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ABSTRACT
OBJECTIVE: The common myeloid progenitor (CMP) and its progeny the
granulocyte/monocyte progenitor (GMP) and megakaryocyte/erythrocyte progenitor
(MEP), have been isolated based on the surface expression of CD34, IL-3R and
CD45RA. However, high resolution of IL-3R neg and IL-3R lo cells required to
adequately separate the CMP and MEP populations is difficult to achieve. The aim of
this study was to find a complementary surface marker to obtain a better separation of
these two populations and to further characterize the acquired progenitor populations.
MATERIALS AND METHODS: To evaluate the thrombopoietin receptor (TpoR) as a
candidate marker, CD19-/CD34+/IL-3Rlo/-/CD45RA-/TpoR- (CMP), CD19-/CD34+/IL3Rlo/CD45RA+/TpoR- (GMP) and CD19-/CD34+/IL-3Rlo/-/CD45RA-/TpoR+ (MEP)
cells from human bone marrow were sorted to semisolid cultures for colony assays,
and in addition analyzed for their surface expression of other growth factor receptors
(GFRs) and sorted to real-time RT-PCR for gene expression analysis.
RESULTS: The colony formation and gene expression assays showed that inclusion of
TpoR as a marker gave a distinct and reproducible separation of the myeloid
progenitors. Furthermore, most GFR surface expression correlated to gene expression,
but there were also striking discrepancies, in particular for the common -chain of the
IL-3R, GM-CSFR and IL-5R and for TpoR.
CONCLUSION: Our data establish the TpoR as an important tool for isolation of the
myeloid progenitors and demonstrate that the surface expression of GFRs cannot be
predicted by their gene expression. Importantly, the refined isolation of CMPs, will
allow more detailed studies of regulatory mechanisms steering CMPs towards
erythropoiesis versus granulopoiesis in steady state and response to peripheral
demands.
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INTRODUCTION
There are several models for differentiation of hematopoietic stem cells (HSCs) into
different hematopoietic lineages, primarily based on in vitro clonogenic assays. All
models so far seem to agree on an initial separation of the megakaryocyte/erythrocyte
(Meg/E) development from the lymphoid development, but disagree on whether the
granulocyte/monocyte (G/M) branch co-localize with the former or latter, or both
(reviewed by Katsura Y [1]). The most commonly accepted hypothesis proposes that
HSCs first commit to either a common lymphoid progenitor (CLP) or a common
myeloid progenitor (CMP), the latter further committing to granulocyte/monocyte
progenitors (GMPs) or megakaryocyte/erythrocyte progenitors (MEPs) [2]. This
model is supported by the characterization of candidate murine CLP [3] and CMP [4],
but was also recently challenged by findings of a murine co-existing lympho-myeloid
progenitor separated from cells with Meg/E-potential by their surface expression of
flt3 (CD135) [5]. However, in humans the classical model with a CLP and CMP still
has the strongest experimental support, in the isolation of a human CLP [6,7] and CMP
[8]. The phenotypic definition of the human CMP (Lin-/CD34+/CD38+/IL3Rlo/CD45RA-) proposed by Manz et al. [8], also included definitions of the GMP
(Lin-/CD34+/CD38+/IL-3Rlo/CD45RA+)

and

MEP

(Lin-/CD34+/CD38+/IL-3R-

/CD45RA-).

Characterization and isolation of the hematopoietic progenitor stages are essential to
facilitate studies on the mechanisms that regulate lineage commitment and
differentiation. Hence, it is important to establish generally applicable and
reproducible progenitor definitions. However, we found that separation of the CMPand MEP-populations based on their different IL-3R (CD123) expression is difficult
to achieve and therefore investigated the applicability of other surface markers
resulting in a better separation of the progenitor populations. In this work we describe
a modified, easily reproducible version of the myeloid progenitor definition presented
by Manz et al., introducing surface thrombopoietin receptor (TpoR; CD110) as a
marker for the MEP-population. Comparative analysis of the clonogenic potential in in
vitro colony assays showed that inclusion of TpoR resulted in a pure MEP-population,
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and also allowed for separation between bipotent megakaryocyte/erythrocyte (Meg/E)
progenitors and early erythroid and megakaryocyte progenitors (TpoRlo) versus more
mature erythroid and megakaryocyte progenitors (TpoRhi). Additionally, with further
characterization of the surface antigen and gene expression profiles of the CMP, GMP
and MEP, using flow cytometry and real-time RT-PCR, we found discrepancies
between surface and gene expression of some hematopoietic GFRs, indicating that
simple gene expression profiling is insufficient to predict the distribution and role of
these receptors. Finally, we found that increasing and decreasing expression of flt3
within the CMP-population might signal pre-commitment towards CMP and MEP,
respectively.

MATERIAL AND METHODS
Isolation of CD34+ CD19- cells from bone marrow
Human adult bone marrow was obtained from healthy volunteers after informed
consent. Mononuclear cells (MNCs) were isolated by separation on Lymphoprep
(Nycomed Pharma, Oslo, Norway) and CD19+ cells depleted through positive
selection with magnetic bead labeling according to manufacturer’s instructions (CD19
MicroBeads, Miltenyi Biotec, Bergisch-Gladbach, Germany), after which CD34+ cells
were enriched from the CD19- fraction by labeling with magnetic beads (CD34
Progenitor Cell Isolation Kit, Miltenyi Biotec). The purity regarding CD34 was
regularly above 90% and was further increased to above 99% during cell sorting (see
below).

Flow cytometric analysis and cell sorting
CD34+ cells were labeled with FITC-conjugated monoclonal antibodies (BD
Biosciences, San Jose, CA, USA) CD45RA (clone HI100), CD116 (M5D12); PEconjugated anti-CD110 (BAH-1), -CD114 (LMM741), -CD117 (104D2), -CD123
(9F5) and -CD135 (4G8); PerCP-Cy5.5-conjugated anti-CD34 (8G12) and -CD38
(HIT2); APC-conjugated anti-CD45RA (HI100), -CD110 (BAH-1) and -CD117
(104D2); and biotin-conjugated anti-CD123 (9F5) and -CD131 (3D7). The biotinconjugated antibodies were labeled in a second step with streptavidin-FITC or –PE
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(BD Biosciences). In some experiments CD34-PE-Texas Red was used (clone 581;
Coulter-Immunotech, Marseille, France). Cells were analyzed and sorted on a FACS
Aria flow cytometer equipped with an automatic cell deposition unit (BD Biosciences
Immunocytometry Systems, San Jose, CA, USA). Cells were sorted (purity mode) and
resorted (single cell mode) directly into 100 L methylcellulose culture medium in 96well plates for clonogenic assay, tubes containing MegaCult -C medium for
megakaryocyte culture, or PCR-tubes containing lysis buffer for real-time RT-PCR
assay. DAPI (3 M; Molecular Probes, Leiden, The Netherlands) was included to
discriminate between live and dead cells and excited by the violet laser (405 nM;
FACS Aria). Details of the gating strategy for cell sorting are given in Fig.1, 3, 6 and
9.

In vitro colony assay in methylcellulose
Sorted cells (10 cells/well, 5-24 wells per population or 1 cell/well, 96 wells per
population) were cultured for 14 days in Iscove’s modified Dulbeccos’s medium
(IMDM)-based methylcellulose medium containing 30% FCS, 1% BSA, 100 m 2mercaptoethanol, 2 mM L-glutamine, rhSCF 50 ng/mL, rhGM-CSF 20 ng/mL, rhIL-3
20 ng/mL, rhIL-6 20 ng/mL, and rhG-CSF 20 ng/mL (Methocult GF H4535, StemCell
Technologies, Vancouver, BC, Canada) +/- Epo 3 U/mL (Eprex, Janssen-Cilag,
Wycombe, Buckinghamshire, UK) to evaluate clonogenic growth of CFU-GEMM,
CFU-GM, CFU-M, CFU-G and BFU-E.

Quantification of megakaryocytic and erythroid progenitors
CFU-Meg and BFU-E colonies were assayed using the MegaCult-C system (StemCell
Technologies) according to manufacturer’s instructions. Briefly, 250-5500 cells were
sorted to tubes containing 1 mL MegaCult-C serum-free medium with cytokines;
IMDM containing 1% bovine serum albumin, rh insulin (10 g/mL), human
transferrin (200 g/mL), L-glutamin (2mM), 2-mercaptoethanol (0.1 mM), rhTpo (50
ng/mL), rhIL-6 (10 ng/mL), rhIL-3 (10 ng/mL), supplemented with low density
lipoprotein (40  g/mL, ICN Biomedicals, Irvine, CA, USA), 0.5%
penicillin/streptomycin (Invitrogen, Carlsbad, CA, USA) and +/- Epo (3 U/mL,
5

Eprex, Janssen-Cilag). Subsequently, 0.1 mL IMDM and collagen (1.1 mg/mL, final
concentration) were added and 1.5 mL transferred to chamber slides. After 13-14 days
of culture, clonogenic growth of BFU-E was evaluated microscopically before the
cultures were fixed and stained with mouse anti-human GPIIb/IIIa (or mouse antiTNP, isotype control), biotin conjugated goat anti-mouse IgG and avidin-alkaline
phosphatase conjugate/substrate, and counterstained with Evans Blue.

Sample processing and Reverse Transcription (RT)
500 cells of selected populations were sorted to cell lysis buffer. The cell lysate was
subjected to heat and reverse transcribed using Sensiscript RT kit (Qiagen, Hilden,
Germany) as previously described [9]. The cDNA to be used in standard curves was
obtained from fresh marrow MNCs, fresh CD34+ cells and cells cultured in neutrophil
and erythroid differentiation culture, using total RNA-isolation (RNeasy mini kit,
Qiagen) and subsequent RT (TaqMan RT Reagents, Applied Biosystems) as described
previously [9]. The different cDNAs were pooled together and used in standard curves
for all targets.

Real-time RT-PCR and data analysis
Gene expression in the obtained cDNA was analyzed by real-time RT-PCR as
previously described [9]. Briefly, sample triplicates were run on the ABI PRISM 7000
Sequence Detection System (Applied Biosystems, Foster City, CA, USA), with the
TaqMan® Gene Expression Assays (Applied Biosystems) or Primer Express (Applied
Biosystems)-designed primers/probe listed in Table 1 and subsequently analyzed by
the relative standard curve method. Target quantities were normalized to 18S
ribosomal RNA and calibrated using values from the CMP-population defined as 1.0.
All other quantities were expressed as an n-fold difference relative to the calibrator.

RESULTS
Validation of IL-3R and CD45RA for separation of CMPs, MEPs and GMPs
Since CD19+/CD10+ pre-B-cells is a considerable fraction of CD34+ human marrow
cells (mean 18.7% ± 7.9 SD; n=10) CD19+ cells were removed by immunomagnetic
6

Table 1. TaqMan® Gene Expression Assays and Primer Express-designed primers/probe utilized for
real time RT-PCR analysis.
Gene

Gene product/Protein

Assay ID

CSF2RB

c-chain

Hs 00166144_m1

KIT

c-kit

Hs 00174029_m1

EPOR

EpoR

Hs 00181092_m1

FLT3

Flt3

Hs00174690_m1

GATA1

GATA-1

Hs 00231112_m1

GATA2

GATA-2

Hs 00231119_m1

CSF3R

G-CSFR

Hs 01114427_m1

CSF2RA

GM-CSFR

Hs 00538896_m1

GPIIB

GPIIb

Hs 00166246_m1

IL3RA

IL-3R

Hs 00174356_m1

NFE2

NF-E2

Hs 00232351_m1

PRTN3

PR3

Hs 00160521_m1

SPI1

PU.1

Hs 00231368_m1

TAL1

SCL

Hs 00268434_m1

MPL

TpoR

Hs 00180489_m1

18S rRNA

Hs 99999901_s1
Primer/probe sequence



-globin
Forward primer
Reverse primer
Probe

5’-CACCTTTGCCACACTGAGTGA-3’
5’-GTGATGGGCCAGCACACA-3’
5’-FAM-TGAGAACTTCAGGCTCCT-MGB-3’

beads. Control experiments showed that the CD19-depleted CD34+ population gated
for further cell sorting contained <0.5% CD38- cells , <2.2% CD7+ plus CD10+ cells
(2.2% ± 0.7; n=4)), indicating that the sorted populations contained negligible numbers
of early stem cells (CD34+/CD38-) and lymphoid progenitors (CD34+/CD38-/CD7+).
The low numbers of neutrophils and occasional monocytes were gated out by their
scatter properties during cell sorting. Thus these procedures result in a CD34+ cell
purity comparable with that of depletion by lineage markers as part of the cell sorting.
To investigate the practical utility of the definition of CMP, GMP and MEP presented
by Manz et al. [8], CD34+CD19- cells were isolated from human bone marrow and
7

labeled for their expression of CD34, IL-3R and CD45RA. The CD45RA- cells were
clearly separated from the CD45RA+ cells, but in our hands the difference between the
IL-3Rlo/CD45RA- and the IL-3R -/CD45RA- populations was much less distinct
(Fig.1C). Accordingly, when sorted, resorted and reanalyzed, the IL-3Rlo/CD45RA+
population showed great purity (Fig.1E) and gave rise exclusively to G/M colonies
(Fig.2), whereas the cells sorted as IL-3Rlo/CD45RA- and as IL-3R-/CD45RA- were
poorly separated (Fig.1D and 1F), and the latter population, although dominated by
erythroid colony-forming cells, gave rise also to G/M colonies (Fig.2). These results
demonstrate that the IL-3R is not an ideal marker for discrimination between CMP
and MEP.

TpoR as a complement in the isolation of MEPs
In a search for additional markers to achieve a better separation of the erythroid
progenitors we found that cells expressing the receptor for Tpo gave rise solely to
erythroid colonies when sorted to methylcellulose culture (data not shown). Therefore,

Figure 1. Isolation of proposed myeloid progenitors by means of the expression of IL-3R and
CD45RA. Enriched CD34+CD19- cells from human adult bone marrow were gated for forward (FSC)
and side scatter (SSC) properties (A), high CD34-expression (B) and subdivided according to their
expression of IL-3R and CD45RA (C). Subsequently, the sorted populations were resorted and
analyzed (D-F). Cells within the FSC/SSC region contained <1% dead cells by DAPI. The percentage
of each population within a region or quadrant is shown.

8

Figure 2. Colony forming potential of populations differing in IL-3R- and CD45RA-expression.
Cell populations isolated as described in Fig.1D-F were resorted to methylcellulose culture (10
cells/well) and scored for colony formation after 14 days. A total of 1320 CD34+/CD19-/IL3Rlo/CD45RA- cells, 1290 CD34+/CD19-/IL-3Rlo /CD45RA+ cells and 1354 CD34+/CD19-/IL-3R/CD45RA- cells from 10 donors were sorted. CFU-GEMM, colony-forming unitsgranulocyte/erythroid/macrophage/megakaryocyte; BFU-E, burst-forming units-erythroid; CFUGM/M/G, CFU-granulocyte/macrophage, CFU-macrophage and CFU-granulocyte.

we added anti-TpoR to the previously used antibody-combination. Through serial
gating (Fig. 3A-D), three populations defined as CD19-/CD34+/IL-3Rlo/-/CD45RA/TpoR-,

CD19-/CD34+/IL-Rlo/CD45RA+/TpoR-

or

C D 1 9-/CD34+/IL-3Rlo/-

/CD45RA-/TpoR+ were sorted, resorted and reanalyzed, all three with more than 95%
purity (Fig. 3E-G). As anticipated by our initial data the IL-3Rlo/-/CD45RA-/TpoRcells displayed a mixed colony-forming potential with multi-, bi- and unilineage
colonies in methylcellulose culture, whereas the IL-3Rlo/CD45RA+/TpoR- cells only
contained G/M colony-forming potential and the clonogenic cells in the IL-3Rlo//CD45RA-/TpoR+ population were almost exclusively of erythroid lineage, with only a
rare addition of small CFU-G (0.4 % or six colonies) (Fig. 4A). When single IL-3Rlo//CD45RA-/TpoR- cells were sorted to methylcellulose with Epo, some wells contained
colonies with cells of both erythroid and G/M-morphology and with the exclusion of
Epo from the medium, the absent erythroid colonies were partly replaced by an
increasing percentage of G/M colonies, confirming the presence of multipotency in
this population (Fig. 4B). When the sorted populations were assayed for
megakaryocytic potential in MegaCult (with the addition of Epo) the IL-3Rlo/-/
9

Figure 3. Isolation of putative myeloid progenitors by means of the expression of IL-3R,
CD45RA and TpoR. Enriched CD34+CD19- cells from human adult bone marrow were sorted
through serial gating as indicated in panels (A)-(C), excluding IL-3R+/CD45RA+ cells (dendritic and
late monocyte progenitors) and IL-3R-/CD45RA+ cells, and further subdivided according to their
expression of CD45RA and TpoR as shown in panel (D). Subsequently, the sorted populations were
resorted and analyzed (E-G). The purity of each resorted population is shown as percentage within the
respective quadrant.

CD45RA-/TpoR- cells produced colonies of all lineages, whereas the IL-3Rlo//CD45RA-/TpoR+ cells produced colonies of megakaryocytic and erythroid origin,
most of them smaller than in the CMP-population, but no G/M containing colonies
(Fig.4C). The IL-3Rlo/CD45RA+/TpoR- cells had no megakaryocytic or erythroid
potential. The addition of Epo to the MegaCult assay did not hamper the
megakaryocytic potential (if anything slightly more colonies with megakaryocyte
potential appeared in cultures with Epo), but allowed simultaneous scoring of
erythroid colonies and formation of an equal number of erythroid colonies as when
cultured in methylcellulose (data not shown). The results suggest that TpoR is a better
marker for the MEP-population than intensity of IL-3R expression.
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Figure 4. Colony-forming potential of populations differing in CD45RA- and TpoR-expression.
Cell populations isolated as described in Fig.3E-G were resorted to methylcellulose culture or
MegaCult (with Epo). (A) 1480 CD34+/CD19-/IL-3Rlo/-/CD45RA-/TpoR- cells, 1670 CD34+/CD19/IL-3Rlo/CD45RA+/TpoR- cells and 1689 CD34+/CD19-/IL-3Rlo/-/CD45RA-/TpoR+ cells (5 donors)
were sorted at 10 cells/well. (B) 576 CD34+/CD19-/IL-3Rlo/-/CD45RA-/TpoR- cells (6 donors) each
were sorted at 1 cell/well to methylcellulose culture with or without Epo. After 14 days the cultures
were scored for colony formation. (C) 21000 CD34+/CD19-/IL-3Rlo/-/CD45RA-/TpoR- cells (6
donors), 20761 CD34+/CD19-/IL-3Rlo/CD45RA+/TpoR- cells (6 donors) and 14504 CD34+/CD19-/IL3Rlo/-/CD45RA-/TpoR+ cells (6 donors) were sorted to MegaCult. After 13-14 days erythroid colonies
were counted in an inverted microscope whereupon the cultures were fixed, stained for the
megakaryocytic marker GPIIb/IIIa and scored for CFU-MegE, CFU-Meg and non-erythroid colonies.
CFU-MegE, colony-forming units-megakaryocyte/erythroid; CFU-Meg, CFU-megakaryocyte.

TpoR expression discriminates between CMP and MEP and between maturing
Meg/E progenitors
To further substantiate the notion that TpoR truly discriminates between MEP and
CMP, these two populations in accordance with the two alternative definitions, were
sorted and resorted from the same bone marrows to methylcellulose and MegaCult (the
GMP was the same irrespective of the definition used). As shown in Fig. 5 both CMPs
had mixed potentials with colonies of all lineages including multi- and bipotent
11

progenitors, in similar proportions. However, the IL-3Rlo/-/CD45RA-/TpoR+
population gave rise exclusively to Meg/E cells and, as previously noted, these were
generally of more mature origin than the CMP-derived colonies. The IL-3R /CD45RA- population on the other hand did contain more CFU-MegE and more
immature BFU-E and CFU-Meg than the TpoR+ population, but also displayed a
significant presence of cells with mixed and G/M potential in both methylcellulose and
MegaCult cultures, resembling a CMP-population enriched for the Meg/E lineages.

Figure 5. The use of TpoR expression improves discrimination between CMP and MEP. Cell
populations from the same donor were isolated according to the original definition without TpoR (as
in Fig.1) and the alternative definition with TpoR (as in Fig.3) and compared for their respective
clonogenic capacity in methylcellulose (A) and MegaCult (B). Cells were sorted to methylcellulose
and MegaCult with Epo and scored for colony formation after 13-14 days. The CD34+/CD19-/IL3Rlo/-/CD45RA-/TpoR+ populations were virtually free from G/M progenitors in both methylcellulose
and MegaCult in contrast to the CD34+/CD19-/IL-3R-/CD45RA- cells. The CD34+/CD19-/IL-3Rlo//CD45RA-/TpoR- and the CD34+/CD19-/IL-3Rlo/CD45RA- populations showed similar mixtures of
all colony types. CD34+/CD19-/IL-3Rlo/-/CD45RA-/TpoR-, CD34+/CD19-/IL-3Rlo/CD45RA-,
CD34+/CD19-/IL-3Rlo/-/CD45RA-/TpoR+ and CD34+/CD19-/IL-3R-/CD45RA- cells were sorted
from seven donors to methylcellulose (864, 920, 879, and 948 cells, respectively), and from three
donors to MegaCult with Epo (10500, 9282, 2504 and 2252 cells, respectively).
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These results clearly demonstrate that the addition of TpoR to the earlier definition
gives a superior resolution and separation of the three progenitor populations.
Accordingly, the modified definition was used in the following experiments and the
terms CMP, GMP and MEP used from now on refer to the populations resulting from
this version.
An additional advantage of the modified definition was discovered when the TpoR+
population was subdivided into high- (TpoRhi) and low-expressing (TpoRlo) cells as
illustrated in Fig. 6. Sorting to methylcellulose showed that BFU-E accumulated in the
TpoRlo-population while cells with high expression primarily contained more mature
CFU-E (data not shown). In accordance with this, when sorted to MegaCult, the
TpoRlo-cells gave rise to CFU-MegE and a relatively large proportion of mediumsized CFU-Meg colonies, whereas the TpoRhi-cells had lower overall clonogenicity
and primarily contained CFU-E, small CFU-Meg and no CFU-MegE. Notably, almost
all cells with megakaryocytic clonogenic potential were located in the TpoRlo
population. These data indicate that labeling of the TpoR offers a way to separate early
and late progenitors of the Meg/E lineages.

Surface and gene expression profiles of CMP, GMP and MEP
To investigate whether inclusion of other surface markers could further improve
separation of the progenitor populations, we examined the surface and gene expression
of other hematopoietic GFRs (Fig.7). Per definition TpoR was only expressed on
MEPs, whereas the TpoR gene was expressed in all three populations and with the
highest values in CMPs and a surprisingly small difference between MEP and GMP.
C-kit (SCF receptor/CD117) appeared on more than 85% of cells in all three
populations and with similar gene expression in all three although somewhat higher in
MEPs. Flt3, the receptor of the early-acting flt3-ligand (FL), was on average expressed
on close to 50% of CMPs, 75% of GMPs and at most 10% of MEPs, with the highest
intensity on GMPs, and the gene expression of flt3 showed the same pattern. The
common -chain (c) of the IL-3, IL-5 and GM-CSF receptors (CD131) was expressed
on about half of the CMPs, and 60-70% of GMPs and MEPs, but the gene expression
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Figure 6. The level of TpoR expression discriminates between early and later stages of Meg/E
differentiation. Cells were isolated as described in Fig.3 and cells with low or high TpoR expression
as shown in panel (A) were sorted. Subsequently, sorted populations were resorted (B-C) to
methylcellulose (D) (10 cells/well) and MegaCult with Epo (E). 312 IL-3Rlo/-/CD45RA-/TpoRlo cells
and 583 IL-3R lo/-/CD45RA-/TpoRhi cells (3 donors) were sorted to methylcellulose and 1226 and
3204 cells, respectively, (2 donors) were sorted to MegaCult. The megakaryocytic potential is higher
in the TpoRlo fraction, which contains all bipotent CFU-MegE. The purity of the resorted populations
is shown in percentage within the respective quadrant.

differed considerably, with a notable increase in MEPs and very low levels in GMPs.
The IL-3R was part of the original progenitor definition [8], where high-expressing
primarily dendritic [10,11] and more differentiated G/M cells [12] as well as
CD45RA+ cells without IL-3R on the surface were excluded (see Fig 3B). Thus, the
majority of the GMPs had a low intensity expression of this receptor, while it appeared
on about 60% of both CMPs and MEPs. The IL-3R gene expression was comparable
in CMPs and GMPs, but very low in MEPs. Similarly, the GM-CSFR (CD116)
appeared on all three populations with the highest proportion of positive cells on
GMPs, a pattern that essentially reflected the corresponding gene expression. As for
more lineage-associated receptors, G-CSFR (CD114) was present on 40 and 50% of
CMPs and GMPs, respectively, whereas MEPs were essentially negative and this
pattern directly reflected the gene expression of G-CSFR. Due to the lack of a
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Figure 7. Surface and gene expression of GFRs in myeloid progenitors. ( A ) The myeloid
progenitors CMP, GMP and MEP (defined as in Fig. 3) were analyzed for their surface expression of a
selection of GFRs by flow cytometry. The graph shows the percentage of cells in the populations
expressing the respective receptors and represents the mean values and standard deviation of three
bone marrow samples. (B) The populations were sorted and resorted directly to PCR-tubes (500
cells/tube) containing lysis buffer and subsequently taken to RT and real-time PCR for gene
expression analysis. Target quantities were normalized to 18S ribosomal RNA. The graph shows nfold difference in gene expression relative to the CMP-population and represents the mean value and
standard deviation of three bone marrows. Regarding the EpoR only the gene expression could be
analyzed.

commercially available EpoR-antibody FACS-analysis was not possible, but EpoR
gene expression showed a ten-fold upregulation between CMPs and MEPs and a
downregulation between CMPs and GMPs of a similar magnitude.

In addition to GFRs, the gene expression of a number of transcription factors and other
lineage-associated proteins was investigated. The obtained expression patterns (Fig. 8)
supported the results of the clonogenic assays. GATA-2 had comparable expression in
CMPs and MEPs, but considerably lower levels in GMPs. SCL and GATA-1 were
most highly expressed in MEPs, to a lesser extent in CMPs and had minor or no
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Figure 8. Gene expression of hematopoietic transcription factors and lineage markers in myeloid
progenitors. The myeloid progenitors CMP, GMP and MEP (defined as in Fig. 3) were sorted and
resorted directly to PCR-tubes (500 cells/tube) containing lysis buffer and subsequently taken to RT
and real-time PCR for gene expression analysis of transcription factors (A) and other lineage markers
(B). Target quantities were normalized to 18S ribosomal RNA. The graphs show n-fold difference in
gene expression relative to the CMP-population and represent the mean value and standard deviation
of three bone marrows.

expression in GMPs. NF-E2 increased slightly in MEPs and decreased in GMPs, in
relation to the CMP-expression. Similar, but more pronounced, patterns were seen for
-globin and GPIIb, with undetectable levels in the GMP-population, low levels in
CMPs, but a considerable increase in MEPs. The G/M-associated transcription factor
PU.1 was expressed at significantly higher levels in CMPs and GMPs than in MEPs
and neutrophil proteinase 3 (PR3) was higher expressed in GMPs than CMPs, while
disappearing in MEPs.

Flt3 expression discloses heterogeneity within the CMP-population
As demonstrated above there were distinct differences in surface expression of flt3
between the GMP and MEP populations and even more so at gene expression level.
This made us suspect that surface flt3 expression among CMPs might reflect
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heterogeneity within the population. Thus CMPs (IL-3R lo/-/CD45RA-/TpoR-) were
sorted into flt3 positive and negative subpopulations (Fig. 9A) and assayed for colonyformation in methylcellulose. As shown in Fig.9D flt3-negative CMPs contained a
significantly higher erythroid potential than flt3-positive CMPs.

DISCUSSION
Many attempts have been made at isolating the early myeloid progenitors, but a
generally applicable and reproducible definition has proven allusive. It is generally
believed that a CMP separating from the CLP and subsequently giving rise to GMPs
and MEPs, constitutes the major developmental pathway. This assumption was
supported when Manz et al. presented a way to isolate three populations representing
the CMP, GMP and MEP, based on differences in the surface expression of IL-3R
and CD45RA. The almost complete absence of IL-3R gene expression in our MEPs
(TpoR+ cells) indicates that this definition was correct, but due to the low resolution
between weakly positive and negative IL-3R expression their results are difficult to
repeat.

Figure 9. Clonogenic capacity of flt3- and flt3+ CMPs. CD34+/CD19-/IL-3Rlo/-/CD45RA-/TpoRcells (as shown in Fig.3E) were sorted into flt3 positive and negative subpopulations (A). 530 IL3Rlo/-/CD45RA-/TpoR-/flt3- cells and 530 IL-3Rlo/-/CD45RA-/TpoR-/flt3+ cells (3 donors) were
resorted (B-C) to methylcellulose (D) (10 cells/well). After 14 days the cultures were scored for
colony formation. Both populations contained multipotent (CFU-GEMM), erythroid (BFU-E) and
granulocyte/macrophage (CFU-GM/M/G) colonies but GM-derived colonies were enriched in the flt3+
subpopulation. The purity of the resorted populations is shown in percentage within the respective
quadrant.
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Therefore, we looked for a complementing surface antigen to achieve a more
reproducible separation of the myeloid progenitors and found that TpoR was a
candidate marker. When combining TpoR with the markers previously used the IL3Rlo/-/CD45RA-/TpoR- population, representing putative CMPs, showed a mixed
early myeloid potential with the whole spectrum of colony-forming cells. Moreover,
the increased number of G/M-colonies appearing in single cell-cultures in the absence
of Epo implies that many of the cells giving rise to erythroid colonies in standard
culture were not restricted to this fate, thus reinforcing the CMP-definition. As
expected of a GMP-population the IL-3Rlo/CD45RA+/TpoR- cells formed only G/M
colonies irrespective of culture system and the IL-3Rlo/-/CD45RA-/TpoR+ cells, the
putative MEPs, displayed a purely Meg/E clonogenicity primarily of a somewhat more
mature origin than colonies from the CMP-population, but clearly including bipotent
CFU-MegE. Notably, rather than hampering growth of the separate lineages through
simultaneous induction of competing megakaryocyte and erythroid developments, the
presence of both Epo and Tpo seemed to slightly increase the number of colonies
containing megakaryocyte potential and erythroid potential for both putative CMPs
and MEPs. This is consistent with the synergistic effect that has been suggested for
these two cytokines in both megakaryopoiesis and erythropoiesis [13-18] and further
supports the notion that TpoR is expressed on bipotent and unipotent progenitors of
the Meg/E pathway.

The direct comparison of the two aforementioned isolation methods provided the final
confirmation of the superiority of our modified strategy. Moreover, the addition of
TpoR offers another advantage as its low versus high expression allows for separation
of cells within the MEP-population according to their developmental potential. All
Meg/E progenitors with high differentiation and proliferative potential (e.g. the
bipotent progenitors) seem to have low expression of TpoR, whereas more
differentiated cells express higher levels. The near lack of megakaryocytic
clonogenicity in the TpoRhi-population can be explained by maturing cells of this
lineage losing their clonogenic potential, before they reach full TpoR expression.
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There are very few previous reports on the surface expression of TpoR on
hematopoietic stem and progenitor cells demonstrated by FACS analysis. Solar et al.
[19] used a biotinylated hamster-anti-murine c-mpl monoclonal antibody and found
that approximately 70% of both murine LinloSca+c-kit+ and human CD34+CD38hematopoietic stem cells showed TpoR surface expression and that cells with
repopulating capacity primarily resided within the TpoR-positive fraction. This is in
contrast with the murine-anti-human-TpoR monoclonal antibody used in the present
report (PE- or APC-conjugated CD110, clone BAH-1) [20], which does not stain
human CD34+/CD38lo/- cells. Furthermore, the TpoR-positive cells are all concentrated
within the CD34+/CD38high population (Fig.10). Taking into consideration that Tpo
alone or together with other cytokines stimulates survival and proliferation of early
hematopoietic cells [21, 22] it is reasonable to assume that these cells have receptors
for Tpo, but at too low a concentration to be detected by the current antibody. Thus the
CD34+CD45RA-TpoR+ cell population characterized as MEP does not harbor any

Figure 10. CD34+CD38lo/- cells do not express TpoR. CD34+ human marrow cells were analyzed for
their surface expression of CD38, TpoR (CD110), and CD45RA. Panel (A) shows the CD38
expression of CD34+ cells. Panel (B) shows CD45RA and TpoR expression of all CD34+ cells in panel
(A). Panel (C) shows the TpoR expression of CD34+/CD38lo/- cells in region #1 in panel (A). Panel (D)
shows the CD38 expression of the TpoR-positive cells in region #2 in panel (B). CD34+CD38lo/- cells
are TpoR-negative and all TpoR-positive cells are CD38high . Identical results were reached with four
other marrow samples.
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early stem cells, and the CD34+CD38lo/- cells remaining within the sorted populations
in this report will all be confined to the CMP-population.

Unlike the well-defined expression of the TpoR most of the other investigated GFRs
did not display marked differences in expression between the three populations and
will most likely not contribute significantly to further separation of the progenitor
populations with one possible exception, i.e. flt3. The enrichment of G/M colonies
within the flt3+ part of the CMP-population, as demonstrated here, could be a sign of
pre-commitment towards GMPs. Flt3 has been shown to be expressed on the majority
of human in vivo repopulating CD34+ HSCs [23,24] and the low levels seen on
multipotent cells to be maintained or upregulated initially in the G/M-pathway, but
shut down immediately in erythroid and megakaryocytic differentiation [25-30], in
agreement with our findings here. A relationship between expression of flt3 and GMpotential within the CMP population has also been observed in mice [31].

Furthermore, our GFR studies clearly demonstrate that the gene expression pattern of
any GFR does not necessarily predict or correlate with the surface expression of that
specific receptor. The apparent surface expression of IL-3R on MEPs, without a
corresponding gene expression, can very likely be ascribed to the previously
mentioned difficulty of obtaining adequate resolution of surface IL-3R. However, no
such explanation is available for the far greater discrepancy between surface and gene
expression of the c and TpoR, indicating that post-transcriptional mechanisms have a
major role in regulating surface expression of these, and probably other, GFRs. Hence,
gene expression for the EpoR cannot be used for a definite prediction of the surface
expression. Nevertheless, the marked increase in the MEP-population concurs with the
main function of Epo as a stimulator of erythroid, and to some extent megakaryocytic,
differentiation [16,32] and the obtained gene expression pattern, probably gives a true
estimate of the surface expression, just as for the equally lineage-associated G-CSFR.

The gene expression of the investigated transcription factors gave further support to
the progenitor classification. The primarily early acting GATA-2 [33,34] was
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expressed in accordance with previous reports [9,35-37] and dramatically
downregulated in GMPs together with GATA-1 and SCL, whereas GATA-2 was
maintained in MEPs concomitantly with a significant upregulation of GATA-1 and
SCL, known regulators of Meg/E differentiation [9,32,38,39]. NF-E2, regarded as a
Meg/E-associated transcription factor [40,41], did appear in the GMPs, but since we
have previously shown that NF-E2 is expressed during G/M differentiation [9], this
suggests an unexplored role for NF-E2, rather than disputing the purity of the GMPpopulation. The differences in PU.1 in GMPs and MEPs further dissociate these
populations, as well as the expression patterns of the lineage-restricted proteins globin (erythroid), GPIIb (megakaryocyte) and PR3 (G/M). The fact that -globin,
GPIIb and PR3 showed some expression even in CMPs, is most likely a sign of a precommitment activation of these genes, as have been suggested for the lineageassociated transcription factors [8,37].

The use of TpoR, as shown here, to obtain a more defined common myeloid
population as well as purified Meg/E progenitors at different stages of commitment,
should greatly facilitate studies of the mechanisms of myeloid lineage choice.

ACKNOWLEDGEMENTS
This work was supported by the Swedish Cancer Society, Alfred Österlund
Foundation, Georg Danielssons Foundation, Ingabritt and Arne Lundbergs
Foundation, and a grant from the University Hospital in Lund, Sweden.

21

REFERENCES
1.

Katsura Y. Redefinition of lymphoid progenitors. Nat Rev Immunol. 2002;2:127132.

2.

Weissman IL, Anderson DJ, Gage F. Stem and progenitor cells: origins,
phenotypes, lineage commitments, and transdifferentiations. Annu Rev Cell Dev
Biol. 2001;17:387-403.

3.

Kondo M, Weissman IL, Akashi K. Identification of clonogenic common
lymphoid progenitors in mouse bone marrow. Cell. 1997;91:661-672.

4.

Akashi K, Traver D, Miyamoto T, Weissman IL. A clonogenic common myeloid
progenitor that gives rise to all myeloid lineages. Nature. 2000;404:193-197.

5.

Adolfsson J, Mansson R, Buza-Vidas N, et al. Identification of Flt3+ lymphomyeloid stem cells lacking erythro-megakaryocytic potential a revised road map
for adult blood lineage commitment. Cell. 2005;121:295-306.

6.

Galy A, Travis M, Cen D, Chen B. Human T, B, natural killer, and dendritic cells
arise from a common bone marrow progenitor cell subset. Immunity. 995;3:459473.

7.

Hao QL, Zhu J, Price MA, Payne KJ, Barsky LW, Crooks GM. Identification of
a novel, human multilymphoid progenitor in cord blood. Blood. 2001;97:36833690.

8.

Manz MG, Miyamoto T, Akashi K, Weissman IL. Prospective isolation of
human clonogenic common myeloid progenitors. Proc Natl Acad Sci U S A.
2002;99:11872-11877.

9.

Edvardsson L, Dykes J, Olsson ML, Olofsson T. Clonogenicity, gene expression
and phenotype during neutrophil versus erythroid differentiation of cytokinestimulated CD34+ human marrow cells in vitro. Br J Haematol. 2004;127:451463.

10. Hagendorens MM, Ebo DG, Schuerwegh AJ, et al. Differences in circulating
dendritic cell subtypes in cord blood and peripheral blood of healthy and allergic
children. Clin Exp Allergy. 2003;33:633-639.

22

11. Olweus J, BitMansour A, Warnke R, et al. Dendritic cell ontogeny: a human
dendritic cell lineage of myeloid origin. Proc Natl Acad Sci U S A.
1997;94:12551-2556.
12. Huang S, Chen Z, Yu JF, et al. Correlation between IL-3 receptor expression and
growth potential of human CD34+ hematopoietic cells from different tissues.
Stem Cells. 1999;17:265-272.
13. Higuchi T, Koike K, Sawai N, Koike T. Proliferative and differentiative potential
of thrombopoietin-responsive precursors: expression of megakaryocytic and
erythroid lineages. Exp Hematol. 1997;25:463-470.
14. Kaushansky K, Broudy VC, Grossmann A, et al. Thrombopoietin expands
erythroid progenitors, increases red cell production, and enhances erythroid
recovery after myelosuppressive therapy. J Clin Invest. 1995;96:1683-1687.
15. Liu W, Wang M, Tang DC, Ding I, Rodgers GP. Thrombopoietin has a
differentiative effect on late-stage human erythropoiesis. Br J Haematol.
1999;105:459-469.
16. Papayannopoulou T, Brice M, Farrer D, Kaushansky K. Insights into the cellular
mechanisms of erythropoietin-thrombopoietin synergy. Exp Hematol.
1996;24:660-669.
17. Tanimukai S, Kimura T, Sakabe H, et al. Recombinant human c-Mpl ligand
(thrombopoietin) not only acts on megakaryocyte progenitors, but also on
erythroid and multipotential progenitors in vitro. Exp Hematol. 1997;25:10251033.
18. Yamada M, Komatsu N, Kirito K, et al. Thrombopoietin supports in vitro
erythroid differentiation via its specific receptor c-Mpl in a human leukemia cell
line. Cell Growth Differ. 1998;9:487-496.
19. Solar GP, Kerr WG, Zeigler FC, et al. Role of c-mpl in early hematopoiesis.
Blood. 1998;92:4-10.
20. Deng B, Banu N, Malloy B, et al. An agonist murine monoclonal antibody to the
human c-Mpl receptor stimulates megakaryocytopoiesis. Blood. 1998;92:19811988.

23

21. Sitnicka E, Lin N, Priestley GV, et al. The effect of thrombopoietin on the
proliferation and differentiation of murine hematopoietic stem cells. Blood.
1996;87:4998-5005.
22. Borge OJ, Ramsfjell V, Cui L, Jacobsen SEW. Ability of early acting cytokines
to directly promote survival and suppress apoptosis of human primitive
CD34+CD38- bone marrow cells with multilineage potential at the single-cell
level: Key role of thrombopoietin. Blood. 1997;90:2282-2292.
23. Ebihara Y, Wada M, Ueda T, et al. Reconstitution of human haematopoiesis in
non-obese diabetic/severe combined immunodeficient mice by clonal cells
expanded from single CD34+CD38- cells expressing Flk2/Flt3. Br J Haematol.
2002;119:525-534.
24. Sitnicka E, Buza-Vidas N, Larsson S, Nygren JM, Liuba K, Jacobsen SE. Human
CD34+ hematopoietic stem cells capable of multilineage engrafting NOD/SCID
mice express flt3: distinct flt3 and c-kit expression and response patterns on
mouse and candidate human hematopoietic stem cells. Blood. 2003;102:881-886.
25. Gabbianelli M, Pelosi E, Montesoro E, et al. Multi-level effects of flt3 ligand on
human hematopoiesis: expansion of putative stem cells and proliferation of
granulomonocytic progenitors/monocytic precursors. Blood. 1995;86:1661-1670.
26. Rappold I, Ziegler BL, Kohler I, et al. Functional and phenotypic
characterization of cord blood and bone marrow subsets expressing FLT3
(CD135) receptor tyrosine kinase. Blood. 1997;90:111-125.
27. Ratajczak MZ, Ratajczak J, Ford J, Kregenow R, Marlicz W, Gewirtz AM.
FLT3/FLK-2 (STK-1) Ligand does not stimulate human megakaryopoiesis in
vitro. Stem Cells. 1996;14:146-150.
28. Turner AM, Lin NL, Issarachai S, Lyman SD, Broudy VC. FLT3 receptor
expression on the surface of normal and malignant human hematopoietic cells.
Blood. 1996;88:3383-3390.
29. Gotze KS, Ramirez M, Tabor K, Small D, Matthews W, Civin CI. Flt3high and
Flt3low CD34+ progenitor cells isolated from human bone marrow are
functionally distinct. Blood.1998;91:1947-1958.

24

30. Banu N, Deng B, Lyman SD, Avraham H. Modulation of haematopoietic
progenitor development by FLT-3 ligand. Cytokine. 1999;11:679-688.
31. Nutt SL, Metcalf D, DÁmico A, Polli M, Wu L. Dynamic regulation of PU.1
expression in multipotent hematopoietic progenitors. J Exp Med. 2005;201:221231
32. Fraser JK, Tan AS, Lin FK, Berridge MV. Expression of specific high-affinity
binding sites for erythropoietin on rat and mouse megakaryocytes. Exp Hematol.
1989;17:10-16.
33. Perry C, Soreq H. Transcriptional regulation of erythropoiesis. Fine tuning of
combinatorial multi-domain elements. Eur J Biochem. 2002;269:3607-3618.
34. Tsai FY, Keller G, Kuo FC, et al. An early haematopoietic defect in mice lacking
the transcription factor GATA-2. Nature. 1994;371:221-226.
35. Scicchitano MS, McFarland DC, Tierney LA, Narayanan PK, Schwartz LW. In
vitro expansion of human cord blood CD36+ erythroid progenitors: temporal
changes in gene and protein expression. Exp Hematol. 2003;31:760-769.
36. Pope SH, Fibach E, Sun J, Chin K, Rodgers GP. Two-phase liquid culture system
models normal human adult erythropoiesis at the molecular level. Eur J
Haematol. 2000;64:292-303.
37. Cheng T, Shen H, Giokas D, Gere J, Tenen DG, Scadden DT. Temporal mapping
of gene expression levels during the differentiation of individual primary
hematopoietic cells. Proc Natl Acad Sci U S A. 1996;93:13158-13163.
38. Cantor AB, Orkin SH. Transcriptional regulation of erythropoiesis: an affair
involving multiple partners. Oncogene. 2002;21:3368-3376.
39. Zhu J, Emerson SG. Hematopoietic cytokines, transcription factors and lineage
commitment. Oncogene. 2002;21:3295-3313.
40. Romeo PH, Prandini MH, Joulin V, et al. Megakaryocytic and erythrocytic
lineages share specific transcription factors. Nature. 1990;344:447-449.
41. Andrews NC. The NF-E2 transcription factor. Int J Biochem Cell Biol.
1998;30:429-432.

25

