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Technological advances have greatly improved our knowledge of myelopoiesis, for example, with the discovery of granulocyte‒
monocyte‒dendritic cell (DC) progenitors (GMDPs), monocyte‒DC progenitors (MDPs), common DC progenitors (CDPs) and
common monocyte progenitors (cMoPs) on the basis of flow cytometry approaches. Concomitantly, some progress has been made
in characterizing the very early phases of human neutropoiesis with the description of novel CD66b+ progenitors, including eNePs,
PMs w/o eNePs, ProNeus, and PreNeus. More recently, we identified four SSCloLin-CD66b-CD45dimCD34+/CD34dim/-CD64dimCD115-

cells as the earliest precursors specifically committed to the neutrophil lineage present in human bone marrow (BM), which we
called neutrophil-committed progenitors (NCPs, from NCP1s to NCP4s). In this study, we report the isolation and characterization of
two new SSChiCD66b-CD64dimCD115-NCPs that, by phenotypic, transcriptomic, maturation and immunohistochemistry properties,
as well as by flow cytometric side-scattered light (SSC), stand after NCP4s but precede promyelocytes during the neutropoiesis
cascade. Similar to SSCloCD45RA+NCP2s/NCP3s and SSCloCD45RA-NCP1s/NCP4s, these cells exhibit phenotypic differences in
CD45RA expression levels and, therefore, were named SSChiCD45RA+NCP5s and SSChiCD45RA-NCP6s. Moreover, NCP5s were more
immature than NCP6s, as determined by cell differentiation and proliferative potential, as well as by transcriptomic and
phenotypical features. Finally, by examining whether NCPs and all other CD66b+ neutrophil precursors are altered in representative
hematological malignancies, we found that, in patients with chronic-phase chronic myeloid leukemia (CP-CML), but not with
systemic mastocytosis (SM), there is an increased frequency of BM NCP4s, NCP6s, and all downstream CD45RA-negative neutrophil
progenitors, suggesting their expansion in CML pathogenesis. Taken together, our data advance our knowledge of human
neutropoiesis.
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INTRODUCTION
According to knowledge recently acquired by scRNA-seq studies
and clonal tracking analysis [1, 2], hematopoiesis is currently
believed to occur as a continuous process along developmental
trajectories, without going through discrete hierarchic progeni-
tor populations [3, 4]. In this context, the use of cutting-edge
technologies has also expanded our knowledge of neutropoi-
esis, especially in relation to very immature neutrophil pre-
cursors, which likely correspond to the generically defined
CD34+/CD34+/dim/CD34- myeloblasts, but that have never been
correctly characterized [4]. Accordingly, we recently identified
CD34+ and CD34dim/-SSCloCD66b-CD64dimCD115- cells as the

earliest precursors specifically committed to the neutrophil lineage
present in human bone marrow (BM) [5]. These cells, named
neutrophil-committed progenitors (NCPs) and able to generate
neutrophils upon adoptive transfer into humanized mice,
are subdivided into four populations on the basis of their
differential expression of CD34 and CD45RA: CD34+CD45RA-NCP1s,
CD34+CD45RA+NCP2s, CD34dim/-CD45RA+NCP3s and CD34dim/-C-
D45RA-NCP4s [5]. Furthermore, we also provided evidence that
NCPs are more immature than other previously reported CD66b+

neutrophil precursors, including CD66b+CD15+CD49d+CD11b-

ProNeus [6, 7] and Lin-CD66b+CD71+CD117+eNePs and
CD66b+CD71+CD117-PMs without eNePs (PMs w/o eNePs), which,
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according to Hedrick’s group [8, 9], form CD66b+promyelocytes
(PMs).
Herein, we hypothesized that, by progressively increasing the

number of intracellular granules and related content, CD34dim/-C-
D45RA-NCP4s might develop into more mature neutrophil
precursors. Because the latter process is known to increase the
side-scattered light (SSC) parameter [10] detected by flow
cytometry, we decided to very carefully dissect the SSChiCD66b-/+

cells within the low-density cells of the human BM (BM-LDCs). By
doing so, we report the identification and characterization of
previously undescribed SSChiCD66b-NCPs, which we named
NCP5s and NCP6s, both of which are more mature than the
previously described CD34+ and CD34dim/-SSCloCD66b-CD64dim

CD115-NCPs, but more immature than the CD66b+PMs. Moreover,
we report that CD34dim/-SSCloCD66b-CD64dimCD115-NCPs, as well
as SSChiCD66b-NCPs, abnormally accumulate in BM samples from
patients with chronic-phase chronic myeloid leukemia (CP-CML)
but not with systemic mastocytosis (SM).

RESULTS
Identification of novel
Lin-SSChiCD66b-CD11b-CD16-CD64dimCD115-CD117+CD71hi

neutrophil precursors within BM-LDCs
To analyze the phenotype of the SSChiCD66b-/+ cells present within
human BM-LDCs, we assembled an antibody panel that, via flow
cytometry, stains key markers of recently identified neutrophil
precursors, including (i) CD64, CD115, and CD45RA for NCPs [5]; (ii)
CD71 and CD117 for Lin-CD66b+CD71+CD117+eNePs [8, 9]; and (iii)
CD66b, CD16, and CD11b for PMs, myelocytes (MYs), metamyelocytes
(MMs), band cells (BCs), and segmented neutrophils (SNs) [11]. As
shown in Fig. S1A, mature lymphoid and monocytic cells, as well as
CD123+ cells [which include dendritic cell (DC) progenitors and mature
plasmacytoid DCs (pDCs)], were excluded from our analysis (Fig. S1A,
panel IV and panel V) to focus on both mature and immature
granulocytes (Fig. S1A, panel V, alias Fig. 1A, panel I). By doing so, we
confirmed that the previously described NCP1-4s stand within the
SSCloBM-LDCs (as gated in panels VIII, IX, X, and XI of Fig. 1A) [5], which,
therefore, from hereafter will be collectively referred to as SSCloNCPs.
By analyzing the SSChiCD66b+BM-LDCs and SSChiCD66b-BM-LDCs
(Fig. 1A, panel I), after excluded mature CD45hiCD16low eosinophils
(Fig. 1A, panel II) and subsequently gated the CD11b-CD16- cells
(Fig. 1A, panel III), which included conventional PMs (Fig. S1B, middle
panel), we ultimately focused on the CD64dimCD115- cells (Fig. 1A,
panel IV). Interestingly, we divided the latter cell populations into
CD117+CD71hi and CD117-CD71dim/hicells on the basis of their CD71
and CD117 expression (Fig. 1A, panel V). The CD117-CD71dim/hicells
were all CD66b+ (Fig. S1B), while the CD117+CD71hi cells were further
subdivided into CD66b- and CD66b+ cells (Fig. 1A, panel VI), with the
CD117+CD71hiCD66b+ cells corresponding to the previously described
eNePs [9]. Consequently, we concluded that the CD117-CD71dim/hi cells
(Fig. 1A, panel V), which represent the majority of conventional PMs
depleted of CD66b+CD117+CD71hieNePs, correspond to the
CD66b+CD71dim/ hiCD117-PMs w/o eNePs described by Dinh et al. [9].
We next focused on the CD66b-cell populations, which were

predicted to be neutrophil progenitors standing at a maturation level
positioned between SSCloNCPs and eNePs, which we renamed
SSChiCD66b-NCPs because of their Lin-CD64dimCD115- phenotype and
high SSC properties. Characterization of the SSChiCD66b-NCPs revealed
that they are heterogeneous in terms of CD45RA expression (Fig. 1A,
panel VII), with the CD45RA+ cell population being less represented
(0.14 ± 0.02% of the total CD45+ cells, n= 10) than the more abundant
CD45RA- cell population (0.73 ± 0.05%). Furthermore, because of their
Lin-SSChiCD66b-CD11b-CD16-CD64dimCD115-CD117+CD71hi CD45RA+

and CD45RA- phenotypes, which recapitulate the CD45RA+NCP3s
and CD45RA-NCP4s, respectively, we renamed the SSChiCD45RA+ cells
NCP5s (Fig. 1A, panel VII) and the SSChiCD45RA- cells NCP6s (Fig. 1A,
panel VII). A detailed analysis of NCP5s and NCP6s, compared with

NCP3s, NCP4s, eNePs and PMs w/o eNePs, in terms of the expression
levels of markers associated with neutropoiesis revealed that while
CD15 gradually increases from NCP3s to PMs w/o eNePs, CD117
concomitantly and progressively decreases (Fig. 1B). In contrast, while
CD38, CD49d, and CD71 levels were found to remain elevated in all
neutrophil progenitors, with a tendency to decline in PMs w/o eNePs
(Fig. 1B), the SSC parameter was found to increase starting from both
NCP5s and NCP6s, being expressed at the highest levels by PMs w/o
eNePs. Morphologically, NCP5s and NCP6s display variable sizes, round
eccentric nuclei, a basophilic cytoplasm, and visible granules; the latter
are less homogeneously distributed than those observed in PMs
(Fig. 1C). To further contextualize NCP5s and NCP6s in relation to the
human SSChiCD66b+CD15+ CD49d+CD11b- ProNeus [6, 7], which,
according to the recently proposed nomenclature of CD66b+neutrophil
progenitors, represent the most immature progenitors [downstream
followed by the preNeus, ImmatureNeus and MatureNeus [6]], anti-
CD49d antibodies were added to our staining panel. As shown in Fig. 2,
we selected the ProNeus within the SSChiCD66b+ cells of BM-LDCs
according to their phenotype (Fig. 2A, panel II) and, in turn, overlaid
them on the gating strategy used to identify NCP5s and NCP6s
(Fig. 2B). As expected, ProNeus overlapped with the SSChiCD66b+frac-
tion of neutrophil progenitors (Fig. 2B, panel I) and resulted in
a CD11b-CD16- phenotype, i.e., a phenotype corresponding to
conventional CD66b+CD11b-CD16-PMs (Fig. 2B, panel II). Accordingly,
ProNeus also included both CD66b+CD71hiCD117+eNePs and
CD66b+CD71dim/hiCD117-PMs w/o eNePs (Fig. 2B, panels III and IV)
but not CD66b-CD11b-CD16-CD71hiCD117+CD45RA+NCP5s or
CD11b-CD16-CD71hiCD117+CD45RA-NCP6s (Fig. 2B, panels IV-V). In
support of these observations, an overlay of SSChiCD66b-NCPs, ProNeus,
eNePs and PMs w/o eNePs on an SSC versus CD66b plot shows that,
starting from NCP5s and ending at the PM w/o eNePs, neutrophil
precursors gradually increase surface CD66b, which very neatly
distinguishes NCP5s and NCP6s from CD66b+ProNeus, CD66b+eNePs
and CD66b+PM w/o eNePs (Fig. 2C). As expected [12] (Fig. 137), our
experiments demonstrated that ProNeus phenotypically overlapped
with both eNePs and PMs w/o eNePs.

Lin-SSChiCD66b-CD11b-CD16-CD64dimCD115-CD117+CD71hi

CD45RA+NCP5s and Lin-SSChiCD66b-CD11b-CD16-CD64dim

CD115-CD117+CD71hiCD45RA-NCP6s represent neutrophil
precursors
To establish that NCP5s and NCP6s effectively represent
neutrophil-restricted progenitors, they were sorted according to
the gating strategy depicted in Fig. S1C and then cultured in the
presence of SFGc on an MS-5 cell layer, as previously described for
SSCloNCPs [5]. Initial experiments revealed that the viability of the
cells generated by both NCP5s and NCP6s was significantly
greater on day 5 (94.4 ± 2.4% for NCP5s and 93.1 ± 2.2% for
NCP6s) than on day 7 (80.2 ± 9.1% for NCP5s and 69.6 ± 12.6% for
NCP6s), unlike the cells generated by sorted NCP3s and NCP4s
(and used as terms of reference) (Fig. S1D). Hence, NCP5s and
NCP6s treated with SFGc for 5 days mostly differentiated into
CD66b+ cells (89.4 ± 4.4% from NCP5s, 96.3 ± 2.0% from NCP6s,
n= 8) and, exclusively in the case of NCP5s, into a small number
of CD14+ monocytes (5.9 ± 3.9%, n= 8; Fig. 3A, B). The fact that
some monocytes could be recovered as the cell output of SFGc-
treated NCP5s is not surprising since, as previously observed for
SFGc-treated NCP2s and NCP3s [5, 13], CD45RA+ neutrophil
progenitors (such as NCP2s, NCP3s and NCP5s) could be minimally
contaminated by monocyte precursors unavoidably cosorted
owing to their CD64 and CD45RA expression.
Phenotypic analysis of the CD66b+ cells derived from SFGc-

treated NCP5s and NCP6s revealed that these cells belong to the
neutrophil lineage only, as no eosinophils were detected on the basis
of CD9 and CD16 expression (Fig. 3A, B), unlike in the case of control
BM-LDCs (Fig. S1E). Moreover, CD66b+ cells derived from NCP5s and
NCP6s were found to stand at different stages ofmaturation (Fig. 3C),
predominantly consisting of CD66b+CD10-CD11bdimCD16-MYs,
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Fig. 1 Identification of NCP5s and NCP6s in BM-LDCs. A Flow cytometry gating strategy illustrating how to identify Lin-SSChiCD66b-CD11b-CD16-

CD64dimCD115-CD117+CD71hiCD45RA+NCP5 (panel VII, light green gate) and Lin-SSChiCD66b-CD11b-CD16-CD64dimCD115-CD117+CD71hiC-
D45RA-NCP6 (panel VII, red gate) within the SSChiCD45+ cells in BM-LDCs (panel I), after the exclusion of mature CD16-eosinophils (panel II),
mature CD11b+neutrophils (panel III), immature CD64+monocytes (panel IV), CD117-CD71dim/hiPM w/o eNePs (panel V, yellow gate) and
CD71+CD117+CD66b+eNePs (panel VI, blue gate). The bottom panels show the identification of SSClowCD66b-CD34+CD64dimCD115-CD45RA- NCP1s
(panel VIII, orange gate), SSClowCD66b-CD34+CD64dimCD115-CD45RA+ NCP2s (panel IX, green gate), SSClowCD66b-CD34dim/-CD64dimCD115-CD45RA+

NCP3s (panel X, magenta gate) and SSClowCD66b-CD34dim/-CD64dimCD115-CD45RA- NCP4s (panel XI, light blue gate). One representative experiment
(out of 10 performed, with similar results) is shown. B Histograms depicting the expression of CD15, CD38, CD49d, CD71, and CD117, as well as that of
SSC-A, by total CD45+BM-LDC cells, NCP3s, NCP4s, NCP5s, NCP6s, eNePs and PMsw/o eNePs, as defined in panel (A). The data are representative of 1 of 5
independent experiments, with similar results. C Morphology of purified NCPs and PMs. Sorted NCP5s, NCP6, and PMs were stained via the May-
Grunwald procedure
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CD66b+CD10-CD11b+CD16dimMMs, CD66b+CD10-CD11b+ CD16+
BCs and CD66b+CD10+CD11b+CD16++SNs, in any case at a
relatively higher maturation grade than the CD66b+ cells (consisting
of MMs mainly) derived from NCP3s and NCP4s (Fig. 3C, bottom
panels). Notably, NCP6s were found to generate significantly more
SNs than NCP5s (Fig. 3D), indicating that they are more mature.
Moreover, even though NCP5s and NCP6s collectively presented
lower proliferation rates than did NCP3s and NCP4s (Fig. 3D), NCP5s
and NCP3s were more proliferative than were NCP6s and NCP4s,
respectively (Fig. 3E).
To further support their unilineage commitment, we incubated

both NCP5s and NCP6s (with NCP3s and NCP4s as controls) in the
presence of the SFG cocktail (containing GM-CSF instead of G-CSF)
for 5 days. Under SFG treatment, both NCP5s and NCP6s were
found to mostly differentiate into CD66b+ cells that displayed the
typical CD66b+CD10-CD11bdimCD16- phenotype of MYs (Fig. S2B).
Notably, more CD66b+ cells were detected from NCP6
(86.4 ± 5.9%, n= 8) than from NCP5s (68.6 ± 11.9%), as well as
fewer undifferentiated cells (Fig. S2A). In contrast, NCP3s and
NCP4s were found to generate fewer CD66b+ cells (46.7 ± 3.2%
from NCP3s, 52.6 ± 14.9% from NCP4s, n= 3), predominantly
consisting of CD66b+CD10-CD11b-CD16- PMs (Fig. S2A, B). By
measuring their proliferative capacity, we also observed that both
NCP5s and NCP6s expanded less than did NCP3s and NCP4s under
SFG treatment, with NCP5s manifesting greater proliferative
capacities than NCP6s (Fig. S2C). In these experiments, although
the overall expansive capacity of all NCPs was found to
significantly decrease with respect to SFGc (compare Fig. S3C

with Fig. 3E), differences in the capacity to expand between NCP5s
and NCP3s, as well as between NCP4s and NCP6s, were
maintained (Fig. S2C).
In subsequent experiments, we investigated the respiratory

burst activity, phagocytosis capacity, and cytokine production
ability of CD66b+ cells generated by both NCP5s and NCP6s after
5 days of culture with SFGc (Fig. S3). Confirming their higher grade
of maturity, the CD66b+ cells generated by both NCP5s and
NCP6s were found to release greater amounts of superoxide
anions in response to PMA than those generated by NCP3s and
NCP4s (Fig. S3A). Consistently, CD66b+ cells generated by both
NCP5s and NCP6s were found to phagocytose unopsonized
zymosan, similar to HD neutrophils (Fig. S3B), as well as to produce
and release CXCL8, IL-1ra and BAFF (Fig. S3C). In the latter case, we
observed that in response to LPS, CD66b+ cells generated by both
NCP5s and NCP6s released CXCL8 and IL-1ra at higher levels than
HD neutrophils did (Fig. S3C), which might be explained by the
fact that G-CSF amplifies the production of both cytokines in
neutrophils [14, 15]. Our hypothesis is supported by the fact that
only the CD66b+ cells generated by NCP5s and NCP6s, but not
those generated from HDs, constitutively release BAFF (Fig. S3C),
which is in line with our previous observations in G-CSF-treated
donors [14].
Finally, we evaluated the ability of donor-derived HSCs to

repopulate NCP5s and NCP6s in the BM of allo-HSTC transplant
patients. For this purpose, LD-BMCs were isolated from BM
aspirates collected from the iliac crest on day 21 after
transplantation and then analyzed via flow cytometry to identify

Fig. 2 Phenotypic comparison of ProNeus with NCP5s, NCP6s, eNePs, and PMs w/o eNePs by flow cytometry. A Flow cytometry gating
strategy to identify the ProNeus in SSChiLin-CD45+ cells in BM-LDCs (panel II, green gate) according to their CD66b+CD49d+CD11b-

phenotype. B Plots showing how ProNeus (green dots as defined in A) overlay PMs w/o eNePs (yellow gate), eNePs (blue gate), NCP5s (light
green gate) and NCP6s (red gate), as defined by the gating strategy illustrated in Fig. 1. C Contour plot overlays highlighting the differences
among NCP5s, NCP6s, eNePs, PM w/o eNePs and ProNeus in terms of the SSC-A parameter and CD66b expression. The data are representative
of 1 of 4 independent experiments, with similar results
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NCPs. As shown in Fig. S3D, we detected donor-derived NCP5s
and NCP6s among the reconstituted cells, including mature
neutrophils, in the BM of patients. These findings indicate that
NCP5s and NCP6s are derived from donor-derived HSCs and that,
in turn, they contribute to the generation of mature neutrophils in
an in vivo human model.

RNA-seq experiments confirmed that NCP5s and NCP6s
precede conventional PMs during neutropoiesis
Studies utilizing bulk gene expression profiling techniques,
including microarray [16] and RNAseq [17], have shown that
transcriptome analyses represent effective methods for determin-
ing the degree of maturation of putative neutrophil progenitors.

Fig. 3 Differentiation of NCP5s and NCP6s into CD66+ cells. A Representative flow cytometry gating strategy used to analyze CD66b+ cells
derived from NCP5s and NCP6s cultured with SFGc for 5 days (n= 10). Plots showing the identification of basophils (bordeaux gate),
monocytes (light blue gate), eosinophils (orange gate) and undifferentiated cells (gray gate), as well as PMs (beige gate), MYs (pink gate), MMs
(light red gate), BCs (red gate) and SNs (dark red gate) within the CD66b+ cells (green gate). B Bar graphs showing the percentages of CD66b+

cells (green contour, mean ± s.e.m. refers to total CD45+ cells, n= 10), eosinophils (orange contour), basophils (bordeaux contour), monocytes
(light blue contour) and undifferentiated cells (gray contour) derived from NCP5s and NCP6s cultured for 5 days with SFGc. C Bar graphs
showing the percentages of CD66b+PMs (beige contour), MYs (pink contour), MMs (light red contour), BCs (red contour) and SNs (dark red
contour) derived from NCP3s, NCP4s, NCP5s and NCP6s cultured for 5 days with SFGc (mean ± s.e.m., n= 5 for NCP3s and NCP4s; n= 10 for
NCP5s and NCP6s). D Bar graph representing the generation of SNs (alias CD10+ cells) from NCP3s, NCP4s, NCP5s and NCP6s treated with
SFGc for 5 days (mean ± s.e.m., n= 5 for NCP3s and NCP4s; n= 10 for NCP5s and NCP6s). E Bar graph displaying the fold expansion of purified
NCP3s, NCP4s, NCP5s and NCP6s treated with SFGc for 5 days (mean ± s.e.m., n= 5 for NCP3s and NCP4s; n= 10 for NCP5s and NCP6s).
D, E Statistical analysis was performed via one-way ANOVA and Tukey’s post hoc test. * = p < 0.05, ** = p < 0.01, *** = p < 0.001
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Hence, we profiled NCP5s and NCP6s, as well as NCP1-4 s,
conventional PMs, MYs, MMs, BCs, and SNs, via bulk RNA-seq. To
identify differentially expressed genes (DEGs) across the various
samples, we applied likelihood ratio tests (LRTs) and obtained a
total of 6900 DEGs. PCA of these DEGs revealed that, on average,
NCP5s clustered with NCP1-4 s more closely than with NCP6s did
and that NCP6s preceded conventional PMs (Fig. 4A) along the
neutrophil maturation trajectory, as confirmed by hierarchical
clustering analysis performed via optimal leaf ordering (OLO)
(Fig. 4B). To more precisely illustrate the transcriptomic differences
among the NCPs only, we performed a new PCA specifically
focused on all NCPs and PMs (Fig. 4C). This new analysis revealed
that NCP1s and NCP2s cluster closely together, being separated
from NCP3s and even more from NCP4s. Along the same
maturation trajectory, both NCP5s and NCP6s are clearly
separated, thus confirming their differences at the transcriptomic
level. By performing K-means clustering of the DEGs, ten gene
modules (m1–m10) were identified among all the samples (Fig. 4D
and Table S3). Their analysis revealed that, similar to NCP1s-NCP4s
but distinct from conventional PMs or downstream neutrophil
precursors, NCP5s and NCP6s express genes belonging to m1,
which is enriched in genes typically associated with immature
cells, such as HOXA9, MYC, SOX4, and KIT (Fig. 4D and Table S3).
Unlike conventional PMs and/or downstream neutrophil precur-
sors, NCP5s and NCP6s also express high levels of m2 and m3
genes, which include not only mRNAs encoding azurophilic
granule (AG) proteins but also those involved in ribosome
assembly and mitochondria formation, two biological processes
associated with very immature neutrophil stages [17, 18]. NCP5s
and NCP6s, together with NCP1s-NCP4s, PMs, MYs, and MMs, also
express m4 and m5 genes, including neutrophil-specific transcrip-
tion factors (i.e., CEBPE and GFI1) and typical neutrophil membrane
markers (i.e., FUT4/CD15). In contrast, m6, including genes
encoding defensins (DEFA1, DEFA3, and DEFA4 being the most
highly expressed), bactericidal proteins (such as LYZ and BPI) and
discrete neutrophil markers (such as CEACAM8/CD66b and CD63),
were found in NCP5s/NCP6s even though they were maximally
expressed at the PM, MY, and MM stages. On the other hand, m7-
m10 genes, including mRNAs encoding gelatinase granule (GG)
proteins (i.e., MMP9, ARG1, CD177 and CTSB), interferon-stimulated
genes (ISGs), NADPH oxidase components (i.e., CYBA and CYBB),
and various receptors (i.e., FCGR3B, FPR1, FPR2, CXCR1 and CXCR2),
were found to be mostly expressed in mature neutrophils but not
(or at very low levels) in NCP5s and NCP6s. In summary,
comparative transcriptomic analysis of NCP5s and NCP6s with
other neutrophil precursors clearly revealed NCP5s and NCP6s
immediately after SSCloNCPs and prior to conventional PMs during
neutropoiesis.

The mRNA expression profiles of granule proteins function as
distinctive criteria for identifying NCP5s and NCP6s
By analyzing the mRNA expression levels of granule proteins in all
our samples, we found that the expression of AG genes was
elevated in SSCloNCPs, peaked in NCP6s, PMs, and MYs, and
subsequently declined (Fig. 5A). However, a more detailed analysis
based on their transcript levels revealed that AG genes can be
divided into two groups (Fig. 5B, top panel): (i) a group including the
AZU1, CTSG, ELANE, MPO and PRTN3 genes, which are already
expressed in both NCP1s/NCP2s, progressively increase in both
NCP3s/NCP4s, reach their maximal expression in NCP5s and NCP6s
and then gradually decrease; (ii) a second group that instead
includes defensins and BPI genes which, even if present in AG, are
expressed starting from NCP5s and NCP6s, reach their maximal
expression in PMs and then decrease at later stages of neutrophil
maturation. We observed that the majority of the SG genes was not
expressed in SSCloNCPs (Fig. 5A, middle panels, and B), whereas only
a few (such as CEACAM8, OLFM4 and ARG1) started to be transcribed
in NCP5s and NCP6s (Fig. 5B, middle panel and bottom panels).

Nonetheless, SG genes were found to reach their maximal
expression at the MY and MM stages and then to decrease in more
mature stages (Fig. 5A, B, middle panels). Finally, we found that GG
genes are absent in all NCPs, including NCP5s and NCP6s, but, as
previously described [17, 19], they start to be transcribed at the MY
stage, reaching their maximal expression in BCs (Fig. 5A, B, bottom
panels).
By immunocytochemistry (ICC) experiments, we found that

both NCP5s and NCP6s were positive for elastase (Fig. 5C, D), and
that NCP5s (16%), and at relatively high levels (35%) NCP6s,
started to express α-defensins (Fig. 5C, D). In the latter case, we
reported that NCP1s/NCP2s are completely negative for defensins
and that NCP3s/NCP4s display a low percentage of weakly positive
cells [5], in contrast to the 80% conventional PMs found to
strongly express α-defensins (Fig. 5C, D). Arginase, which is
commonly associated with GG proteins, was expressed (albeit at
low levels) in NCP5s and (more) in NCP6s (Fig. 5C, D), which is in
line with the mRNA data. In contrast, arginase was positive in all
PMs, with over 50% of them displaying strong positivity (Fig. 5C, D).
Overall, these data confirm that the process of neutrophil
differentiation is intricately linked to the kinetics of granule
protein synthesis. According to our data, both NCP5s and NCP6s
result in the neutrophil differentiation stage in which α-defensins
start to be expressed at both the mRNA and protein levels.

NCP6s are derived either directly from NCP4s or indirectly
from NCP3s via NCP5s
Next, we investigated which progenitors NCP5s and NCP6s
originate from. Previously, we showed that NCP4s are derived
either directly from NCP1s or indirectly from NCP2s via NCP3s. We
thus concluded that NCP3s must directly mature into NCP4s to
subsequently generate PMs [5]. Thus, the identification of NCP5s
as SSChiCD66b-CD45RA+ cells is inconsistent with our previous
conclusions about NCP3s and consequently suggests that addi-
tional maturation pathways are likely involved. Consistently, we
also showed that the full downregulation of CD45RA expression
by CD66b-CD45RA+NCP3s to become PMs (98.9 ± 0.1% (n= 10) of
which are CD45RA- cells), starts after 2 days and is fully completed
after 7 days of culture in SFGc [5]. Therefore, we hypothesized that
(i) there might be a fraction of NCP3s that, by maintaining CD45RA
expression, generate NCP5s, which, in turn, generate NCP6s by
downregulating CD45RA, and (ii) NCP4s can directly generate
NCP6s. To test whether our hypotheses were correct, we sorted
both NCP3s and NCP4s and cultured them on MS-5 cells with SFGc
for 2, 3, 5, and 7 days before harvesting the generated cells for
flow cytometry analysis. As expected [5], SFGc-treated NCP3s were
found to differentiate into CD66b+ cells by gradually down-
regulating CD45RA and CD117 and, conversely, by expressing
conventional neutrophil lineage markers such as CD11b, CD15,
and CD66b (Fig. 6A, top panels). In contrast, NCP4s never
expressed CD45RA during maturation (thus proving that they
could never become NCP5s) but rather gradually expressed
conventional neutrophil lineage markers (Fig. 6A, bottom panels).
Next, since the increase in SSCs detected in neutrophil progenitors

directly gated from freshly obtained BM-LDCs was not mirrored by
those that matured in vitro (please compare Fig. 6B with Fig. 1B), we
took advantage of the CD66c marker to clearly distinguish NCP5s and
NCP6s generated in vitro from themore immature NCPs. In fact, starting
from NCP3s and NCP4s, CD66c (encoded by the CEACAM6 gene) was
found to be differentially expressed between NCP3s and NCP4s/NCP5s
and NCP6s at both the mRNA (Fig. 6C) and protein levels (Fig. 6D, left
panel). Moreover, in combination with CD45RA, CD66c was also found
to discriminate CD45RA+CD66c-NCP3s from CD45RA-CD66c+/-NCP4s
and CD45RA+CD66c+/–NCP5s from CD45RA-CD66c++NCP6s (Fig. 6D,
right panel). Therefore, on the basis of CD66c and CD45RA expression,
we demonstrated that the cells generated from NCP3s on day 3 were
CD66b-CD11b-CD71+CD117+ and either CD45RA+ or CD45RA- (Fig. 6A
and panel III of Fig. 6E). The CD45RA+ fraction was found to display a
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Fig. 4 RNA-seq experiments revealed that NCP5s and NCP6s precede conventional PMs during neutropoiesis. A PCA scatter plot based on the
DEGs identified from bulk RNA-seq analyses of NCP5s (light green) and NCP6s (red) as well as NCP1s (orange), NCP2s (green), NCP3s
(magenta) and NCP4s (turquoise), PMs, MYs, MMs, BCs and SNs (n= 3–6). B Developmental paths of NCPs and other CD66b+ cells
computationally determined from bulk RNA-seq datasets via the optimal leaf ordering (OLO) algorithm. C PCA scatter plot (as in panel A)
focused exclusively on all NCPs and PMs. D Heatmap displaying the expression patterns of the gene modules (m1–m10) resulting from the
k-means analysis of DEGs identified among the various neutrophil-lineage cells. The median gene expression levels of the biological replicates
were calculated, and the data were represented as z scores. The relevant genes for each module are listed on the right
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Fig. 5 Transcriptional and immunocytochemical analyses of the expression profiles of representative azurophilic, specific, and gelatinase
granule proteins in NCP5s and NCP6s. A Box plots showing the distribution of mRNA expression levels [log2(FPKM+ 1)] of genes associated
with AG, SG and GG. The box plot shows the median with the lower and upper quartiles representing the 25th to 75th percentile range and
whiskers extending to the 1.5 × interquartile range (IQR). LOESS fitting of the data with a relative confidence interval is represented by a blue
line with a shadow area. B Heatmaps showing the expression levels of selected genes encoding typical azurophilic, specific, and gelatinase
granule proteins. The median gene expression levels of the biological replicates (n= 3--6) were calculated, and the data were represented as z
scores. C, D Expression of antigenic elastase (ELANE), α-defensins (DEFAs) and arginase-1 (ARG1) by immunocytochemical staining of NCP5s,
NCP6s and PMs. C Four representative stained cells for each cell population are shown. Original magnification, ×600. D Stacked bar graph
displaying the percentage of cells showing negative (white), weakly positive (green), or strongly positive (blue) immunocytochemical staining
for ELANE, DEFA and ARG1 by specific antibodies
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Fig. 6 Evidence for the ability to generate both NCP5s and NCP6s via NCP3s and NCP6s via NCP4s. Flow cytometry histograms displaying the
CD45RA, CD117, CD11b, CD15, and CD66b expression levels (A), as well as the SSC-A parameter (B), of the cells derived from NCP3s and NCP4s
cultured with SFGc for 0, 2, 3, 5, and 7 days. The data are representative of 1 out of 4 independent experiments performed with similar results.
C Box plots illustrating CD66c mRNA expression levels in NCP3s (n= 6), NCP4s (n= 6), NCP5s (n= 3), and NCP6s (n= 3). The box plot shows
the median with the lower and upper quartiles representing the 25th to 75th percentile range and whiskers extending to the 1.5X
interquartile range (IQR). D Flow cytometry histograms showing CD66c and CD45RA expression by NCP3s, NCP4s, NCP5s, and NCP6s within
BM-LDCs. One representative experiment out of 4 is shown. E Flow cytometry plots displaying the generation from NCP3s of
CD66b-CD71+CD117+CD45RA+CD66c-/+NCP5s (green gate and histogram filled in green), CD66b-CD71+CD117+CD45RA-CD66c++NCP6s (red
gate and histogram filled in red) after 3 days, and CD66b-CD71+CD117+CD45RA-CD66c+/- NCP4s (histogram with dotted line in light blue)
after 2 days. Flow cytometry plots displaying the generation of CD66b-CD71+CD117+CD45RA-CD66c++ NCP6s from either NCP4s (F) or NCP5s
(G) after 2 days of culture with SFGc. Panels IV of (E–G) display CD66c expression (dotted black lines) by freshly isolated (T0) NCP3s, NCP4s and
NCP5s used as internal controls. E–G Representative data from 3 experiments with similar results are shown
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phenotype compatible with CD45RA+CD66c+/-NCP5s (panel IV of
Fig. 6E), whereas the CD45RA- fraction was compatible with the
CD45RA-CD66c++phenotype recalling NCP6s (panel V of Fig. 6E).
Importantly, the cells generated from NCP3s on day 2 displayed the
CD45RA-CD66c+/- phenotype, which resembled NCP4s (panel VI of
Fig. 6E), whereas those generated from SFGc-treated NCP4s on day 2
corresponded to the CD45RA-CD66c++NCP6s (panel IV of Fig. 6F).
Finally, upon treatment with SFGc for 2 days, NCP5s start to
downregulate CD45RA and upregulate CD66c expression to ultimately
acquire the CD45RA-CD66c++ phenotype of NCP6s (panel IV of Fig. 6G).
Collectively, these data show that NCP3s, in part, mature into

CD45RA-NCP6s via NCP4s and, in part, maintain CD45RA expres-
sion to become NCP5s before ultimately converging into NCP6s
and then to PMs. Finally, the data also show that freshly isolated
NCP4s directly and exclusively mature into NCP6s.

NCP4s and NCP6s accumulate in the BM of chronic-phase
chronic myeloid leukemia (CP-CML) patients but not in those
with systemic mastocytosis (SM)
CP-CML is a chronic myeloproliferative disorder characterized by a
dramatic increase in the number of peripheral white blood cells
(WBCs) (i.e., higher than 1010/L), which mainly reflects a remarkable
increase in the absolute number of neutrophils [20, 21], as also
observed in our cohort of first-diagnosed patients investigated
before therapy (Fig. S4A). In contrast, neutropoiesis is unaffected in
SM, which is the most common form of mastocytosis diagnosed in
adults; the latter disease results from the clonal proliferation of mast
cells in extracutaneous organs, including the BM [22]. In fact,
individuals affected by SM display a normal number of circulating
neutrophils [23], as was also observed in our patient cohort
(Fig. S4A). Therefore, we asked whether NCPs are detectable in the
BM of CP-CML (or SM) patients and, if so, whether their frequency is
altered. By utilizing the previously described gating strategies
(Figs. 1A and 3), all NCPs and downstream PMs, MYs, MMs and BCs
from both CP-CML (n= 13) and (as controls) SM (n= 6) patients
could be identified unequivocally (Fig. 7A, B). Notably, the BM of CP-
CML patients was found to contain, in general, greater numbers of
neutrophil precursors than the BM of both SM patients and HDs
(n= 8) (Fig. 7A, B). More specifically, the frequencies of NCP6s, PMs,
MMs and BCs related to the total number of CD45+BM-LDCs in the
BM of CP-CML patients were significantly greater than those in the
BM of HDs or SM patients (Fig. 7A, B). Moreover, when the
frequencies of SSCloNCPs in the BM of CP-CML patients were related
to CD34+CD34dim/- cells, the number of SSCloCD45RA-NCP4s was
significantly greater than that in the BM of HDs (Fig. 7C) or SM
patients (Fig. S4B). Importantly, we also confirmed previous
observations [24, 25] on the significant decrease in cGMP from
the BM of CP-CML patients compared with the BM of HDs (Fig. 7D,
left panel) or SM patients (Fig. S4C, left panel), which we found to be
accompanied by parallel, significantly diminished frequencies of
monocyte progenitors (cMoPs) and monocyte‒dendritic progeni-
tors (MDPs) (Fig. 7E, left panel; Fig. S4C, right panel). Even NCP2s
were found to be significantly decreased in the BM of CP-CML
patients (Fig. 7C), as expected given their inclusion within cGMPs [5].
For the final experiments, FFPE BM samples from HDs and CP-

CML patients were subjected to consecutive immunostaining for
CD45RA, CD34, IRF8, MPO, CD66b and α-defensins (DEFAs) to
identify NCPs. IRF8 and MPO staining were used to replace CD115
and CD64, respectively, since the latter antigens could not be
properly detected by IHC. In both BM samples from HDs and CP-
CML patients (panels E, F of Fig. S4), we could clearly identify
CD45RA-CD34-IRF8-MPO+CD66b-DEFA-, CD45RA+CD34-IRF8-MPO+

CD66b-DEFA+, and CD45RA-CD34-IRF8-MPO+CD66b-DEFA+ cells
that, according to our flow cytometry and ICC data (Figs. 1A,
5C, D), likely correspond to SSCloCD45RA-NCP4s (light blue
asterisks in panels F, G of Fig. 7), SSChiCD45RA-NCP5s (green
asterisks in panels F of Fig. 7) and SSChiCD45RA-NCP6s (red asterisks
in panels F, G of Fig. 7). Notably, both SSCloCD45RA-NCP4s and

SSChiCD45RA-NCP6s, but not SSChiCD45RA-NCP5s, were more
abundant in the BM of CP-CML patients than in that of HDs
(Fig. 7F, G), which is in line with the data shown in Fig. 7A–C.
Interestingly, both NCP4s and NCP6s may be in direct contact with
each other and form clusters in the BM section of the CP-CML
patient (Fig. 7G). NCP4s under mitosis are also shown in panel F of
Fig. S4.

DISCUSSION
This study reports the identification and characterization of two
new SSChiCD66b-neutrophil-committed progenitors (NCPs), which
we named NCP5s and NCP6s, which are consistent with our
previously described SSCloNCPs [5]. In fact, NCP5s and NCP6s were
found to be either CD45RA+ or CD45RA- cells, thus reflecting,
respectively, CD34+CD45RA+NCP2s/CD34dim/-CD45RA+NCP3s and
CD34+CD45RA-NCP1s/CD34dim/-CD45RA-NCP4s. By several criteria,
we demonstrate that, during neutropoiesis, NCP5s and NCP6s
follow NCP4s but immediately precede the CD66b+CD11b-

CD16-PMs, as depicted by the scheme proposed in Fig. 8, which
includes all recently reported CD66b- and CD66b+ neutrophil
progenitors. In fact, by standardizing our experimental settings
with those from previous studies [9] and hence including anti-
CD117 and anti-CD71 antibodies in our antibody panel, we
confirmed not only that eNePs and the PM w/o eNePs form PMs
{as proposed by Hedrick’s group [9]} but also that eNePs and the
PM w/o eNePs express higher levels of neutrophil maturation
markers (such as CD15 and CD66b) than NCP5s and NCP6s do.
Moreover, by reproducing the criteria used by Ng and colleagues
to classify neutrophil progenitors according to their CD49d
expression [7], we confirmed recent data from the same Ng
et al. group on the correspondence between SSChiCD66b+CD15+

CD49d+CD11b- proNeus and conventional CD66b+CD11b-CD16-

PMs [12] (Fig. 137). However, since eNePs, PMs without eNePs and
proNeus are all CD66b+ cells, they must cluster at later stages of
neutropoiesis than CD66b-NCP5s and CD66b-NCP6s do. Moreover,
in support of the notion that NCP5s and NCP6s are more mature
than the SSCloNCPs are a series of in vitro differentiation
experiments demonstrating that, as predicted by their immuno-
phenotype, after 5 days of culture in SFGc they generate CD66b+

cells at different stages of maturation undoubtedly more mature
than those derived from NCP3s and NCP4s. Similar results were
observed when SFG (which replaces G-CSF with GM-CSF) was used
as a differentiation cocktail [5], although the generated CD66b+

cells were less differentiated and in lower numbers. Nonetheless,
the unilineage commitment by NCP5s and NCP6s was, again,
further supported. Notably, CD66b+ cells generated by NCP5s and
NCP6s were found to function like HD neutrophils according to
experiments evaluating their respiratory burst activity, phagocy-
tosis capacity, and cytokine production ability.
We could then establish that SSChiCD45RA+NCP5s are slightly

more immature than SSChiCD45RA- NCP6s for the following reasons:
(i) NCP5s display a lower SSC (likely reflecting a stage of insufficient
granule production) and lower CD15 levels than NCP6s; (ii) NCP5s
were found to expand slightly more than NCP6s in in vitro
differentiation experiments, as well as to generate fewer segmented
CD10+ neutrophils than NCP6s; and (iii) by immunohistochemistry,
NCP5s contain less α-defensin and arginase than NCP6s do. The fact
that NCP5s and NCP6s directly follow NCP4s, with NCP6 being
slightly more mature than NCP5s and preceding the conventional
PMs, was also demonstrated by the transcriptomic results.
Accordingly, transcriptomic characterization of SSChiCD66b-NCPs
revealed a very high expression of AG genes (such as ELANE, MPO,
and AZU1), as well as of α-defensins, compared with that of
SSCloNCPs. Notably, in past studies involving density gradient
separation of neutrophil granules and electron microscopy, two
types of AGs were observed on the basis of their content of
α-defensins: defensin-rich and defensin-poor granules [26]. It was
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suggested that defensin-poor AGs are characteristic of less mature
neutrophil progenitor stages, whereas defensin-rich AGs distinguish
more mature neutrophil progenitor stages [27]. Our results align
with this hypothesis, since antigenic α-defensins were detectable in
NCP6s at higher levels than in NCP5s. Moreover, in a study in which
we analyzed the gene expression profiles of neutrophil precursors
from a patient with a nonsense mutation in SMARCD2, we detected

a significant impairment in α-defensin mRNA expression, whereas
the transcription of other AG proteins, such as MPO and ELANE, was
normal [28]. In this context, neutrophils from patients with
mutations in CEBPE, a transcription factor that interacts with
SMARCD2 and is crucial for neutrophil maturation, also exhibit
impaired expression of α-defensins [29]. On the basis of these two
findings, we speculate that NCP5s and, more likely, NCP6s represent

Fig. 7 Flow cytometry and immunohistochemistry analysis of neutrophil progenitors in the BM-LDCs of HDs, CP-CML patients, and SM
patients. A Frequencies of NCP1s, NCP2s, NCP3s, NCP4s, NCP5s, NCP6s, PMs, MYs, MMs and BCs in CD45+ bone marrow-low density cells (BM-
LDCs) from HDs (n= 8, gray line), CP-CML patients (n= 13, blue line) and SM patients (n= 6, light yellow). B Bar graph highlighting NCP5s and
NCP6s, as reported in panel (A), from HDs (gray contour) and CP-CML patients (blue contour) in CD45+BM-LDCs. C Bar graph showing the
frequency of NCP1s, NCP2s, NCP3s, and NCP4s in the narrower area defined as CD34+/CD34dim/- cells in HDs (n= 8, gray contour) compared
with those in CP-CML patients (n= 15, blue contour). D, E Bar graph showing the frequency of cGMPs, cMoPs and MDPs in CD34+/CD34dim/-

cells from HDs (n= 8, gray contours) compared with those from CP-CML patients (n= 14, blue contours). A, C, D Data are presented as the
means ± s.e.m.s. Statistical analysis was performed via the Mann‒Whitney test. * = p < 0.05, ** = p < 0.01, *** = p < 0.001, **** = p < 0.0001.
Human FFPE BM sections from (F) HDs (n= 3) and (G) CP-CML patients (n= 3) were immunostained as indicated. Fewer neutrophil precursors
(based on larger and round nuclei) are found in normal tissue than in CP-CML tissue. Numerous NCP4s and NCP6s are instead identifiable in
BM CP-CML, as indicated by the colored asterisks (turquoise for NCP4, green for NCP5 and red for NCP6)
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neutrophil progenitors in which SMARCD2 and CEBPE likely begin
to function and promote the transcription of α-defensins and other
SG and GG proteins, such as LTF, LCN2 and MMP8.
In another series of experiments, we focused on identifying the

neutrophil precursors generating SSChiCD45RA+NCP5s and SSChiC-
D45RA-NCP6s. Since the SSC parameter could not be exploited in
in vitro differentiation experiments, we took advantage of the CD66c
marker. In fact, together with CD45RA, CD66c expression was found
to distinguish NCP3s from NCP4s, NCP4s from NCP5s, and NCP5s
from NCP6s unequivocally. By doing so, we revealed that NCP3s, in
part, mature into CD45RA-NCP6s via NCP4s and, in part, generate
CD45RA+NCP5s by maintaining CD45RA expression. NCP5s, in turn,
generate NCP6s by downregulating CD45RA. We also revealed that
NCP4s, owing to their inability to upregulate CD45RA, can generate
only NCP6s. Interestingly, we found that the progeny of NCP3s
was composed of CD45RA+CD66c+/-NCP5s and CD45RA-CD66c++

NCP6s after three days of culture, whereas the progeny of NCP4s was
found to completely consist of CD45RA-CD66c++NCP6s after two
days of culture. These types of kinetics support the hypothesis that
the generation of NCP6s, while occurring directly from NCP4s,
requires more complex steps from NCP3s, including their maturation
into NCP4s. These findings support our previous data [5] on the
existence of two differentiation pathways that, in the very early
phases of neutropoiesis, converge to the PM (see Fig. 8): one that
likely starts from CD45RA-NCP1s and that proceeds via NCP4s and
NCP6s; the other, likely starting from CD45RA+NCP2s, proceeding via
CD45RA+NCP3s and CD45RA+NCP5s, the latter originating from
CD45RA-NCP6s. While the first pathway, even though unexpected
given that it does not initiate from classic CD45RA+GMPs but rather
from CD45RA-NCP1s [5], is much easier to comprehend, the second
path is more complex because it assumes that NCP3s partly mature
into NCP4s and partly into NCP5s. Our results indicate that the
downregulation of CD45RA expression that occurs during neutrophil
maturation is a much more complex and gradual process than
assumed. The biological meaning(s) of the two maturation cascades
converging into the PMs is still unknown. Since CD45RA+ cells tend to
be more immature than CD45RA- cells are, we speculate that the
former cells are localized in hematopoietic niches that are distant
from vessels, unlike the CD45RA- cells, which we foresee to be
promptly available for mobilization.
Finally, and not surprisingly, we detected a general expansion of

neutrophil progenitors in BM samples from patients with CP-CML
at first diagnosis and without treatment, but not from SMs, via
flow cytometry experiments. More notably, and confirmed by
immunostaining experiments, we found that such expansion
starts at the level of the SSCloCD45RA-NCP4s, involves the
SSChiCD45RA-NCP6s but not the SSChiCD45RA+NCP5s, and

continues through the entry of more differentiated neutrophil
progenitors. Although these comparisons have been made
between cohorts of different ages, these data are consistent with
previous observations suggesting that the accumulation of
neutrophil progenitors, which typically characterize CP-CML
patients, specifically affects intermediate and later maturation
compartments [30]. Further experiments are necessary to establish
whether CML NCPs exhibit greater proliferative, survival, and
differentiation capacity than HD NCPs do, as well as whether CML
CD45RA-NCPs do the same versus CD45RA+ NCPs do. None-
theless, the fact that it is possible to isolate and work on NCPs
from pathological samples implies that, in the future, NCPs might
be manipulated for potential therapeutic use.

MATERIALS AND METHODS
Isolation of cells from human bone marrow (BM)
HDs for BM samples (n= 21) were selected either by the Italian BoneMarrow
Donor Registry (IBMDR) for unrelated recipients or by related donors of
patients undergoing allogeneic transplants at our institution. Samples were
obtained during BM harvest from the iliac crest upon Institutional Ethical
Committee approval and patient informed consent. Importantly, none of our
donors had undergone G-CSF treatment for BM donation. BM samples from
CP-CML patients at first diagnosis and before therapy (n= 16), as well as
from SM patients with BM involvement (n= 7) (Table S1 for patient
characteristics), were obtained as part of diagnostic sampling upon local
ethical committee approval. Briefly, the first 1.5–2ml of fresh BM samples
were collected under aseptic conditions in a heparinized sterile syringe,
processed in endotoxin-free polypropylene tubes (Greiner bio-One,
Kremsmüster, Austria), and subjected to density gradient centrifugation in
low endotoxin Ficoll-Paque PLUS (Cytiva, Marlborough, MA, USA) to
eliminate mature neutrophils and red cells. Hemodilution of BM samples
was always excluded by verifying that the percentage of mature neutrophils
never reached 20%. After centrifugation, BM low-density cells (BM-LDCs)
were collected and either immediately processed for flow cytometry analysis
or suspended in “culture medium” [αMEM growth medium (Corning Inc.,
Corning, NY, USA) supplemented with 10% low-endotoxin FBS ( < 0.5 EU/ml,
Sigma‒Aldrich, St. Louis, MO, USA) and 1% pen/strep] to be finally
distributed into tissue-6-well culture plates (Corning) at 107 cells/ml and
then [5] preincubated for 20 h at 37 °C under 5% CO2 before use, as
previously described. For selected experiments, BM samples from patients
subjected to alloHSTC were obtained on day +21 (n= 3), i.e., when
hematopoiesis was actively reconstituting from the donor-derived HSCs.

Flow cytometry and fluorescence-activated cell sorting
experiments
For flow cytometry experiments, BM-LDCs were harvested, counted and
resuspended in 100 μl of “staining buffer” [PBS (Corning) plus 2% FBS and
2mM EDTA (Sigma‒Aldrich)] to be subsequently incubated for 10min in the
presence of 5% pooled, heat-inactivated, human serum (HS). Then, the cells

Fig. 8 Our current model concerning the early phases of human neutropoiesis. The identification of SSChiCD66b-CD45RA+NCP5s and
SSChiCD66b-CD45RA-NCP6s (boxed in red in the scheme) allows us to update our proposed model of human neutropoiesis [4]. At its very early
stages, in fact, neutropoiesis includes SSCloNCPs (i.e., NCP1s, NCP2s, NCP3s, NCP4s), then SSChiNCPs (i.e., NCP5s and NCP6s), followed by eNePs
and PM w/o eNePs (that form the PM), as depicted in the scheme. The arrows define the differentiation hierarchies of the individual NCPs to
the PM
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were stained for 30min on ice with fluorochrome-conjugated monoclonal
antibodies (mAbs, listed in Table S3) and analyzed with an 18-color
FACSAriaIII Fusion™ cell sorter (BD, Franklin Lakes, NJ, USA). For fluorescence-
activated cell sorting of NCP3s, NCP4s, NCP5s, and NCP6s, 5–10 × 107 BM-
LDCs were resuspended at 108/ml, labeled with fluorochrome-conjugated
mAbs (listed in Table S2) for 45min at 4 °C (in the dark), washed and
resuspended in staining buffer at 3 × 107/ml, and ultimately filtered through
a 35-µm nylon mesh. The cells were finally sorted by using a FACSAriaIII
Fusion™ cell sorter (BD) equipped with an 85-µm nozzle, immediately
centrifuged, resuspended in αMEM, counted, and used for experiments. For
differentiation experiments, cells generated from SFGc-treated NCP3s,
NCP4s, NCP5s and NCP6s were harvested at the time points indicated in
the text, resuspended in 50 μl of “staining buffer,” labeled with
fluorochrome-conjugated mAbs (listed in Table S2) for 30min at 4 °C (in
the dark), and then analyzed with a MACSQuant16 Analyzer flow cytometer
(Miltenyi Biotec, Bergisch Gladbach, Germany). FlowJo software v.10.10 was
used for data analysis. For the selected experiments, a number of sorted cells
were lysed in RLT buffer (Qiagen, Venlo, the Netherlands) for RNA extraction.

In vitro differentiation assay and cell viability
To assess their differentiation potential, sorted NCP3s, NCP4s, NCP5s, and
NCP6s were cultured on the MS-5 stromal cell line (ACC 441, Leibniz-
Institut DSMZ, Braunschweig, Germany) according to established protocols
[31]. Briefly, the day before the coculture experiments, MS-5 cells cultured
in αMEM at 95% confluence were incubated with 10 µg/ml mitomycin C
(Sigma‒Aldrich) for 3 h at 37 °C. After treatment with 0.05% trypsin/EDTA
(Corning), MS-5 cells were collected and resuspended in αMEM at
0.25 × 106/ml to be finally seeded in round-bottom 96-well tissue culture
plates for 24 h. Then, 1–3 × 103 sorted BM progenitors were resuspended
in 100 μl of αMEM, seeded on top of MS5-containing cells and incubated,
as previously described [5], with SFGc [i.e., a cocktail of 20 IU/ml FLT3L
(Miltenyi Biotec), 10 IU/ml SCF (Miltenyi Biotec), and 6500 IU/ml G-CSF
(Myelostim, Italfarmaco Spa)] or SFG [FLT3L, SCF, and 100 IU/ml GM-CSF
(Miltenyi Biotec)]. Cells derived from neutrophil progenitors were then
harvested from the MS-5 cells at the time points indicated in the text and
then prepared for flow cytometry staining. The viability of BM-LDCs and
NCP-derived cells was assessed via SYTOX Blue and the SytoxAADvanced
Dead Cell Stain Kit (Invitrogen, Waltham, MA, USA), respectively.

RNA-seq and data availability
Total RNA was extracted via the RNeasy Mini Kit (Qiagen) after cell lysis.
Libraries for transcriptome analysis were prepared via the Smart-seq2
protocol [32] starting from 2 ng of total RNA and then sequenced on the
Illumina NextSeq 500 in single-read mode (1 × 75 cycles) at the Centro
Piattaforme Tecnologiche of the University of Verona. This study also
utilized additional bulk RNA-seq datasets previously generated by Smart-
seq2 [5], which were downloaded from the Gene Expression Omnibus
database [33] (http://www.ncbi.nlm.nih.gov/geo/) under the accession
number GSE164687. The computational analysis was conducted via a
previously described bioinformatics pipeline [5], with slight modifications.
Gene counts were normalized among various samples via DESeq2 [34], and
only genes coding for proteins and long noncoding RNAs were retained for
downstream analysis. DEGs were identified via DESeq2, with a selection
parameter adjusted P value lower than 0.01 and a likelihood ratio test 36.
PCA was performed on the DEGs via the Bioconductor/R package
pcaExplorer v.2.10.0. To infer the developmental path of neutrophils, we
used hierarchical clustering with Euclidean distance and Ward’s method,
followed by optimal leaf ordering via the R package seriation, v.1.2-9 [35].
The raw datasets generated in this study have been submitted to the Gene
Expression Omnibus (GEO) database [33] (http://www.ncbi.nlm.nih.gov/
geo.) and are available under the accession number GSE274002.

Measurement of O2
− production, phagocytosis, and cytokine

release
Freshly isolated HD neutrophils and cells generated from NCP3s, NCP4s,
NCP5s, and NCP6s cultured for 5 d with SFGc were washed and then
resuspended at 2.5 × 105/ml in HBSS supplemented with 10% FBS containing
1mM CaCl2 and 5mM glucose. O2

− production in response to 20 ng/ml
phorbol-myristate acetate (PMA, Sigma‒Aldrich) was determined via a
cytochrome C reduction assay [36]. Phagocytosis was evaluated by
incubating 2.5 × 104 cells/100 μl in the presence of 20 μg/ml unopsonized
zymosan particles in flat-bottom 96-well tissue culture plates at 37 °C (as well
as at 4 °C as a control) [5]. After 30min, phagocytosis was terminated by the

addition of excess cold HBSS, after which the cells were recovered and
centrifuged via Cytospin onto slides to be stained via the May-Grunwald
Giemsa procedure and analyzed via an OLYMPUS BX51 microscope
equipped with a U-RFL-T camera. For cytokine production, 2.5 × 104 cells/
100 μl of RPMI 1640 medium (Thermo Fisher Scientific, Waltham, MA, USA)
containing 10% FBS were incubated at 37 °C in the presence or absence of
1μg/ml ultrapure LPS (E. coli 0111:B4 strain, InvivoGen). After 20 h, the
resulting cell-free supernatants were collected and analyzed via commercial
enzyme-linked immunosorbent (ELISA) kits: CXCL8 (Mabtech, Nacka Strand,
Sweden), IL-1ra and BAFF (R&D System, Minneapolis, MN, USA). The lowest
detection limits for these ELISAs are 7.8 pg/ml for CXCL8 and 39.1 pg/ml for
IL-1ra and BAFF.

Immunocytochemistry (ICC) and immunohistochemistry (IHC)
Sorted NCPs and PMs were spotted on polarized slides and immediately fixed
with 95% ethanol for immunostaining with anti-elastase mAb (1:200 dilution,
clone NP57, Agilent Technologies), anti-αdefensin mAb (dilution 1:70, clone
H-2, Santa Cruz Biotechnology) and anti-arginase-1 mAb (1:100 dilution,
clone SP156, Cell Marque), as previously described [5]. Immunostained slides
were photographed via a DP-73 Olympus digital camera and mounted on an
Olympus BX60 microscope (×600 magnification, square side: 20 μm), and
from ten to forty NCP5s, NCP6s, and PMs were scored as strongly positive (=
strong cytoplasmic reactivity), weakly positive (= only a few granules stained/
weak cytoplasmic reactivity), or negative (= no reactivity). FFPE bonemarrow
samples from HDs (n= 3) and CP-CML patients (n= 3) were retrieved from
the archive of U.O. Anatomia Patologica, Spedali Civili di Brescia, and
sequentially immunostained for CD45RA (clone 4KB5, dilution 1:90, Abcam,
#ab755), CD34 (clone QBEND/10, dilution 1:100, Leica Biosystems, #END-L-
CE), IRF8 (clone V3GYWCH, dilution 1:200, Invitrogen, #53-9852-82), MPO
(pAb, dilution 1:4000, Agilent Technologies, #A0398), CD66B (clone G10F5,
dilution 1:200, BioLegend, #305102) and DEFA (clone H-2, dilution 1:3000,
Santa Cruz Biotechnology, #sc-390796). Briefly, 4-micron sections were cut
and mounted on charged slides. Then, the sections were kept in the oven at
60 °C for 10min before being subjected to immunostaining. The sections
were deparaffinized, and methanol plus H2O2 (0.03%) was used to quench
endogenous peroxidase activity. Antigen retrieval was performed before
primary antibody incubation and was different for each antibody according
to evidence from decalcified BM tissue; microwaves 3 × 5min at 750W
(CD66b, CD34, DEFA), 2 × 5min at 750W (MPO), 2 × 5’ at maximumWatt and
3 × 5’ at 750W (CD45RA) or a 98 °C water bath for 40’ (IRF8) were used in
different buffers (pH 6.0 citrate for CD66b and pH 8.0 EDTA for the other
buffers). Novolink polymer (Leica Microsystems) followed by 3-Ammino-9-etil
carbazole (AEC) as a chromogen was used to reveal the reaction. Once the
first immunostaining was terminated, the slides were counterstained with
H&E, mounted and digitalized (Aperio Scanscope CS, Leica Microsystems).
The coverslip was then removed, and the slides were placed in alcohol
(30min to overnight), after which they were allowed to clear (AECs are
alcohol soluble), and a new stain was obtained after antigen retrieval was
performed. The heat treatment terminates cross-reactivity because of the use
of primary antibodies raised from the same species [37].

Statistical analysis
The data are expressed as the means ± s.e.m.s. Statistical evaluation was
performed via one-way analysis of variance (ANOVA) followed by Tukey’s
post hoc test, 2-way ANOVA followed by Tukey’s post hoc test, or the
Mann‒Whitney test. P values < 0.05 were considered statistically signifi-
cant. Statistical analysis was performed with GraphPad Prism version
9 software (GraphPad Software, La Jolla, CA, USA).

Study approval
Human samples were obtained following informed written consent by HD,
CP-CML, mastocytosis and alloHSCT patients. The study was approved by
the Ethics Committee of the Azienda Ospedaliera Universitaria Integrata di
Verona (Italy) (#CMRI/55742).

REFERENCES
1. Karamitros D, Stoilova B, Aboukhalil Z, Hamey F, Reinisch A, Samitsch M, et al.

Single-cell analysis reveals the continuum of human lympho-myeloid progenitor
cells. Nat Immunol. 2018;19:85–97.

2. Weinreb C, Rodriguez-Fraticelli A, Camargo FD, Klein AM. Lineage tracing on
transcriptional landscapes links state to fate during differentiation. Science.
2020;367:eaaw3381.

I. Signoretto et al.

328

Cellular & Molecular Immunology (2025) 22:316 – 329

http://www.ncbi.nlm.nih.gov/geo/
http://www.ncbi.nlm.nih.gov/geo
http://www.ncbi.nlm.nih.gov/geo


3. Velten L, Haas SF, Raffel S, Blaszkiewicz S, Islam S, Hennig BP, et al. Human hematopoietic
stem cell lineage commitment is a continuous process. Nat Cell Biol. 2017;19:271–81.

4. Calzetti F, Finotti G, Cassatella MA. Current knowledge on the early stages of
human neutropoiesis. Immunol Rev. 2023;314:111–24.

5. Calzetti F, Finotti G, Tamassia N, Bianchetto-Aguilera F, Castellucci M, Cane S, et al.
CD66b(-)CD64(dim)CD115(-) cells in the human bone marrow represent
neutrophil-committed progenitors. Nat Immunol. 2022;23:679–91.

6. Evrard M, Kwok IWH, Chong SZ, Teng KWW, Becht E, Chen J, et al. Developmental
analysis of bone marrow neutrophils reveals populations specialized in expan-
sion, trafficking, and effector functions. Immunity 2018;48:364–79.

7. Kwok I, Becht E, Xia Y, Ng M, Teh YC, Tan L, et al. Combinatorial single-cell
analyses of granulocyte-monocyte progenitor heterogeneity reveals an early uni-
potent neutrophil progenitor. Immunity 2020;53:303–18.

8. Zhu YP, Padgett L, Dinh HQ, Marcovecchio P, Blatchley A, Wu R, et al. Identifi-
cation of an early unipotent neutrophil progenitor with pro-tumoral activity in
mouse and human bone marrow. Cell Rep. 2018;24:2329–41.

9. Dinh HQ, Eggert T, Meyer MA, Zhu YP, Olingy CE, Llewellyn R, et al. Coexpression
of CD71 and CD117 identifies an early unipotent neutrophil progenitor popula-
tion in human bone marrow. Immunity 2020;53:319–34.

10. Ding Y, Dulau-Florea AE, Groarke EM, Patel BA, Beck DB, Grayson PC, et al. Use of
flow cytometric light scattering to recognize the characteristic vacuolated mar-
row cells in VEXAS syndrome. Blood Adv. 2023;7:6151–5.

11. Pettinella F, Mariotti B, Lattanzi C, Bruderek K, Donini M, Costa S, et al. Surface
CD52, CD84, and PTGER2 mark mature PMN-MDSCs from cancer patients and G-
CSF-treated donors. Cell Rep. Med. 2024;5:101380.

12. Cossarizza A, Chang HD, Radbruch A, Abrignani S, Addo R, Akdis M. et al.
Guidelines for the use of flow cytometry and cell sorting in immunological stu-
dies (third edition. Eur J Immunol. 2021;51:2708–3145.

13. Signoretto I, Calzetti F, Gasperini S, Bianchetto-Aguilera F, Gardiman E, Finotti G,
et al. Human CD34+ /dim neutrophil-committed progenitors do not differentiate
into neutrophil-like CXCR1+ CD14+ CD16− monocytes in vitro. J Leukoc Biol.
2023;115:695–705.

14. Scapini P, Nardelli B, Nadali G, Calzetti F, Pizzolo G, Montecucco C, et al. G-CSF-
stimulated neutrophils are a prominent source of functional BLyS. J Exp Med.
2003;197:297–302.

15. Montaldo E, Lusito E, Bianchessi V, Caronni N, Scala S, Basso-Ricci L, et al. Cellular
and transcriptional dynamics of human neutrophils at steady state and upon
stress. Nat Immunol. 2022;23:1470–83.

16. Rapin N, Bagger FO, Jendholm J, Mora-Jensen H, Krogh A, Kohlmann A, et al. Com-
paring cancer vs normal gene expression profiles identifies new disease entities and
common transcriptional programs in AML patients. Blood 2014;123:894–904.

17. Grassi L, Pourfarzad F, Ullrich S, Merkel A, Were F, Carrillo-de-Santa-Pau E, et al.
Dynamics of transcription regulation in human bone marrow myeloid differ-
entiation to mature blood neutrophils. Cell Rep. 2018;24:2784–94.

18. Hoogendijk AJ, Pourfarzad F, Aarts CEM, Tool ATJ, Hiemstra IH, Grassi L, et al.
Dynamic transcriptome-proteome correlation networks reveal human myeloid
differentiation and neutrophil-specific programming. Cell Rep. 2019;29:2505–19.

19. Mora-Jensen H, Jendholm J, Fossum A, Porse B, Borregaard N, Theilgaard-Monch
K. Technical advance: immunophenotypical characterization of human neutrophil
differentiation. J Leukoc Biol. 2011;90:629–34.

20. Sawyers CL. Chronic myeloid leukemia. N. Engl J Med. 1999;340:1330–40.
21. Minciacchi VR, Kumar R, Krause DS. Chronic myeloid leukemia: a model disease of

the past, present and future. Cells. 2021;10:117–40.
22. Pardanani A. Systemic mastocytosis in adults: 2023 update on diagnosis, risk

stratification and management. Am J Hematol. 2023;98:1097–116.
23. Reiter A, George TI, Gotlib J. New developments in diagnosis, prognostication,

and treatment of advanced systemic mastocytosis. Blood 2020;135:1365–76.
24. Jamieson CH, Ailles LE, Dylla SJ, Muijtjens M, Jones C, Zehnder JL, et al.

Granulocyte-macrophage progenitors as candidate leukemic stem cells in blast-
crisis CML. N. Engl J Med. 2004;351:657–67.

25. Diaz-Blanco E, Bruns I, Neumann F, Fischer JC, Graef T, Rosskopf M, et al. Mole-
cular signature of CD34(+) hematopoietic stem and progenitor cells of patients
with CML in chronic phase. Leukemia 2007;21:494–504.

26. Rice WG, Ganz T, Kinkade JM Jr, Selsted ME, Lehrer RI, Parmley RT. Defensin-rich
dense granules of human neutrophils. Blood 1987;70:757–65.

27. Cowland JB, Borregaard N. Granulopoiesis and granules of human neutrophils.
Immunol Rev. 2016;273:11–28.

28. Dotta L, Baresi G, Tamassia N, Calzetti F, Bianchetto-Aguilera F, Gasperini S, et al.
Clinical and transcriptomic characteristics of a novel SMARCD2 mutation that dis-
rupts neutrophil maturation and function. Pediatr Blood Cancer. 2023;70:e30671.

29. Yucel E, Karakus IS, Krolo A, Kiykim A, Heredia RJ, Tamay Z, et al. Novel frameshift
autosomal recessive loss-of-function mutation in SMARCD2 encoding a chro-
matin remodeling factor mediates granulopoiesis. J Clin Immunol. 2021;41:59–65.

30. Gisslinger H, Kurzrock R, Wetzler M, Tucker S, Kantarjian H, Robertson B, et al.
Apoptosis in chronic myelogenous leukemia: studies of stage-specific differences.
Leuk Lymphoma. 1997;25:121–33.

31. Lee J, Breton G, Oliveira TY, Zhou YJ, Aljoufi A, Puhr S, et al. Restricted dendritic
cell and monocyte progenitors in human cord blood and bone marrow. J Exp
Med. 2015;212:385–99.

32. Picelli S, Faridani OR, Bjorklund AK, Winberg G, Sagasser S, Sandberg R. Full-
length RNA-seq from single cells using Smart-seq2. Nat Protoc. 2014;9:171–81.

33. Edgar R, Domrachev M, Lash AE. Gene expression omnibus: NCBI gene expression
and hybridization array data repository. Nucleic Acids Res. 2002;30:207–10.

34. Love MI, Huber W, Anders S. Moderated estimation of fold change and dispersion
for RNA-seq data with DESeq2. Genome Biol. 2014;15:550.

35. Hahsler M, Hornik K, Buchta C. Getting things in order: an introduction to the R
package seriation. J Stat Softw. 2008;25:1–34.

36. Serra MC, Calzetti F, Ceska M, Cassatella MA. Effect of substance P on superoxide
anion and IL-8 production by human PMNL. Immunology 1994;82:63–9.

37. Chan A, Matias MA, Farah CS. A novel and practical method using HRP-polymer
conjugate and microwave treatment for visualization of 2 antigens raised from
the same or different species in paraffin-embedded tissues. Appl Immunohis-
tochem Mol Morphol. 2011;19:376–83.

ACKNOWLEDGEMENTS
We thank Silvia Monzani and Dr. Luigi Scietti of the Biochemistry and Structural Biology unit
(BSU) at the IRCCS European Institute of Oncology (Milano, Italy) for providing the Tn5, and
the Centro Piattaforme Tecnologiche (CPT) at the University of Verona, which was
instrumental in performing the cell sorting and flow cytometry analyses. This work received
funding from Associazione Italiana per la Ricerca sul Cancro (AIRC, IG-27613 to MAC; IG-
29348 and 5x1000 no. 22757 to AS), Ministero dell’Istruzione, dell’Università e della Ricerca
(PRIN 20227YR8AW and PRIN2022W839FM to MAC and NT, respectively), and University of
Verona (RIBA2022 to PS). This work was also supported by the European Cooperation in
Science and Technology (COST) Action CA20117 Mye-InfoBank (www.mye-infobank.eu).

AUTHOR CONTRIBUTIONS
Conceived and designed the project: FC, GF, NT and MAC. Developed the
methodology: IS, FC, GF, CB, SG, EG, AR, MC, NT, and SL were responsible for
analyzing and interpreting the data (statistical analysis, biostatistics, computational
analysis): FC, GF, NT, and FBA. Prepared the manuscript: FC, GF, NT and MAC
contributed intellectual, technical, or material support: MB, CT, AS, WV and PS.
Supervised the study: MAC.

COMPETING INTERESTS
The authors declare no competing interests.

ADDITIONAL INFORMATION
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s41423-025-01259-w.

Correspondence and requests for materials should be addressed to
Marco A. Cassatella.

Reprints and permission information is available at http://www.nature.com/
reprints

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in anymedium or format, as long as you give
appropriate credit to the original author(s) and the source, provide a link to the Creative
Commons licence, and indicate if changes were made. The images or other third party
material in this article are included in the article’s Creative Commons licence, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons licence and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly
from the copyright holder. To view a copy of this licence, visit http://
creativecommons.org/licenses/by/4.0/.

© The Author(s) 2025

I. Signoretto et al.

329

Cellular & Molecular Immunology (2025) 22:316 – 329

https://www.mye-infobank.eu
https://doi.org/10.1038/s41423-025-01259-w
http://www.nature.com/reprints
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	Uncovering two neutrophil-committed progenitors that immediately precede promyelocytes during human neutropoiesis
	Introduction
	Results
	Identification of novel Lin-SSChiCD66b-CD11b-CD16-CD64dimCD115-CD117+CD71hi neutrophil precursors within BM-LDCs
	Lin-SSChiCD66b-CD11b-CD16-CD64dimCD115-CD117+CD71hiCD45RA+NCP5s and Lin-SSChiCD66b-CD11b-CD16-CD64dimCD115-CD117+CD71hiCD45RA-NCP6s represent neutrophil precursors
	RNA-seq experiments confirmed that NCP5s and NCP6s precede conventional PMs during neutropoiesis
	The mRNA expression profiles of granule proteins function as distinctive criteria for identifying NCP5s and NCP6s
	NCP6s are derived either directly from NCP4s or indirectly from NCP3s via NCP5s
	NCP4s and NCP6s accumulate in the BM of chronic-phase chronic myeloid leukemia (CP-CML) patients but not in those with systemic mastocytosis (SM)

	Discussion
	Materials and methods
	Isolation of cells from human bone marrow (BM)
	Flow cytometry and fluorescence-activated cell sorting experiments
	In vitro differentiation assay and cell viability
	RNA-seq and data availability
	Measurement of O2− production, phagocytosis, and cytokine release
	Immunocytochemistry (ICC) and immunohistochemistry (IHC)
	Statistical analysis
	Study approval

	Acknowledgements
	Author contributions
	Competing interests
	ADDITIONAL INFORMATION




