it’s the only
single cell detection method approved by Food and Drug Administration [43]. Being a
semi-automated system, it guarantees standardization in CECs identification and high-level
of reproducibility, specificity and sensitivity [27,34]. Moreover, previous gene expression
profiling (GEP) studies already validated the true endothelial origin of CECs isolated by
CellSearch [44].

In the PMF patients, significant higher levels of CECs (25.5/mL), compared with
healthy controls (4.25/mL) [p = 0.001] were detected. This result is consistent with previous
findings [27], suggesting an endothelium damage in PMF [45]. In addition, a trend between
a previous history of vascular events and CECs levels was also observed, although there
was no significant difference. Previously, some other authors report an higher levels of
CECs in patients with cardiovascular disease [46], reinforcing the role of CECs as markers
of endothelial damage.

Turning to the CECs molecular analysis, the first significant result of our study was
that only the CECs from PMF patients presented MPN-related genes mutations, while
no genomic alterations were found in the CECs isolated from the healthy controls. These
findings strongly suggest that the acquisition of myeloid-associated genes mutations is
strictly related to the PMF development.

Notably, considering all the CECs analyzed, 28 different genes of the 54 genes panel
were found to be mutated in PMF patients (sometimes the same mutation was found in
several patients, i.e., TET2 in 4 patients; Figure 3B). This number was similar to the one
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observed in paired HSPCs (24 of 54 genes were mutated, Figure 3A). Moreover, PMF
patients shared several myeloid-associated mutations between CECs and HSPCs.

Considering the MPN driver mutations, 2 of the 6 JAK2+ patients (33.3%) shared the
JAK2 V617F between HSPCs and CECs, while neither MPL nor CALR mutations were
detected in the CECs. Notably, the patients with JAK2 positive HSPCs/CECs were studied
after few months from diagnosis and had also the higher number of mutated genes (9
and 8) and the higher number of shared mutations (4 and 3, respectively). The JAK2
V617F mutation was previously described in mature ECs in patients with MPNs [21,25]. In
particular, the patients analyzed by Rosti [21] showed at least one EC harboring the JAK2
mutation, but not all the ECs analyzed carried out it, suggesting that the endothelium of
MPN patients may be composed by a mix of wild-type and JAK2 mutated ECs. Considering
the CECs, they derive from the whole body vessels, thus from both tissue involved and
not by the disease. Therefore, the mutated ECs may represent a very low fraction of CECs,
making difficult to identify the mutations with NGS. All these aspects may explain why
we did not observe the JAK2 driver mutation in the CECs of all patients and why we did
not find a clear correlation with a previous history of thrombosis and /or splenomegaly.
Our findings are in line with the observations of Sozer [25] and Rosti [21], while differ
from Teofili’s study, in which the JAK2 positive ECFCs were described only in a subset of
patients with thrombosis [23].

Considering the non-driver MPN somatic mutations in the CECs, ASXL1, TET2 and
SRSF2 genes were among the most frequently shared mutations and are also known to be
the most frequently mutated genes in Myelofibrosis [3].

Notably, patients with samples collected within 1 year from PMF diagnosis presented
an higher number of shared mutations (p = 0.01). These results may suggest that during
the disease progression, the PMF clones and the EC clones might independently be lost
or acquire growth advantages/disadvantages over time. At the same time, it may also
be possible that patients not sharing somatic mutations on CECs and HSPCs may have a
more indolent course resulting in a longer survival, while patients harboring shared muta-
tions may have an adverse outcome early in the disease course. Additional prospective,
systematic and larger studies will be needed to better clarify this aspect. Finally, the study
of polymorphic alleles showed that LOH is a rare phenomenon in the studied setting of
PMF patients and it affects only CECs. HSPCs did not present LOH. However, the low
number of patients and the limits deriving from the study of only few loci did not allow
any speculation on this data. Even though the clinical impact of somatic mutations on
CECs or HSPCs was not among the objectives of our study, we analyzed the role of shared
and un-shared somatic mutations on CECs in our cohort of patients and we did not find
any relationship between the patients clinical and biological characteristics, vascular events,
disease progression or survival and the number or the type of mutated genes in the HSPCs
and CECs.

Considering the HSPCs, their molecular profile was in line with the ones described in
literature for PMF patients [3]. The absence of CALR on HSPCs analyzed may derive from
the know technical difficulties on detecting this mutation with NGS [47,48]. Notably, all
the healthy controls presented only known polymorphisms on HSPCs.

Altogether, the presence of myeloid-associated mutations only in CECs from PMF
patients, the frequency of mutated genes in CECs, similar to the ones described in PMF [3],
and the high frequency of patients who shared at least one mutation between HSPCs
and CECs, support a primary involvement of ECs in PMF. However, how the ECs may
acquire myeloid-associated gene mutations remain an open question. An intriguing hy-
pothesis already proposed in previous studies is that HSPC and ECs may originate from
a common precursor cell, known as the “hemangioblast” [49]. However, its existence is
still debated [50,51]. The detection of JAK2 V617F in ECs or EPCs from MPN patients
may support this theory. Moreover, the recent evidence that JAK2 mutation was acquired
in utero or childhood in MPN patients [52,53] may be at least chronologically consistent
with involvement of “hemangioblast” by MPN driver mutations. We think that our data
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give new significant elements supporting the Murray’s hypothesis. Indeed, (1) the high
frequency of patients who shared at least one mutation between CECs and HSPCs (73%),
(2) the number of mutations shared per patients (up to 4/patient) and the (3) presence
of myeloid-associated mutations on CECs strongly support the hypothesis of a common
precursors between HSPCs and ECs, which might act as the cell of origin of PMF.

It has to be said that other mechanisms might explain the detection of myeloid associ-
ated mutations in ECs. One of them refers to the ability of monocytes of generating cells
that closely resemble ECs, the so called “endothelial like cells” (ELCs) or angiogenic mono-
cytes [54]. However, in humans it is currently thought that ELCs influence angiogenesis by
secreting pro-angiogenic factors, rather than directly participate in neovascularization [55].
Moreover, the high frequency of shared mutations in our cohort and the presence also of
different mutations between the two cell subpopulations, make this hypothesis unlikely.
Other possible mechanisms might be the fusion of mutated hematopoietic cell with an EC
or the phagocytosis of cell-free DNA or extracellular vesicles [56,57], but they also seem
very unlikely, considering the complexity and variability of the CECs molecular profile.

Regardless of the existence or not of a common precursor, the presence of somatic
mutations in ECs may have important consequences in the disease development and
the insurgence of vascular complications in PMF patients. Indeed, mutated ECs in PMF
may represent a “neoplastic” vascular niche, which allow blood cells adhesion, vascular
complications and the tumor cell growth, as demonstrated for JAK2 -mutated ECs using
in vitro and in vivo assays [14,58–62]. A longer follow up of our patients and new stud-
ies investigating the “neoplastic” vascular niche in humans are needed to validate this
hypothesis.

The small number of CECs collected in some patients and the low sensitivity of NGS
are the main limitations to clearly say whether some mutations found in HSPCs and not
in CECs, or vice versa, are the result of mutational heterogeneity. Probably, only a part of
the CECs collected derive from mutated EC involved with the disease and also this factor
could make difficult to analyze the molecular profile of the CECs and compare it with the
one of HSPCs.

However, on the other hand, we think that the discovery of shared and un-shared
somatic mutations, despite the low number of CECs collected and the low NGS sensitivity,
highlights the ECs involvement in MF and reinforce the hypothesis of a common precursor
between ECs and HSPCs. Increasing the number of analyses, it cannot be excluded that this
involvement may be even higher and that the mutations shared between CECs and HSPCs
may be more. Thus, new and larger studies specifically aimed to evaluate the frequency
of HSPCs and CECs shared mutations and its correlation with clinical characteristics of
disease are needed.

In conclusion, our study through a new methodological approach describes for the
first time the genomic mutational profile of both HSPCs and CECs in PMF patients and
provides new knowledge on the cell of origin in myeloproliferative neoplasms and the
potential role of ECs in the “neoplastic” vascular niche. These preliminary results have
also a particular value because they open to further studies aiming to clarify the clinical
relevance of the reported mutational status in the two populations and provide new insights
into the mechanisms for the shared mutations. In doing so, it will be necessary to expand
the cases and create an animal model for functional studies.

Supplementary Materials: The following are available online at https://www.mdpi.com/article/
10.3390/cells10102764/s1, Table S1: Patients and controls characteristics at the time of samples
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Appendix A. Circulating Endothelial Cell Identification by CellSearch Protocol

The CellSearch system provides the following step s [34].
10 mL of peripheral blood is drawn into a specific CellSearch conical tube and shipped

overnight to a central Laboratory (Menarini Laboratory, Bologna, Italy). The CellSearch
system consists of two instruments: the CellTrack Autoprep and the Analyzer.

At the central laboratory, 5.5 mL of CellSearch dilution buffer are added to the pe-
ripheral blood and centrifuged at 800× g for 10 min without brake. Thereafter, the tube is
carefully loaded into the AutoPrep system and the diluted plasma will be removed until
1 cm above the red blood cell layer. Then, anti-CD146 ferrofluid and dilution buffer are
added to the tubes and mixed by pipetting. The ferro-fluid reagent consists of nanoparticles
with a magnetic core surrounded by a polymer layer coated with antibody directed towards
the CD146 antigen for the selection of the CECs. CD146, also known as the melanoma cell
adhesion molecule (MCAM), is a cell adhesion molecule currently used as a marker for
endothelial cell lineage. Then, the magnets are moved back and forward towards the tube
to enhance the collisions between cells and ferrofluids. After an incubation period, the
magnets remain against the tube, anti-CD146-ferrofluids and the cells that have bound
ferrofluid will be pulled to the magnets, and the rest of the cells are removed in a single
pipetting step. Thereafter, the enriched cells were fluorescently labelled with the nuclear
stain 4,6-diamidino-2- phenylindole (DAPI). The others immunofluorescent reagents were
anti-CD105-PE, which is specific for the protein endoglin that is expressed by activated
endothelial cells, activated monocytes, stromal cells and pre-B cells, and anti-CD45-APC,
to identify leucocyte. Therefore, staining reagents (<0.0006% mouse monoclonal antibodies
specific to CD105 conjugated to phycoerythrin; <0.0013% mouse antiCD45 monoclonal
antibodies conjugated to allophycocyanin in phosphate-buffered saline containing 0.5%
BSA and 0.1% sodium azide) are added in conjunction with a permeabilization buffer to
label the cells fluorescently. After incubation, magnetic separation is repeated to remove
the excess staining reagent. After the final processing step, the cells are re-suspended in 300
uL of buffer and transferred to a chamber placed between two magnets that orientate the
immunomagnetically labelled cells in a monolayer for analyses. The cells are then exam-
ined with a four-color semi-automated fluorescent microscope, the CellSpotter Analyzer
II. A grey-scale charge-coupled device camera is used to scan the entire chamber surface,
and each captured frame is then evaluated for potential CEC candidates by image analysis
software (Figure 2D). In summary, CECs were defined as CD146+DAPI+CD105+CD45-
cells. On the contrary, leukocytes were described as CD146+DAPI+CD105-CD45- cells.
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Appendix B. CECs Collection with DEPArray System Protocol

The DEPArray System (Di-Electro-Phoretic Array system; by Menarini Silicon Biosys-
tems) [35] can analyze samples containing from one to tens of thousands of cells and the
DEPArray analysis platform utilizes high quality, image-based selection to identify and
isolate the cells of interest. In detail, the DEPArray System is composed of three elements:
a benchtop instrument, a disposable microfluidic cartridge and a proprietary software, the
CellBrowser. The working principle of the DEPArray is the Dielectrophoresis (DEP), an
electrokinetic principle based on the ability of a non- uniform electric field to exert forces
on neutral, polarizable particles, such as cells, which are suspended in a liquid. The core
of the technology is the microsystem cartridge, which is a single-use device integrating
a microelectronic silicon chip, microfluidic chambers and valves. The silicon substrate
in the cartridge integrates an array of over 300,000 micro-electrodes, each electrode can
be programmed and energized with Alternating Current in-phase or counter-phase volt-
ages with respect to the glass lid, which is conductive and transparent. By applying an
appropriate pattern of phases, the array can generate up to 30,000 “DEP cages” in the Main
Chamber, each one able to capture a cell in stable levitation, avoiding contacts between the
cells and surfaces during the sorting process. DEP cages are able to trap and move cells
of different type and size ranging from small sperm cells to large epithelial cells [63–65].
This electronic structure is integrated within an innovative microfluidic architecture that
includes three micro-chambers in fluidic connection: the Main Chamber (where the sample
is loaded), the Parking Chamber (where the target cells are collected before the recovery)
and the Recovery Chamber.

Briefly, to allow loading of samples from CellSearch cartridges in a DEPArray car-
tridge, CellSearch CEC samples were aspirated from their CellSearch cartridge using a
200 mL gel loading tip pre-rinsed in a 2% BSA in PBS solution. The whole suspension
was centrifuged for 10 min at 300 g, cells were washed once in 1 mL of SB115 buffer
(a proprietary low-conductivity buffer for sorting fixed cells in the DEPArray cartridge)
and finally re-suspended in 14 mL of SB115 buffer. Thereafter, DEPArray cartridges were
manually loaded with 14 mL of sample and 800 mL of the buffer solution in which purified
or single cells had to be recovered. After loading the cartridge into the DEPArray system,
9.26 mL of sample was automatically injected by the system into a microchamber of the
cartridge where the cells were spontaneously organized into a preprogrammed electric field
consisting of 16,000 electrical cages in which individual cells are trapped. Image frames
covering the entire surface area of the microchamber for each of three fluorescent filter
cubes (PE, APC and DAPI/Hoechst) and bright field images were captured. Cells were
automatically detected by the system based on a DAPI/Hoechst fluorescence threshold and
were assigned a unique cell ID. Captured images were digitally processed and presented
in a software module that enables selection of cells of interest by the operator. Next, for
recovery selected cells were moved simultaneously to a parking area adjacent to the main
microchamber in the cartridge. Individual cells or groups of cells were subsequently moved
to a recovery area where a last visual confirmation of cell presence can be performed. To
recover group of cells, the content of the recovery area was flushed with two drops of buffer
(ca. 30–40 mL) into a 200 mL PCR tube. The entire cell routing process was monitored
under bright field imaging.

The proprietary CellBrowser software enables an automatic or operator-assisted iden-
tification of the desired cells through the elaboration of high-resolution images, minimizing
the possibility to select inappropriate events, such as debris and doublets. The different cell
populations are selected by using a manual or semi-automatic gating. Once identified, each
target cell can be isolated from the bulk population, automatically, in the following way:
the instrument moves the selected DEP cages (containing the target cells) by changing the
electric field pattern step by step, deterministically, concurrently and independently along
trajectories calculated by the software, moving each selected cell from the original location
into the Parking chamber. Afterwards, cells can be displaced, as single-cells or in pools
of up to 507 cells. At the end of the process, the target cells can be eluted from the device
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directly into various types of supports, through an accurate microfluidic control, by flowing
clean buffer loaded in the cartridge prior to use. The recovery procedure can be repeated to
obtain from the same sample multiple separate recoveries of individual target cells (up to
96) and/or groups of cells [1]. In contrast with other traditional bulk sorting, DEPArray™
technology isolates single and pure cell populations. The high-quality and accuracy of
DEPArray™ technology has been thoroughly validated by using immunofluorescence and
molecular- based approaches, with both spike in and real biological samples [63].

Appendix C. Protocol for DNA Extraction, Amplification and NGS Analysis

DNA extracted from isolated CEC and HSPC was then amplified in order to obtain
a quantity suitable for NGS analysis. The Whole Genome Amplification (WGA) was
performed by Reply-g DNA library kit (Qiagen) following “Amplification of Genomic
DNA from Single Cells” procedure. Our approach was based on the gene target capture
sequencing. Specific probes (NimbleGen by Roche) have been used in order to hybridize
all exons of the above-mentioned genes (141 kb).

Briefly, up to 1000 cells were resuspended in PBS and treated by denaturating solution,
which allow the membrane degradation and the DNA denaturation. This phase was
followed by WGA obtained using Phi29 TaqPolymerase380. The WGA will take 3 h and
may be concluded with tagmentation, end-repair and A-tailing procedures in order to
produce NGS library or stopped. Amplified genomic DNA is stable and NGS analysis may
be subsequently performed.

DNA was first analyzed by MiSeq Illumina NGS platform, specific and sensitive to
study multiple target genes when low amount of DNA is available. Firstly, 300 ng of
amplified genomic DNA from CECs or HSPCs was screened for mutations in 54 genes
known to be associated to Myelofibrosis [3,4,31,66–68] (Figure 1B). DNA was tagmented by
enzimatic reaction. The fragmentation was immediately followed by end-repair reaction
and the index and adaptors ligation. Index and adaptors are small sequences of DNA that
need to be associated to the amplicon samples in order to uniquely identify each sample
during the sequencing and the data analysis and to be recognized by the software as “true
read”. The DNA was then incubated with NimbleGen probes. The incubation was followed
by the enrichment of the captured fragments, purifications by Ampure Beads and a final
amplification. The captured sequences of CEC and HSPC DNA from 4 patients were thus
pooled (8 samples per pool) [38] and sequenced following manufacturer’s instructions by
MiSeq Illumina NGS platform using 2 × 150 sequencing (V2 kit, TruSeq). One sequencing
run was required in order to sequence 8 samples with a coverage about 3200× [39]. The
.vcf files were analyzed using the free bioinformatics tool wAnnovar (Wang Genomics Lab
2010–2020) [40,69]. The cutoffs to confirm the presence of the mutations were identification
of mutant alleles in 30 and 50 reads both in forward and reverse, for HSPCs and CECs,
respectively.

References
1. Tefferi, A. Myeloproliferative neoplasms: A decade of discoveries and treatment advances. Am. J. Hematol. 2016, 91, 50–58.

[CrossRef] [PubMed]
2. Harrison, C.; McLornan, D. Myelofibrosis. Hematology 2014, 19, 120–121. [CrossRef] [PubMed]
3. Vannucchi, A.M.; Lasho, T.L.; Guglielmelli, P.; Biamonte, F.; Pardanani, A.; Pereira, A.; Finke, C.; Score, J.; Gangat, N.; Mannarelli,

C.; et al. Mutations and prognosis in primary myelofibrosis. Leukemia 2013, 27, 1861–1869. [CrossRef] [PubMed]
4. Rumi, E.; Pietra, D.; Pascutto, C.; Guglielmelli, P.; Martinez-Trillos, A.; Casetti, I.; Colomer, D.; Pieri, L.; Pratcorona, M.; Rotunno,

G.; et al. Clinical effect of driver mutations of JAK2, CALR, or MPL in primary myelofibrosis. Blood 2014, 124, 1062–1069.
[CrossRef] [PubMed]

5. Tefferi, A.; Nicolosi, M.; Mudireddy, M.; Szuber, N.; Finke, C.M.; Lasho, T.L.; Hanson, C.A.; Ketterling, R.P.; Pardanani, A.; Gangat,
N.; et al. Driver mutations and prognosis in primary myelofibrosis: Mayo-Careggi MPN alliance study of 1095 patients. Am. J.
Hematol. 2018, 93, 348–355. [CrossRef] [PubMed]

6. Pikman, Y.; Lee, B.H.; Mercher, T.; McDowell, E.; Ebert, B.L.; Gozo, M.; Cuker, A.; Wernig, G.; Moore, S.; Galinsky, I.; et al.
MPLW515L Is a Novel Somatic Activating Mutation in Myelofibrosis with Myeloid Metaplasia. PLoS Med. 2006, 3, e270.
[CrossRef]

http://doi.org/10.1002/ajh.24221
http://www.ncbi.nlm.nih.gov/pubmed/26492355
http://doi.org/10.1179/1024533213Z.000000000257
http://www.ncbi.nlm.nih.gov/pubmed/24611775
http://doi.org/10.1038/leu.2013.119
http://www.ncbi.nlm.nih.gov/pubmed/23619563
http://doi.org/10.1182/blood-2014-05-578435
http://www.ncbi.nlm.nih.gov/pubmed/24986690
http://doi.org/10.1002/ajh.24978
http://www.ncbi.nlm.nih.gov/pubmed/29164670
http://doi.org/10.1371/journal.pmed.0030270


Cells 2021, 10, 2764 18 of 20

7. Tefferi, A.; Vannucchi, A.M. Genetic Risk Assessment in Myeloproliferative Neoplasms. Mayo Clin. Proc. 2017, 92, 1283–1290.
[CrossRef]

8. Barbui, T.; Finazzi, G.; Falanga, A. Myeloproliferative neoplasms and thrombosis. Blood 2013, 122, 2176–2184. [CrossRef]
9. Rungjirajittranon, T.; Owattanapanich, W.; Ungprasert, P.; Siritanaratkul, N.; Ruchutrakool, T. A systematic review and meta-

analysis of the prevalence of thrombosis and bleeding at diagnosis of Philadelphia-negative myeloproliferative neoplasms. BMC
Cancer 2019, 19, 184. [CrossRef]

10. Farina, M.; D’Adda, M.; Daffini, R.; Polverelli, N.; Ferrari, S.; Bottelli, C.; Gramegna, D.; Cerqui, E.; Micheletti, M.; Bernardi,
S.; et al. Jak2 Allelic Ratio Impacts on Vascular Event in Myelofibrosis by Increasing the Risk of Thrombosis. A Single Center
Experience on 150 Patients. HemaSphere 2019, 3, 298. [CrossRef]

11. Boveri, E.; Passamonti, F.; Rumi, E.; Pietra, D.; Elena, C.; Arcaini, L.; Pascutto, C.; Castello, A.; Cazzola, M.; Magrini, U.; et al.
Bone marrow microvessel density in chronic myeloproliferative disorders: A study of 115 patients with clinicopathological and
molecular correlations. Br. J. Haematol. 2008, 140, 162–168. [CrossRef]

12. Grote, K.; Luchtefeld, M.; Schieffer, B. JANUS under stress—Role of JAK/STAT signaling pathway in vascular diseases. Vascul.
Pharmacol. 2005, 43, 357–363. [CrossRef]

13. Bar-Natan, M.; Hoffman, R. New insights into the causes of thrombotic events in patients with myeloproliferative neoplasms
raise the possibility of novel therapeutic approaches. Haematologica 2019, 104, 3–6. [CrossRef]

14. Teofili, L.; Larocca, L.M. Blood and endothelial cells: Together through thick and thin. Blood 2013, 121, 248–249. [CrossRef]
[PubMed]

15. Farina, M.; Russo, D.; Hoffman, R. The possible role of mutated endothelial cells in myeloproliferative neoplasms. Haematologica
2020. [CrossRef]

16. Oppliger Leibundgut, E.; Horn, M.P.; Brunold, C.; Pfanner-Meyer, B.; Marti, D.; Hirsiger, H.; Tobler, A.; Zwicky, C. Hematopoietic
and endothelial progenitor cell trafficking in patients with myeloproliferative diseases. Haematologica 2006, 91, 1465–1472.

17. Hill, J.M.; Zalos, G.; Halcox, J.P.J.; Schenke, W.H.; Waclawiw, M.A.; Quyyumi, A.A.; Finkel, T. Circulating Endothelial Progenitor
Cells, Vascular Function, and Cardiovascular Risk. N. Engl. J. Med. 2003, 348, 593–600. [CrossRef]

18. Ingram, D.A.; Mead, L.E.; Tanaka, H.; Meade, V.; Fenoglio, A.; Mortell, K.; Pollok, K.; Ferkowicz, M.J.; Gilley, D.; Yoder, M.C.
Identification of a novel hierarchy of endothelial progenitor cells using human peripheral and umbilical cord blood. Blood 2004,
104, 2752–2760. [CrossRef]

19. Yoder, M.C.; Mead, L.E.; Prater, D.; Krier, T.R.; Mroueh, K.N.; Li, F.; Krasich, R.; Temm, C.J.; Prchal, J.T.; Ingram, D.A. Redefining
endothelial progenitor cells via clonal analysis and hematopoietic stem/progenitor cell principals. Blood 2007, 109, 1801–1809.
[CrossRef]

20. Rosti, V.; Bonetti, E.; Bergamaschi, G.; Campanelli, R.; Guglielmelli, P.; Maestri, M.; Magrini, U.; Massa, M.; Tinelli, C.; Viarengo,
G.; et al. High Frequency of Endothelial Colony Forming Cells Marks a Non-Active Myeloproliferative Neoplasm with High Risk
of Splanchnic Vein Thrombosis. PLoS ONE 2010, 5, e15277. [CrossRef] [PubMed]

21. Rosti, V.; Villani, L.; Riboni, R.; Poletto, V.; Bonetti, E.; Tozzi, L.; Bergamaschi, G.; Catarsi, P.; Dallera, E.; Novara, F.; et al. Spleen
endothelial cells from patients with myelofibrosis harbor the JAK2V617F mutation. Blood 2013, 121, 360–368. [CrossRef]

22. Guy, A.; Danaee, A.; Paschalaki, K.; Boureau, L.; Rivière, E.; Etienne, G.; Mansier, O.; Laffan, M.; Sekhar, M.; James, C. Absence
of JAK2V617F Mutated Endothelial Colony-Forming Cells in Patients with JAK2V617F Myeloproliferative Neoplasms and
Splanchnic Vein Thrombosis. HemaSphere 2020, 4, e364. [CrossRef] [PubMed]

23. Teofili, L.; Martini, M.; Iachininoto, M.G.; Capodimonti, S.; Nuzzolo, E.R.; Torti, L.; Cenci, T.; Larocca, L.M.; Leone, G. En-
dothelial progenitor cells are clonal and exhibit the JAK2V617F mutation in a subset of thrombotic patients with Ph-negative
myeloproliferative neoplasms. Blood 2011, 117, 2700–2707. [CrossRef] [PubMed]

24. Helman, R.; Pereira, W.d.O.; Marti, L.C.; Campregher, P.V.; Puga, R.D.; Hamerschlak, N.; Chiattone, C.S.; Santos, F.P.d.S.
Granulocyte whole exome sequencing and endothelial JAK2V617F in patients with JAK2V617F positive Budd-Chiari Syndrome
without myeloproliferative neoplasm. Br. J. Haematol. 2018, 180, 443–445. [CrossRef]

25. Sozer, S.; Fiel, M.I.; Schiano, T.; Xu, M.; Mascarenhas, J.; Hoffman, R. The presence of JAK2V617F mutation in the liver endothelial
cells of patients with Budd-Chiari syndrome. Blood 2009, 113, 5246–5249. [CrossRef] [PubMed]

26. Widemann, A.; Sabatier, F.; Arnaud, L.; Bonello, L.; Al-Massarani, G.; Paganelli, F.; Poncelet, P.; Dignat-George, F. CD146-based
immunomagnetic enrichment followed by multiparameter flow cytometry: A new approach to counting circulating endothelial
cells. J. Thromb. Haemost. 2008, 6, 869–876. [CrossRef]

27. Almici, C.; Skert, C.; Bruno, B.; Bianchetti, A.; Verardi, R.; Di Palma, A.; Neva, A.; Braga, S.; Piccinelli, G.; Piovani, G.; et al.
Circulating endothelial cell count: A reliable marker of endothelial damage in patients undergoing hematopoietic stem cell
transplantation. Bone Marrow Transplant. 2017, 52, 1637–1642. [CrossRef]

28. Torres, C.; Fonseca, A.M.; Leander, M.; Matos, R.; Morais, S.; Campos, M.; Lima, M. Circulating endothelial cells in patients with
venous thromboembolism and myeloproliferative neoplasms. PLoS ONE 2013, 8, e81574. [CrossRef]

29. Passamonti, F.; Cervantes, F.; Vannucchi, A.M.; Morra, E.; Rumi, E.; Pereira, A.; Guglielmelli, P.; Pungolino, E.; Caramella,
M.; Maffioli, M.; et al. A dynamic prognostic model to predict survival in primary myelofibrosis: A study by the IWG-MRT
(International Working Group for Myeloproliferative Neoplasms Research and Treatment). Blood 2010, 115, 1703–1708. [CrossRef]

30. Tefferi, A. Novel mutations and their functional and clinical relevance in myeloproliferative neoplasms: JAK2, MPL, TET2,
ASXL1, CBL, IDH and IKZF1. Leukemia 2010, 24, 1128–1138. [CrossRef]

http://doi.org/10.1016/j.mayocp.2017.06.002
http://doi.org/10.1182/blood-2013-03-460154
http://doi.org/10.1186/s12885-019-5387-9
http://doi.org/10.1097/01.HS9.0000561036.46292.27
http://doi.org/10.1111/j.1365-2141.2007.06885.x
http://doi.org/10.1016/j.vph.2005.08.021
http://doi.org/10.3324/haematol.2018.205989
http://doi.org/10.1182/blood-2012-11-467795
http://www.ncbi.nlm.nih.gov/pubmed/23307973
http://doi.org/10.3324/HAEMATOL.2021.278499
http://doi.org/10.1056/NEJMoa022287
http://doi.org/10.1182/blood-2004-04-1396
http://doi.org/10.1182/blood-2006-08-043471
http://doi.org/10.1371/journal.pone.0015277
http://www.ncbi.nlm.nih.gov/pubmed/21151606
http://doi.org/10.1182/blood-2012-01-404889
http://doi.org/10.1097/HS9.0000000000000364
http://www.ncbi.nlm.nih.gov/pubmed/32647794
http://doi.org/10.1182/blood-2010-07-297598
http://www.ncbi.nlm.nih.gov/pubmed/21212285
http://doi.org/10.1111/bjh.14327
http://doi.org/10.1182/blood-2008-11-191544
http://www.ncbi.nlm.nih.gov/pubmed/19293426
http://doi.org/10.1111/j.1538-7836.2008.02931.x
http://doi.org/10.1038/bmt.2017.194
http://doi.org/10.1371/journal.pone.0081574
http://doi.org/10.1182/blood-2009-09-245837
http://doi.org/10.1038/leu.2010.69


Cells 2021, 10, 2764 19 of 20

31. Guglielmelli, P.; Lasho, T.L.; Rotunno, G.; Score, J.; Mannarelli, C.; Pancrazzi, A.; Biamonte, F.; Pardanani, A.; Zoi, K.; Reiter, A.;
et al. The number of prognostically detrimental mutations and prognosis in primary myelofibrosis: An international study of 797
patients. Leukemia 2014, 28, 1804–1810. [CrossRef] [PubMed]

32. Avecilla, S.T.; Goss, C.; Bleau, S.; Tonon, J.A.; Meagher, R.C. How do i perform hematopoietic progenitor cell selection? Transfusion
2016, 56, 1008–1012. [CrossRef]

33. Vembadi, A.; Menachery, A.; Qasaimeh, M.A. Cell Cytometry: Review and Perspective on Biotechnological Advances. Front.
Bioeng. Biotechnol. 2019, 7, 147. [CrossRef]

34. Rowand, J.L.; Martin, G.; Doyle, G.V.; Miller, M.C.; Pierce, M.S.; Connelly, M.C.; Rao, C.; Terstappen, L.W.M.M. Endothelial cells
in peripheral blood of healthy subjects and patients with metastatic carcinomas. Cytom. Part A 2007, 71A, 105–113. [CrossRef]
[PubMed]

35. Di Trapani, M.; Manaresi, N.; Medoro, G. DEPArrayTM system: An automatic image-based sorter for isolation of pure circulating
tumor cells. Cytom. Part A 2018, 93, 1260–1266. [CrossRef]

36. Fuchs, A.B.; Romani, A.; Freida, D.; Medoro, G.; Abonnenc, M.; Altomare, L.; Chartier, I.; Guergour, D.; Villiers, C.; Marche, P.N.;
et al. Electronic sorting and recovery of single live cells from microlitre sized samples. Lab Chip 2006, 6, 121–126. [CrossRef]

37. Bernardi, S.; Farina, M.; Zanaglio, C.; Cattina, F.; Polverelli, N.; Schieppati, F.; Re, F.; Foroni, C.; Malagola, M.; Dunbar, A.J.; et al.
ETV6: A Candidate Gene for Predisposition to “Blend Pedigrees”? A Case Report from the NEXT-Famly Clinical Trial. Case Rep.
Hematol. 2020, 2020, 2795656. [CrossRef]

38. Thomas, M.G.; Maconachie, G.D.E.; Sheth, V.; McLean, R.J.; Gottlob, I. Development and clinical utility of a novel diagnostic
nystagmus gene panel using targeted next-generation sequencing. Eur. J. Hum. Genet. 2017, 25, 725–734. [CrossRef]

39. Cottrell, C.E.; Al-Kateb, H.; Bredemeyer, A.J.; Duncavage, E.J.; Spencer, D.H.; Abel, H.J.; Lockwood, C.M.; Hagemann, I.S.;
O’Guin, S.M.; Burcea, L.C.; et al. Validation of a Next-Generation Sequencing Assay for Clinical Molecular Oncology. J. Mol.
Diagn. 2014, 16, 89–105. [CrossRef]

40. Chang, X.; Wang, K. Wannovar: Annotating genetic variants for personal genomes via the web. J. Med. Genet. 2012, 49, 433–436.
[CrossRef] [PubMed]

41. Robinson, J.T.; Thorvaldsdóttir, H.; Winckler, W.; Guttman, M.; Lander, E.S.; Getz, G.; Mesirov, J.P. Integrative genomics viewer.
Nat. Biotechnol. 2011, 29, 24–26. [CrossRef]

42. Kanda, Y. Investigation of the freely available easy-to-use software “EZR” for medical statistics. Bone Marrow Transplant. 2013, 48,
452–458. [CrossRef]

43. Millner, L.M.; Linder, M.W.; Valdes, R., Jr. Circulating tumor cells: A review of present methods and the need to identify
heterogeneous phenotypes. Ann. Clin. Lab. Sci. 2013, 43, 295–304.

44. Smirnov, D.A.; Foulk, B.W.; Doyle, G.V.; Connelly, M.C.; Terstappen, L.W.M.M.; O’Hara, S.M. Global gene expression profiling of
circulating endothelial cells in patients with metastatic carcinomas. Cancer Res. 2006, 66, 2918–2922. [CrossRef] [PubMed]

45. Yildiz, A.; Güryildirim, M.; Pepeler, M.S.; Yazol, M.; Oktar, S.Ö.; Acar, K. Assessment of Endothelial Dysfunction with Flow-
Mediated Dilatation in Myeloproliferative Disorders. Clin. Appl. Thromb. 2018, 24, 1102–1108. [CrossRef] [PubMed]

46. Farinacci, M.; Krahn, T.; Dinh, W.; Volk, H.-D.; Düngen, H.-D.; Wagner, J.; Konen, T.; von Ahsen, O. Circulating endothelial cells
as biomarker for cardiovascular diseases. Res. Pract. Thromb. Haemost. 2019, 3, 49–58. [CrossRef] [PubMed]

47. Aguilera-Diaz, A.; Vazquez, I.; Ariceta, B.; Mañú, A.; Blasco-Iturri, Z.; Palomino-Echeverría, S.; Larrayoz, M.J.; García-Sanz,
R.; Prieto-Conde, M.I.; Chillón, M.D.C.; et al. Assessment of the clinical utility of four NGS panels in myeloid malignancies.
Suggestions for NGS panel choice or design. PLoS ONE 2020, 15, e0227986. [CrossRef] [PubMed]

48. Lundberg, P.; Karow, A.; Nienhold, R.; Looser, R.; Hao-Shen, H.; Nissen, I.; Girsberger, S.; Lehmann, T.; Passweg, J.; Stern, M.;
et al. Clonal evolution and clinical correlates of somatic mutations in myeloproliferative neoplasms. Blood 2014, 123, 2220–2228.
[CrossRef]

49. Murray, P.D.F. The Development in vitro of the Blood of the Early Chick Embryo. Proc. R. Soc. B Biol. Sci. 1932, 111, 497–521.
[CrossRef]

50. Ueno, H.; Weissman, I.L. Clonal Analysis of Mouse Development Reveals a Polyclonal Origin for Yolk Sac Blood Islands. Dev.
Cell 2006, 11, 519–533. [CrossRef]

51. Vogeli, K.M.; Jin, S.-W.; Martin, G.R.; Stainier, D.Y.R. A common progenitor for haematopoietic and endothelial lineages in the
zebrafish gastrula. Nature 2006, 443, 337–339. [CrossRef] [PubMed]

52. Van Egeren, D.; Escabi, J.; Nguyen, M.; Liu, S.; Reilly, C.R.; Patel, S.; Kamaz, B.; Kalyva, M.; DeAngelo, D.J.; Galinsky, I.; et al.
Reconstructing the Lineage Histories and Differentiation Trajectories of Individual Cancer Cells in Myeloproliferative Neoplasms.
Cell Stem Cell 2021, 28, 514–523.e9. [CrossRef] [PubMed]

53. Williams, N.; Lee, J.; Moore, L.; Baxter, J.E.; Hewinson, J.; Dawson, K.J.; Menzies, A.; Godfrey, A.L.; Green, A.R.; Campbell, P.J.;
et al. Driver Mutation Acquisition in Utero and Childhood Followed By Lifelong Clonal Evolution Underlie Myeloproliferative
Neoplasms. Blood 2020, 136, LBA-1. [CrossRef]

54. Loomans, C.J.M.; Wan, H.; de Crom, R.; van Haperen, R.; de Boer, H.C.; Leenen, P.J.M.; Drexhage, H.A.; Rabelink, T.J.; van
Zonneveld, A.J.; Staal, F.J.T. Angiogenic murine endothelial progenitor cells are derived from a myeloid bone marrow fraction
and can be identified by endothelial NO synthase expression. Arterioscler. Thromb. Vasc. Biol. 2006, 26, 1760–1767. [CrossRef]

55. Dudley, A.C.; Udagawa, T.; Melero-Martin, J.M.; Shih, S.-C.; Curatolo, A.; Moses, M.A.; Klagsbrun, M. Bone marrow is a reservoir
for proangiogenic myelomonocytic cells but not endothelial cells in spontaneous tumors. Blood 2010, 116, 3367–3371. [CrossRef]

http://doi.org/10.1038/leu.2014.76
http://www.ncbi.nlm.nih.gov/pubmed/24549259
http://doi.org/10.1111/trf.13534
http://doi.org/10.3389/fbioe.2019.00147
http://doi.org/10.1002/cyto.a.20364
http://www.ncbi.nlm.nih.gov/pubmed/17226859
http://doi.org/10.1002/cyto.a.23687
http://doi.org/10.1039/B505884H
http://doi.org/10.1155/2020/2795656
http://doi.org/10.1038/ejhg.2017.44
http://doi.org/10.1016/j.jmoldx.2013.10.002
http://doi.org/10.1136/jmedgenet-2012-100918
http://www.ncbi.nlm.nih.gov/pubmed/22717648
http://doi.org/10.1038/nbt.1754
http://doi.org/10.1038/bmt.2012.244
http://doi.org/10.1158/0008-5472.CAN-05-4003
http://www.ncbi.nlm.nih.gov/pubmed/16540638
http://doi.org/10.1177/1076029618766260
http://www.ncbi.nlm.nih.gov/pubmed/29683036
http://doi.org/10.1002/rth2.12158
http://www.ncbi.nlm.nih.gov/pubmed/30656276
http://doi.org/10.1371/journal.pone.0227986
http://www.ncbi.nlm.nih.gov/pubmed/31978184
http://doi.org/10.1182/blood-2013-11-537167
http://doi.org/10.1098/rspb.1932.0070
http://doi.org/10.1016/j.devcel.2006.08.001
http://doi.org/10.1038/nature05045
http://www.ncbi.nlm.nih.gov/pubmed/16988712
http://doi.org/10.1016/j.stem.2021.02.001
http://www.ncbi.nlm.nih.gov/pubmed/33621486
http://doi.org/10.1182/blood-2020-143813
http://doi.org/10.1161/01.ATV.0000229243.49320.c9
http://doi.org/10.1182/blood-2010-02-271122


Cells 2021, 10, 2764 20 of 20

56. Bernardi, S.; Farina, M. Exosomes and extracellular vesicles in myeloid Neoplasia: The multiple and complex roles played by
these “magic bullets”. Biology 2021, 10, 105. [CrossRef]

57. Bernardi, S.; Balbi, C. Extracellular vesicles: From biomarkers to therapeutic tools. Biology 2020, 9, 258. [CrossRef]
58. Zhan, H.; Lin, C.H.S.; Segal, Y.; Kaushansky, K. The JAK2V617F-bearing vascular niche promotes clonal expansion in myeloprolif-

erative neoplasms. Leukemia 2018, 32, 462–469. [CrossRef] [PubMed]
59. Guy, A.; Gourdou-Latyszenok, V.; Le Lay, N.; Peghaire, C.; Kilani, B.; Dias, J.V.; Duplaa, C.; Renault, M.-A.; Denis, C.; Villeval, J.L.;

et al. Vascular endothelial cell expression of JAK2V617F is sufficient to promote a pro-thrombotic state due to increased P-selectin
expression. Haematologica 2019, 104, 70–81. [CrossRef]

60. Etheridge, S.L.; Roh, M.E.; Cosgrove, M.E.; Sangkhae, V.; Fox, N.E.; Chen, J.; López, J.A.; Kaushansky, K.; Hitchcock, I.S. JAK2V
617 F-positive endothelial cells contribute to clotting abnormalities in myeloproliferative neoplasms. Proc. Natl. Acad. Sci. USA
2014, 111, 2295–2300. [CrossRef]

61. Guadall, A.; Lesteven, E.; Letort, G.; Awan Toor, S.; Delord, M.; Pognant, D.; Brusson, M.; Verger, E.; Maslah, N.; Giraudier,
S.; et al. Endothelial Cells Harbouring the JAK2V617F Mutation Display Pro-Adherent and Pro-Thrombotic Features. Thromb.
Haemost. 2018, 118, 1586–1599. [CrossRef] [PubMed]

62. Castiglione, M.; Jiang, Y.P.; Mazzeo, C.; Lee, S.; Chen, J.S.; Kaushansky, K.; Yin, W.; Lin, R.Z.; Zheng, H.; Zhan, H. Endothelial
JAK2V617F mutation leads to thrombosis, vasculopathy, and cardiomyopathy in a murine model of myeloproliferative neoplasm.
J. Thromb. Haemost. 2020. [CrossRef] [PubMed]

63. Polzer, B.; Medoro, G.; Pasch, S.; Fontana, F.; Zorzino, L.; Pestka, A.; Andergassen, U.; Meier-Stiegen, F.; Czyz, Z.T.; Alberter,
B.; et al. Molecular profiling of single circulating tumor cells with diagnostic intention. EMBO Mol. Med. 2014, 6, 1371–1386.
[CrossRef] [PubMed]

64. Fontana, F.; Rapone, C.; Bregola, G.; Aversa, R.; de Meo, A.; Signorini, G.; Sergio, M.; Ferrarini, A.; Lanzellotto, R.; Medoro, G.;
et al. Isolation and genetic analysis of pure cells from forensic biological mixtures: The precision of a digital approach. Forensic
Sci. Int. Genet. 2017, 29, 225–241. [CrossRef]

65. Bolognesi, C.; Forcato, C.; Buson, G.; Fontana, F.; Mangano, C.; Doffini, A.; Sero, V.; Lanzellotto, R.; Signorini, G.; Calanca,
A.; et al. Digital Sorting of Pure Cell Populations Enables Unambiguous Genetic Analysis of Heterogeneous Formalin-Fixed
Paraffin-Embedded Tumors by Next Generation Sequencing. Sci. Rep. 2016, 6, 20944. [CrossRef]

66. Tenedini, E.; Bernardis, I.; Artusi, V.; Artuso, L.; Roncaglia, E.; Guglielmelli, P.; Pieri, L.; Bogani, C.; Biamonte, F.; Rotunno, G.; et al.
Targeted cancer exome sequencing reveals recurrent mutations in myeloproliferative neoplasms. Leukemia 2014, 28, 1052–1059.
[CrossRef]

67. Rotunno, G.; Pacilli, A.; Artusi, V.; Rumi, E.; Maffioli, M.; Delaini, F.; Brogi, G.; Fanelli, T.; Pancrazzi, A.; Pietra, D.; et al.
Epidemiology and clinical relevance of mutations in postpolycythemia vera and postessential thrombocythemia myelofibrosis: A
study on 359 patients of the AGIMM group. Am. J. Hematol. 2016, 91, 681–686. [CrossRef] [PubMed]

68. Salati, S.; Zini, R.; Nuzzo, S.; Guglielmelli, P.; Pennucci, V.; Prudente, Z.; Ruberti, S.; Rontauroli, S.; Norfo, R.; Bianchi, E.; et al.
Integrative analysis of copy number and gene expression data suggests novel pathogenetic mechanisms in primary myelofibrosis.
Int. J. Cancer 2016, 138, 1657–1669. [CrossRef]

69. Wang, K.; Li, M.; Hakonarson, H. ANNOVAR: Functional annotation of genetic variants from high-throughput sequencing data.
Nucleic Acids Res. 2010, 38, e164. [CrossRef]

http://doi.org/10.3390/biology10020105
http://doi.org/10.3390/biology9090258
http://doi.org/10.1038/leu.2017.233
http://www.ncbi.nlm.nih.gov/pubmed/28744010
http://doi.org/10.3324/haematol.2018.195321
http://doi.org/10.1073/pnas.1312148111
http://doi.org/10.1055/s-0038-1667015
http://www.ncbi.nlm.nih.gov/pubmed/30103245
http://doi.org/10.1111/jth.15095
http://www.ncbi.nlm.nih.gov/pubmed/32920974
http://doi.org/10.15252/emmm.201404033
http://www.ncbi.nlm.nih.gov/pubmed/25358515
http://doi.org/10.1016/j.fsigen.2017.04.023
http://doi.org/10.1038/srep20944
http://doi.org/10.1038/leu.2013.302
http://doi.org/10.1002/ajh.24377
http://www.ncbi.nlm.nih.gov/pubmed/27037840
http://doi.org/10.1002/ijc.29920
http://doi.org/10.1093/nar/gkq603

	Introduction 
	Patients and Methods 
	Patients and Healthy Controls 
	Study Plan 
	CD34 + HSPC Detection and Selection 
	CellSearch CECs Identification and Collection 
	NGS Analysis 
	Statistical Analysis 

	Results 
	Patients and Healthy Controls Characteristics 
	CEC and HSPCs Enumeration and Collection 
	Comparative NGS Analysis on PMF Patients’ HSPCs and CECs 

	Discussion 
	Circulating Endothelial Cell Identification by CellSearch Protocol 
	CECs Collection with DEPArray System Protocol 
	Protocol for DNA Extraction, Amplification and NGS Analysis 
	References

