
Stem Cell Reports

Article
Early Human Hemogenic Endothelium Generates Primitive and Definitive
Hematopoiesis In Vitro

Eva Garcia-Alegria,1 Sara Menegatti,1 Muhammad Z.H. Fadlullah,2 Pablo Menendez,3,4 Georges Lacaud,2,*
and Valerie Kouskoff1,*
1Developmental Haematopoiesis Group, Faculty of Biology, Medicine and Health, The University of Manchester, Manchester M13 9PT, UK
2Stem Cell Biology Group, CRUK Manchester Institute, The University of Manchester, Manchester M20 4BX, UK
3Josep Carreras Leukemia Research Institute and Department of Biomedicine, School of Medicine, University of Barcelona, Barcelona, Spain
4Instituciò Catalana Recerca i Estudis Avançats (ICREA), 08010 Barcelona, Spain
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SUMMARY
The differentiation of human embryonic stem cells (hESCs) to hematopoietic lineages initiateswith the specification of hemogenic endo-

thelium, a transient specialized endothelial precursor of all blood cells. This in vitro system provides an invaluable model to dissect

the emergence of hematopoiesis in humans. However, the study of hematopoiesis specification is hampered by a lack of consensus in

the timing of hemogenic endothelium analysis and the full hematopoietic potential of this population. Here, our data reveal a sharp

decline in the hemogenic potential of endothelium populations isolated over the course of hESC differentiation. Furthermore, by

tracking the dynamic expression of CD31 and CD235a at the onset of hematopoiesis, we identified three populations of hematopoietic

progenitors, representing primitive and definitive subsets that all emerge from the earliest specified hemogenic endothelium. Our data

establish that hemogenic endothelium populations endowed with primitive and definitive hematopoietic potential are specified simul-

taneously from the mesoderm in differentiating hESCs.
INTRODUCTION

The hemogenic endothelium (HE) has been described as

an intermediate endothelial precursor of all hematopoiet-

ic progenitors in the human embryo (Ivanovs et al.,

2017; Julien et al., 2016). The in vitro derivation of this

specialized endothelium from human embryonic stem

cells (hESCs) provides an invaluable platform to study

and dissect blood specification and the emergence of he-

matopoietic stem and progenitor cells. In the last decade,

there has been an increased interest in the characteriza-

tion of this precursor from differentiating hESCs using

several approaches, mainly through three-dimensional

embryoid body (EB) differentiation (Ditadi et al., 2015;

Kennedy et al., 2012; Pick et al., 2007; Ramos-Mejia

et al., 2014; Sturgeon et al., 2014), or co-culture on stro-

mal cell lines (Choi et al., 2012; Rafii et al., 2013). The ef-

ficiency of hematopoietic differentiation differs between

the two methodologies due to parameters such as serum,

stromal maintenance, or EB size, among others factors

(Kardel and Eaves, 2012; Vodyanik et al., 2006). More

importantly, in both of these experimental approaches,

the hemogenic potential of endothelium precursor popu-

lation has been analyzed at different times of the differ-

entiation process, with or without a prior purification

step of this population (Ditadi et al., 2015; Ramos-Mejia

et al., 2014). Together these variations in experimental

approaches make it difficult to reach clear conclusions

and consensus about the nature and potential of HE cells.
Stem Cell Reports
This is an open access arti
To date, it is still not known whether HE subsets with

different hematopoietic potentials emerge in successive

waves during the course of hESC differentiation, whether

HE populations are maintained within the differentiating

culture over time, or whether one unique population of

HE is generated early from mesoderm and progressively

differentiates within the culture. Following the hemo-

genic potential of endothelium cell populations continu-

ously over the course of hESC differentiation would

address some of these issues but to date this has never

been reported.

Despite these outstanding questions, significant ad-

vances have been achieved in the characterization of hu-

man HE using different culture conditions (Ditadi et al.,

2015; Ng et al., 2016; Rafii et al., 2013; Sturgeon et al.,

2014). Using OP9 stromal cells to differentiate hESCs,

both Rafii et al. (2013) and Choi et al. (2012) showed

that lack of CD73 expression marked endothelium with

hemogenic potential, while the upregulation of CD73

marked commitment to endothelium devoid of hemato-

poietic potential. These findings were also reported using

the EB differentiation approach by Ditadi et al. (2015),

who further distinguished human HE from vascular

endothelium by lack of both CD184 arterial marker and

DLL4 Notch ligand expression. This Notch ligand was

also shown to regulate the hematopoietic fate of human

hemato-endothelial progenitors (Ayllon et al., 2015). To

date, a consensus on the immuno-phenotype of human

HE indicates that this specialized endothelial precursor
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is contained within a population co-expressing CD31,

CD34, VE-cadherin (CD144), and KDR, and lacking the

expression of CD43, CD41, and CD45 marking hemato-

poietic commitment as well as lacking the expression of

DLL4, CD73, and CD184, marking further endothelial

commitment or arterial specification. To date, a large

amount of data detailing the emergence of blood cells

from human HE have been obtained using stromal

co-culture protocols (Choi et al., 2012; Rafii et al., 2013;

Vodyanik et al., 2006). In those cultures, different he-

matopoietic populations emerged from CD144+CD31+

CD73� endothelial progenitors, with CD43 expression

marking the earliest step of hematopoietic commitment

(Vodyanik et al., 2006). Using EB differentiation proto-

cols, the onset of hematopoietic commitment was also

defined by the expression of CD43, emerging from a

CD34+ endothelial precursor population (Kennedy

et al., 2012). At later EB stage, most CD43+ cells upregu-

lated the expression of CD41a and CD235a, and were en-

riched for megakaryocyte and erythroid progenitors,

respectively (Klimchenko et al., 2009; Paluru et al.,

2014). Definitive hematopoiesis, defined by T lymphoid

potential, was restricted to the CD43� fraction by day 9

of EB differentiation and to the CD43low by day 11 of

EB differentiation (Kennedy et al., 2012). In most of

these studies, the endothelial precursor population

from which hematopoiesis emerged was not purified,

making it difficult to dissociate cell-intrinsic effects

from microenvironment-induced influences. Despite

these significant advances in our understanding of the

onset of in vitro human hematopoiesis, further delinea-

tion of the progressive specification and clonogenicity

of emerging blood progenitors is still required to better

characterize the full potential of these progenitors and

to possibly identify long-term repopulating hematopoiet-

ic stem cells.

In the present study, we have analyzed the hemogenic

potential of endothelium precursor populations isolated

at days 6, 8, and 10 of EB differentiation and showed that

this hemogenic potential declines sharply over the course

of the differentiation process. By tracking the kinetics of

CD31 expression, we were able to monitor closely the gen-

eration of three populations of hematopoietic subsets from

HE-enriched endothelium isolated at day 6 of EB differenti-

ation: (1) a first population of progenitors that lost CD31

expression rapidly and contained hematopoietic potential

restricted to primitive erythrocytes; (2) a second popula-

tion of erythroid and myeloid progenitors that co-ex-

pressed CD31 and CD235a and was unresponsive to Notch

inhibition; (3) a third population of multilineage progeni-

tors that expressed CD31, but not CD235a, was responsive

to Notch inhibition and gave rise to erythroid, myeloid,

and T lymphoid cells.
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RESULTS

Transcriptional Landscape of Endothelium Precursor

Populations during the Course of EB Differentiation

To address how timing of hESC differentiationmight affect

hemogenic potential, we first analyzed the emergence of

endothelium cell populations during EB differentiation.

Similar to studies performed on OP9 co-culture (Choi

et al., 2012; Rafii et al., 2013), a significant CD31+CD144+

endothelial population was detected by day 5 of EB differ-

entiation (Figure S1A). The expansion of this endothelial

population was highly dependent on the presence of

vascular endothelial growth factor A (VEGF-A) (Figure S1A).

As a first approach to assess differences, we compared the

transcriptomes of endothelial cell populations isolated at

successive time points of differentiation. Cell populations

expressing CD31 and CD144 were isolated by fluores-

cence-activated cell sorting (FACS) at days 6, 8, and 10 of

EB differentiation (Figure 1A). At days 8 and 10 of differen-

tiation, CD31+CD144+ cell populations were isolated

from EB cultures supplemented or not with hematopoietic

cytokines from day 6 onward. In addition, CD31+CD144�

cell populations, which have downregulated CD144

expression and are committed to hematopoiesis, were

isolated from day 10 EB cultures as a reference for the

hematopoietic transcriptomic landscape. All populations

were isolated from two independent EB differentiation

cultures, and all transcriptomes were determined by

RNA sequencing (RNA-seq). Analysis of these datasets

by principal-component analysis (PCA) revealed that

CD31+CD144+ subsets did not cluster according to their

day of isolation but rather homogenously together away

from the CD31+CD144� hematopoietic-committed cells

(Figure 1B). In line with the PCA results, few genes were

found differentially expressed between the various popula-

tions (Table S1). No geneswere found significantly differen-

tially expressed between days 6 and 8, and only three genes

between days 8 and 10. In contrast, 172 genes were found

significantly differentially expressed between days 6 and

10, 71 of which were upregulated and 101 downregulated

in the day 10 population (Table S1). The addition of cyto-

kines to the EB cultures had little incidence on the tran-

scriptome of the CD31+CD144+ populations since 0 and

12 genes were found differentially expressed at days 8

and 10, respectively. In contrast, comparison with the

CD31+CD144� committed hematopoietic cells revealed

3,838 genes differentially expressed, with 1,567 genes

upregulated and 2,271 genes downregulated in the

CD144– population (Figure S1B). Within these differen-

tially expressed genes (DEGs), critical hematopoietic genes

were upregulated and critical endothelial geneswere down-

regulated (Figure 1C) in the CD31+CD144� cell popula-

tions. Despite the limited transcriptional differences found



Figure 1. Transcriptional Landscape of CD31+CD144+ Populations along the EB Differentiation Time
(A) Design of the experiment: CD31+CD144+ populations were isolated along the embryoid body (EB) differentiation timeline with or
without the addition of hematopoietic cytokines at the indicated times. CD31+CD144– populations were obtained from day 10 of
differentiation.
(B) PCA plot obtained from the transcriptomic analysis of the CD31+CD144+ populations isolated at days 6, 8, and 10 of EB differentiation
with or without hematopoietic cytokines (CK) added as well as the hematopoietic-committed CD31+CD144– populations.
(C) Heatmap of representative endothelial and hematopoietic genes differently expressed between CD31+CD144+ and CD31+CD144–

populations.
(D) Gene ontology (GO) of biological process terms enriched or downregulated in connection with the timing of CD31+CD144+ isolation
were identified using the annotation on line tool DAVID. Data are based on the DEGs obtained between days 6 and 10 of EB differentiation.
among the CD31+CD144+ populations, gene ontology

analysis of the DEGs found between days 6 and 10 revealed

that the most upregulated process was angiogenesis (Fig-

ure 1D). The transcriptomic data indicated an increase in

the expression of proangiogenic genes, such as Notch

ligand DLL4 and CD93, in the day 10 populations; these

observations were further validated by flow cytometry (Fig-

ure S2A). In contrast, the most downregulated gene

ontology terms were linked to cell division (Figure 1D),

an observation that was further validated by cell-cycle anal-
ysis of the isolated populations (Figure S2B) and revealed an

increased frequency of cells in the G0/G1 phase along with

a significant decreased frequency of cells in the G2/M

phase in CD31+CD144+ populations at days 8 and 10 of

differentiation.

Together, this transcriptomic analysis revealed little dif-

ferences in overall gene expression in the endothelial cell

populations across the timing of EB differentiation, sug-

gesting the maintenance of the CD31+CD144+ population

within the EB microenvironment.
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Hemogenic Potential of Endothelium Precursor

Populations during the Course of EB Differentiation

Given the low level of changes observed in the transcrip-

tional landscape, we next examined whether the

hemogenic potential of the CD31+CD144+ populations

remained constant over the time course of EB differentia-

tion. To address this, CD31+CD144+CD43� cell popula-

tions were isolated by FACS at days 6, 8, and 10 of EB dif-

ferentiation (Figure 2A) and seeded on gelatin-coated

dishes in serum-free culture supplemented with hemato-

poietic cytokines. Exclusion of CD43-expressing cells

ensured that we did not include cells already committed

to hematopoiesis in the assay. The immuno-phenotype

of cells generated within these hematopoietic-inducing

cultures were then analyzed by flow cytometry at days 4

and 7. Hematopoiesis emergence was assessed via the up-

regulation of CD43 expression, which marks commit-

ment to blood lineages (Kennedy et al., 2012; Vodyanik

et al., 2006). Concomitant to CD43 upregulation,

CD144 expression was downregulated while CD31

expression was retained on most CD43+ cells (Figure 2B).

The percentage of CD43+ cells produced after 4 and 7 days

was very high (over 70%) in cultures initiated with

CD31+CD144+ cells isolated from day 6 EBs. In contrast,

the percentage of CD43+ cells decreased sharply in cul-

tures initiated from day 8 and 10 EB cell populations.

The same trend was observed when comparing the abso-

lute number of CD43+ cells harvested from each culture

(Figure 2C). Analysis of other hematopoietic markers

(CD71, CD41a, and CD61) revealed similar findings (Fig-

ure S2C). Maintenance of an endothelial immuno-pheno-

type was monitored by co-expression of both CD144 and

CD31. The frequency of CD31+CD144+ endothelial

cells was inversely correlated to the frequency of

CD43+ cells (Figure 2B). Cultures initiated from day 8

and 10 EB cells contained increasing frequencies of endo-

thelial cells with low proliferative potential as reflected by

the low absolute number of cells obtained from these cul-

tures (Figure 2C). In line with this immuno-phenotypic

characterization, the morphology of the cells in cultures

initiated from day 6 EB populations showed well-defined

clusters of endothelial cells undergoing endothelial-to-

hematopoietic transition surrounded by hematopoietic

clusters (Figure 2D). These clusters were rarely observed

in cultures initiated from day 8 and 10 EB cell populations

in which endothelial-type clusters were mainly observed.

Finally, clonogenic potential analysis at day 4 of the he-

matopoietic-inducing cultures further demonstrated the

higher hemogenic potential of endothelial precursors iso-

lated from day 6 EBs with a progressive decline in clono-

genic potential in cultures derived from CD31+CD144+

isolated from day 8 and 10 EBs (Figure 2E). By day 7 of he-

matopoietic-inducing culture, multilineage potential was
1064 Stem Cell Reports j Vol. 11 j 1061–1074 j November 13, 2018
only maintained in cultures derived from CD31+CD144+

isolated from day 6 EBs (Figure S2D). May-Grünwald

Giemsa O-dianisidine staining of cells from colonies ob-

tained from day 6-derived cultures showed a broad range

of blood cell types including monocytes, basophils, and

neutrophils, as well as primitive erythrocytes seen as

large, nucleated, and stained brown by O-dianisidine

(Figure 2F).

Having defined the optimal timing for analyzing HE po-

tential, we next compared the progression of HE culture

with or without a purification step of the CD31+CD144+

population at day 6 of EB differentiation (Figure S3A). We

observed considerable outgrowth of mesenchymal-like

cells when the whole EB population was seeded (Figures

S3B–S3D). This, together with the lower hematopoietic

cells output observed without sorting (Figures S3B–S3D)

led us to include a sorting step of the CD31+CD144+ popu-

lation in the subsequent analysis of hematopoietic

specification.

In addition, we further characterized the immuno-

phenotype of the hemogenic-enriched endothelial popula-

tion at day 6 of EB differentiation. Previous studies have

described this population as CD31+CD144+ co-expressing

KDR and CD34 but lacking the expression of the hemato-

poietic markers CD41, CD43, and the expression of the

endothelial markers CD73, DLL4, and CXCR4 (Choi

et al., 2012; Ditadi et al., 2015). We confirmed this im-

muno-phenotype using three different hESC lines and

further characterized this cell population as expressing

CD151 and CD44 (Figures S4A and S5A). Around 5%–

15% of the CD144+CD31+ population did not express

CD44, and we therefore analyzed the hemogenic potential

of both CD44� and CD44+ subsets. We observed a signifi-

cant increase in the hematopoietic potential of the popula-

tion expressing CD44 (Figure S4B), confirming the expres-

sion of CD44 by HE. These markers, although not

previously described in HE, are related to the angiogenic

properties of endothelial cells (Cao et al., 2006) and were

shown to be expressed by CD34 cord blood cells with

hemogenic properties (Pelosi et al., 2012). Furthermore,

these cell surface molecules have also been described in

the context of adhesion and migration processes (Savani

et al., 2001), reinforcing their relevance at the onset of

the transition from HE to blood cells (Lie et al., 2014).

Altogether our data demonstrate that the hemogenic po-

tential of the endothelial precursor population in differen-

tiating EBs declines over time. Our findings suggest that the

earliest endothelial precursor population is enriched in HE

and that these HE cells may mature within the EBs upon

further differentiation. In linewith our transcriptome anal-

ysis, the proliferative potential of endothelium cell popula-

tion progressively decreases while these cells increase their

endothelial identity.



Figure 2. Characterization of Human HE along Human EB Differentiation
(A) Flow cytometry analysis of CD31+CD144+ populations at different times of EB differentiation (representative plots from four different
experiments). Circled gates indicate the HE-enriched isolated populations along with the percentage of CD43+ cells found within these
gated populations or without gating. CD31+CD144+CD43+ cells were excluded during the sort.
(B) Kinetic of endothelial (CD31+CD144+) and hematopoietic (CD43+) profiles obtained after re-plating in hematopoietic condition the
purified CD31+CD144+ populations obtained at days 6, 8, and 10 of EB differentiation. Data are representative of three independent
experiments after 4 and 7 days in culture on gelatin-coated plates.
(C) Quantification and statistical analysis of the total number of cells and hematopoietic-committed cells (CD43+) generated at days 4 and
7 of culture. Error bars indicate the SEM of data from three independent experiments. The significance of the difference between samples
was confirmed using two-way ANOVA; p value: adjusted p value using SIDAK multiple comparison: *p < 0.05, **p < 0.001, ***p = 0.0002,
****p < 0.0001.
(D) Representative pictures of CD31+CD144+ populations isolated at the indicated times of EB differentiation after 4 and 7 days of culture
on gelatin-coated plates in hematopoietic-inducing condition. Red arrows indicate endothelial clusters with hemogenic ability. Red
arrowheads indicate emerging blood cells and clusters of blood cells. Black arrowheads indicate endothelial cell clusters with no he-
mogenic potential.
(E) Quantification of colony-forming unit (CFU) potential of 104 cells harvested after 4 days of culture from the CD31+CD144+ populations
isolated at days 6, 8, and 10 of EB differentiation. Error bars indicate the SEM of data from three independent experiments.
(F) Pictures of representative colonies and cytospin of cells stained with O-dianisidine MGG. Scale bars, 100 mm. M, macrophages;
N, neutrophils; E, eosinophils; Ba, basophils; Mo, monocytes; Ery, erythrocytes. Brown staining is indicative of hemoglobinization of the
erythrocytes. Scale bars, 20 mm.
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Figure 3. Hematopoietic Progression from EB Day 6-Sorted HE-Enriched Population
(A) Flow cytometric analysis showing the immuno-phenotype of hematopoietic populations obtained at days 2, 3, and 4 of the culture of
CD144+CD31+ cells on gelatin-coated plates in hematopoietic-inducing conditions. Data are representative of five independent experi-
ments.
(B) Progression of the immuno-phenotype of hematopoietic populations obtained after 7 days of culture on gelatin-coated plates. Data are
representative of five independent experiments.
(C) Phenotypic characterization of the different cell populations defined by CD235a and CD31 expression after 7 days of HE culture on
gelatin. Data are representative of five independent experiments.
Hematopoietic Progression from Early HE-Enriched

Population

Wenext aimed to further characterize the onset of hemato-

poietic progenitor emergence from flow cytometry-en-

riched HE cells. CD31+CD144+CD43� cells were isolated

from day 6 EBs and further cultured in hematopoietic-

inducing condition on gelatin-coated plate or on OP9

stroma cells expressing or not the human Notch ligand

DLL1. These stroma lines were included in the experi-

mental design to assess whether stroma interaction might

influence the outcome of the culture.

In line with published data, the first hematopoietic cells

observed in the cultures performed on gelatin expressed

the hematopoietic markers CD43 and CD235a (Vodyanik

et al., 2006). By day 2 of culture, all CD43+ and CD235a+

cells still co-expressed CD31 along with CD71 and CD61

(Figures 3A and S4C), but had already downregulated

KDR and CD144 (Figure S4D). In these cultures, most of

the early emerging hematopoietic cells co-expressed
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CD41a (Figure S4C), suggesting that in human hematopoi-

esis the earliest blood cells derived from HE express CD41,

similar to what was observed during the emergence of the

murine hematopoietic system (Ferkowicz et al., 2003; Mik-

kola et al., 2003). The kinetics of expression of CD235a,

CD71, and CD43 over time in the culture revealed an

expansion of these cells accompanied by a progressive

loss of CD31-only-expressing cells (Figure 3A). However, a

subset of CD31+ cells, negative for all hematopoietic

markers tested, remained up to day 4 of the culture (Fig-

ure 3A). The hematopoietic markers CD61 and CD41a

were most exclusively expressed within the CD43+CD31+

population, representing around 20%of the hematopoietic

cells by day 4 of culture (Figure S4C). By day 7 of the cul-

ture, 70% of the cells expressed the hematopoietic marker

CD43 with a subset co-expressing the pan hematopoietic

marker CD45; most CD45+ cells co-expressed CD31 (Fig-

ure 3B). A similar progression of these hematopoietic sub-

sets was observed upon isolation and further culture of



the CD31+CD144+ populations from two other differenti-

ating hESC lines (Figure S5B).

Using the dynamic expression of CD235a and CD31,

four populations were identified both on gelatin (Figures

3B and 3C) and on stromal co-culture (Figure S6A). These

four populations were further characterized at day 7 of

culture for co-expression of other cell surface markers (Fig-

ures 3C, S6A, and S6B). A small population within the

CD235a+CD31� fraction (population 1) was characterized

by lower CD235a expression and loss of CD43 expression.

This population together with the CD235a+CD43+CD31�

population (population 2) did not express c-KIT, CD41a,

or CD45. In contrast, the two CD31+ populations (popula-

tions 3 and 4) contained all the CD43+CD41a+ progenitors

and were enriched for c-KIT expression known to mark

blood progenitors. The main differences in population 4

compared with population 3 were (1) a lack of CD235a

expression, (2) higher frequency of CD45+ cells, and (3)

lower frequency of CD41a+ cells. Similar findings were

observed when HE-enriched cells from day 6 EBs were co-

cultured on OP9 or OP9 hDLL1 (Figure S6A). A summary

of the markers expressed by the different populations at

day 7 is shown in Figure S6B.

Together, this analysis further refines our understanding

of the immuno-phenotype and dynamic of the very first

steps of hematopoietic specification from HE-enriched

populations.

The Multilineage Potential of CD31+ Cells Is

Maintained on Stroma Co-culture

The data presented above showed that a CD31-expressing

subset that did not express CD235a was still present by

day 4 of the culture. This population might represent

endothelium lacking hemogenic potential, a hemogenic

subtype maintained within the culture, committed he-

matopoietic cells lacking the expression of CD235a or a

mixture of all these. To explore the nature of the

CD31+CD235a� subset and to determine the biological po-

tential of the other populations defined by CD235a and

CD31 expression, we analyzed their output either in a clo-

nogenic assay or upon further culture on stroma cells.

Given the very similar profiles obtained for CD235a and

CD31 expression in the different culture conditions,

further assays were performed with populations isolated

after 4 days of culture on OP9 stroma expressing or not

hDLL1 since the presence of this supportive niche has

been shown to enhance hematopoietic output (Ji et al.,

2008). HE-enriched CD31+CD144+CD43� cells isolated

from day 6 EBs were cultured on OP9 stroma and, after

4 days of culture, the three main populations based on

CD235a and CD31 expression were isolated and either

tested in clonogenic assay or further cultured on OP9-

hDLL1 (Figure 4A).
Quantification of the colony-forming unit (CFU) poten-

tial by clonogenic assay after 4 days of HE culture revealed

that only the CD31+ subsets (populations 3 and 4) con-

tained multilineage potential (Figures 4B and 4C). The

CD235a+CD31� population showed limited clonogenic

potential, mostly restricted to typical small primitive

erythroid colonies (Figure 4C), consistent with the im-

muno-phenotype described above. Similar results were

observed in cells derived from co-cultures on stroma

expressing or not hDLL1 (Figure 4B). The two populations

expressing CD31 showed some differences in CFU output,

with higher erythroid andmacrophage-erythroid potential

but lower myeloid potential from cells co-expressing

CD235a (Figure 4B).

In parallel to these clonogenic assays, further co-culture of

the isolated CD31/CD235a populations were performed to

assess both endothelial and hematopoietic potential and

to determine whether co-culture on a supportive niche

stroma may enhance or maintain hematopoietic potential.

Analysis of endothelial output revealed that a fraction of

cells generated from the CD235a+CD31� population was

endothelial as demonstrated by their morphology (Fig-

ure 5A) and immuno-phenotype (Figure 5B). These cells

were characterized by CD31 and CD34 expression and

lacked hematopoietic marker expression. However, the ab-

solute number of these cells was very low compared with

the overall output of cells obtained from the CD31-express-

ing populations (Figure 5C). Interestingly, when the

CD235a+CD31� population was further cultured on gelatin

rather than on stroma cells, this ability to generate endothe-

lium was not observed (Figure S7A), suggesting that the

endothelial potential of the CD235a+CD31– population

may require a supportive niche to develop. The generation

of endothelial cells was barely observed in cultures derived

from theCD31-expressing populations (Figures 5B and 5C).

Hematopoietic output was higher in cultures derived

from the twoCD31+ populations (Figures 5A–5D).Most he-

matopoietic cells derived from theCD235a+CD31� popula-

tion were erythrocytes (Figure 5D); they expressed low

levels of CD43 and lacked CD45, CD41a, or CD31 expres-

sion (Figure 5B). In linewith the clonogenic assay, this pop-

ulation did not give rise to blood progenitors defined as

CD43+CD34+ or CD45+CD34+, as well as CD43+CD41a+

megakaryocyte progenitors (Figures 5B and 5C). CD235a

expression was mostly observed on cells derived from

the CD31�CD235a+ population. In contrast to the

CD31�CD235a+ population and in line with the clono-

genic data, both CD31+ populations displayed high he-

matopoietic output, with most CD43+ cells expressing

CD34 andmaintaining CD31 expression (Figure 5B). How-

ever, the CD31+CD235a� population generated higher

CD45+CD34+ and CD43+CD34+ frequencies (Figure 5B).

Finally, the clonogenic potential obtained from each of
Stem Cell Reports j Vol. 11 j 1061–1074 j November 13, 2018 1067
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(A) Schematic of the experimental design. HE-enriched cells were isolated at day 6 of EB differentiation and co-cultured on OP9 or OP9-
hDLL1 stroma for 4 days. At this time point, based on their expression of CD235a and CD31, three populations were isolated and their
clonogenic and T cell potential was tested. Further co-culture of each isolated population was carried on OP9-hDLL1 during 7 days, at
which time further flow cytometry analysis and CFU assays were performed.
(B) Clonogenic potential obtained from the CD235a/CD31 populations isolated after 4 days of co-culture OP9 or OP9-hDLL1 on stroma cell.
Error bars indicate the SEM of data from three independent experiments.
(C) Representative pictures of hematopoietic colonies obtained from the indicated populations after 14 days in clonogenic assay (n = 3).
Black arrows indicate erythroid colonies; arrowhead indicates macrophage colony and asterisks indicate granulo-macrophage colonies.
Scale bars, 100 mm.
these secondary cultures at day 7 revealed thatmultilineage

potential was onlymaintained in the twoCD31-expressing

populations (Figure 5D). These data revealed that this po-

tential is uniquely linked to CD31 expression and can be

maintained by co-culture on stroma. Low erythroid-only

potential was observed after further culture on stroma

and this potential was restricted to the CD235a+CD31–

population (Figure 5D). Similar hematopoietic differentia-

tion profiles were observed whether HE isolated from

day 6 EBs were initially cultured on OP9 (Figure 5B) or

OP9 hDLL1 (Figure S6C). Interestingly, only the

CD31+CD235a� population was affected by the presence

of the Notch ligand, resulting in the generation of a greater

number of hematopoietic cells when plated on OP9-

hDLL1. To determine if the CD31+CD235a� population

was specifically responsive to the Notch pathway, isolated
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CD235a/CD31 populations were cultured on OP9-hDLL1

for 7 days with or without the addition of the gamma-sec-

retase inhibitor RO4929097. We observed that only the

hematopoietic output obtained from the CD31+CD235a�

population was affected by Notch signaling inhibition,

resulting in an important decrease in the percentage of

CD43+ and CD43+CD41a+ cells (Figure S7B). Notch inhibi-

tion increased the proportion of cells expressing endothe-

lial markers in all the cultures (Figure S7B).

Given the erythroid-myeloid multilineage potential

observed upon clonogenic assay, we next investigate the

T lymphoid potential of the three CD235a/CD31 popula-

tions obtained from day 4 HE culture (Figure 4A). To test

for this potential, the three populations were serially

passaged over 1 month on OP9-hDLL1 and then analyzed

by flow cytometry. No CD45+ cells were found in the



Figure 5. The Multilineage Potential of CD31+ Cells Is Maintained on Stroma Co-culture
(A) Representative endothelial and hematopoietic cell morphologies displayed by the different CD235a/CD31 populations after purifi-
cation and co-culture on OP9-hDLL1 stroma cells (n = 3). Scale bars, 100 mm.
(B) Representative flow cytometric analysis of the indicated populations after 7 days of culture on OP9-hDLL1 stroma cells (n = 3).
(C) Quantification and statistical analysis of the total number of cells obtained after 7 days of culture. Differences between each popu-
lation were analyzed by two-way ANOVA. Error bars indicate the SEM from three independent experiments; adjusted p values using Turkey
multiple comparison test: **p < 0.002, ***p < 0.0001.
(D) Quantification of CFU potential of 104 cells obtained after 7 days of culture from the indicated populations. Error bars indicate the SEM
of data from three independent experiments.
cultures derived from the CD235a+CD31� population (Fig-

ures 6A and 6B). The CD235a+CD31+ population gave rise

to very few CD4+CD8+ cells, in only one out of three exper-

iments. In sharp contrast, high numbers of T cells express-

ingCD4 andCD8were generated from theCD235a�CD31+

population (Figures 6A and 6B), demonstrating that only

this later population is endowed with lymphoid potential,

a characteristic of definitive hematopoiesis.

Another characteristic indicative of a shift from primitive

to definitive potential is the change in globin gene expres-

sion in erythrocytes from 3embryonic or primitive globin

to g1/2 fetal globin (Qiu et al., 2008). To further assess the

definitive potential of the CD235a�CD31+ population, we

compared the ratio of g1/2 versus 3globin expression in he-

matopoietic colonies obtained in clonogenic assays per-

formed with the three CD235a/CD31 populations isolated

at day 4 of HE culture. A significant increase in the ratio of
fetal versus embryonic globin was observed in the

CD235a�CD31+ population compared with the two other

populations (Figure 6C), further supporting the definitive

hematopoietic potential of theCD235a�CD31+ population.

Together, these results establish that the expression of

CD31 and CD235a define three subsets of blood progeni-

tors that all derive from HE isolated early at day 6 of EB dif-

ferentiation (Figure 7). Furthermore, these data revealed

that high proliferative capacity, multilineage potential

and definitive hematopoiesis is closely correlated with

CD31 expression and lack of CD235a.
DISCUSSION

In the present study, we establish that, during the course of

human ESC differentiation, an early endothelial precursor
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Figure 6. Characterization of Definitive Hematopoietic Potential of the CD31/CD235a Populations
(A) T lymphoid potential displayed by the indicated populations after culture on OP9-DLL1. After 1 month, cells were harvested and stained
for CD45, CD4, and CD8 expression. Flow cytometric analyses are representative of three independent experiments. Stroma cells were
excluded based on their high GFP expression as seen on the control OP9-only culture dot plot on the right.
(B) Quantification and statistical analysis of the total number of lymphoid cells obtained in each experiment. Differences between each
population were analyzed by two-way ANOVA. Error bars indicate the SEM from three independent experiments. Adjusted p value using
Turkey multiple comparison test: ***p % 0.0006.
(C) Globin expression in cells of hematopoietic colonies obtained from the indicated populations after 2 weeks in methylcellulose culture.
Quantification and statistical analysis of the ratio between gamma g1/2 and epsilon 3globin expression analyzed by RT-PCR. Error bars
indicate the SEM from three independent experiments. Adjusted p value using SIDAK’s multiple comparison test: *p = 0.0326, **p =
0.0028, ***p = 0.0002.
population developing from mesoderm initially harbors a

high and diverse hemogenic potential, and that this poten-

tial declines over time within the differentiating EBs. These

findings are consistent with the timeline of hematopoietic

development described previously (Kennedy et al., 2012;

Rafii et al., 2013; Ramos-Mejia et al., 2014; Sturgeon

et al., 2014; Wang et al., 2004) and suggest that, upon

ESC differentiation, only one main wave of HE specifica-

tion from the mesoderm occurs, similar to what has been

observed in differentiating mouse ESCs (Pearson et al.,

2015).

Establishment of the hematopoietic system during

embryonic development is an intricate process involving

multiple incremental steps of commitment that are orches-

trated by complex networks of transcription factors (Goode
1070 Stem Cell Reports j Vol. 11 j 1061–1074 j November 13, 2018
et al., 2016; Lacaud and Kouskoff, 2017). The use of mouse

and human ESC differentiation as model systems has

already allowed unraveling critical aspects of this develop-

mental progression. However, many questions are still

outstanding, such as whether HE subsets with specific po-

tential are generated from differentiating ESCs sequentially

overtime? To address this important question, we analyzed

the transcriptome and hemogenic potential of endothe-

lium populations isolated at days 6, 8, and 10 of ESC differ-

entiation, the timing most commonly used in the pub-

lished literature (Choi et al., 2012; Kennedy et al., 2012;

Real et al., 2012). The overall transcriptional signature

observed in these populations was quite homogeneous

along the timeline of differentiation and was independent

of the addition of hematopoietic cytokines. Differences



Figure 7. Simultaneous Waves of Hematopoietic Differentiation from HE-Enriched Cell Population
Hematopoietic differentiation from HE isolated at day 6 of differentiation. The first hematopoietic wave differentiates rapidly, is detected
within 2 days of culture and is characterized by the expression of the hematopoietic marker CD235a and the loss of CD144 and KDR,
endothelial and mesodermal markers, respectively (all positive markers in bold characters). From this first wave, two hematopoietic
populations emerge by day 4 and are discriminated by CD31 expression. Loss of this marker is accompanied by a reduced clonogenic
potential and restriction to primitive erythrocytes. A second wave of hematopoiesis emerging from the same HE-enriched population does
not express CD235a and retains endothelial marker expression. This population does not generate CD235a+ cells, but gives rise to large
numbers of CD45+ cells and T cells in culture. The hematopoietic populations generated from this second wave present multilineage
potential and are Notch responsive.
were observed in the expression levels of genes involved in

cell division and angiogenic process, consistent with the

observed decrease in proliferative potential of these popu-

lations over time and increase endothelial identity. When

the hemogenic potential of these successive endothelial

populations was determined, a sharp decrease in the quan-

titative output of blood cell production was observed, with

day 8 and 10 populations harboring only minimal

hemogenic potential. Importantly, clonogenic assay or im-

muno-phenotypic characterization did not highlight spe-

cific qualitative differences in the output of these three

populations except for a sharp decrease in primitive eryth-

rocyte generation. Although we did not test the T cell po-

tential of the day 8 and 10 populations, which could be

equivalent or higher than at day 6, it still remains that

both erythroid and myeloid potentials were strongly

diminished over time. This lack of correlation between
transcriptome and changes in hemogenic potential might

be explained by a low frequency of HE within these endo-

thelial populations, which therefore contribute little to the

overall transcriptomic signature in either population.

Alternatively, it is possible that, at the transcriptional level,

endothelium precursors endowed with hemogenic poten-

tial are extremely similar to non-HE and therefore no differ-

ences in transcriptomic landscape are seen whether the

endothelial population is hemogenic or not. To date, there

are still no cell surface markers identified that are uniquely

expressed by HE and that would allow the isolation of a

pure HE population.

In this study,we also followed the earliest step of hemato-

poietic specification from the day 6 HE-enriched popula-

tion using multi-parameter cell-surface staining, clono-

genic assays, and secondary culture of isolated subsets.

These experiments established that three populations of
Stem Cell Reports j Vol. 11 j 1061–1074 j November 13, 2018 1071



hematopoietic progenitors were specified from early HE

(Figure 7). The first two subsets both expressed CD235a

and CD43, but were distinguished by CD31 expression:

the CD235a+CD43+CD31� population had restricted pro-

liferation and only generated primitive erythroid colonies;

the CD235a+CD43+CD31+ population had higher prolifer-

ative potential and gave rise to multilineage erythroid and

myeloid colonies. These two subsets no longer expressed

KDR and CD144 and were fully committed to hematopoi-

esis as early as 2 days after the initiation of culture.

The third population did not initially express any hemato-

poietic marker (CD235a, CD43, CD41a, and CD45) and

maintained its endothelial identity expressing CD31,

KDR, andCD144. In clonogenic assay or secondary culture,

this third population showed a high proliferative potential

and gave rise to multilineage erythroid and myeloid col-

onies as well as T lymphocytes. In addition, the generation

of hematopoietic cells by this later population was more

dependent on the presence of the DLL1 Notch ligand

when compared with the other two populations. This

observation is reminiscent of the differential Notch

requirement observed during mouse embryonic develop-

ment, where yolk sac hematopoiesis was found to be Notch

independent, while intra-embryonic hematopoiesis was

Notch dependent (Kumano et al., 2003). This suggests

that the CD235a+CD31� and CD235a+CD31+ populations

could be the equivalents of the two yolk sac waves of hema-

topoiesis, primitive erythrocytes, and erythro-myeloid

progenitors, described previously in the mouse embryo

(McGrath et al., 2015). The CD235a�CD31+ population

would represent the equivalent of intra-embryonic hema-

topoiesis, further supported by the definitive features dis-

played by this population including T lymphoid potential

and the higher ratio of fetal versus embryonic globin. It is

clear, however, that T cell potential on its own is not a hall-

mark of intra-embryonic hematopoiesis. Our data also

suggest differences in lineage maturation from a pool of

HE giving rise to the three CD31/CD235a populations

with different hematopoietic potential, different prolifera-

tive potential, and different responsiveness to Notch.

Together our findings demonstrate that HE present in EBs

by day 6 of hESC differentiation already harbors primitive

and definitive potential. An important question that re-

mains to be addressed is whether different HE subsets

give rise to the three CD31/CD235a populations or

whether a unique HE generates all of them?

The derivation of hematopoietic stem and progenitor

cells from hESCs usable in the clinic for therapeutic pur-

pose remains a primary objective in the field of stem cell

research and regenerative medicine. However, to achieve

this goal, one first needs to have a perfect understanding

of the differentiation process leading to the generation

of these useful blood cells, both at the cellular and molec-
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ular level. Data presented here further our under-

standing of the developmental path of hESCs toward the

generation of blood progenitor cells, bringing us a step

closer to defining how these hematopoietic subsets are

generated.
EXPERIMENTAL PROCEDURES

hESC Culture and Differentiation
Man-5, Man-1 (University of Manchester), and H1 (WISC BANK

USA) humanESCsweremaintained on g-irradiated CF1 (Millipore)

or DR4 mouse embryonic fibroblasts in KO-DMEM (Gibco,

Thermo Fisher Scientific) supplemented with 20% KO Serum

replacement (Thermo Fisher Scientific), 0.1 mM 2-mercaptoetha-

nol (50mM,Gibco, Thermo Fisher Scientific), 1%minimumessen-

tial medium (MEM) non-essential amino acids solution (1003,

Gibco, Thermo Fisher Scientific), 1% L-glutamine, 0.5% peni-

cillin/streptomycin, and 8 ng/mL of human basic fibroblast

growth factor (bFGF) (PeproTech). Four days before differentiation,

hESCs were plated on Geltrex LDEV-Free, hESC-Qualified, reduced

growth factor basementmembranematrix (Thermo Fisher Scienti-

fic) and maintained in TeSR-E8 (STEMCELL Technologies). Differ-

entiation of hESC was driven by EB formation, using between 7

and 14 million hESCs, in serum-free StemPro-34 SFM (Thermo

Fisher Scientific) supplementedwith the sequential addition of hu-

man cytokines (all from PeproTech) during 6 days in low-oxygen

conditions as follows: 10 ng/mL BMP4 at day 0, 5 ng/mL of

bFGF at day 1, and 0.9 ng/mL activin A at day 2. From days 4 to

6 the medium was supplemented only with 5 ng/mL of bFGF

and 12 ng/mL of VEGF. After 6 days, EBs were maintained in nor-

moxia with or without the addition of hematopoietic cytokines as

described previously (Kennedy et al., 2012). Similar and reproduc-

ible hematopoietic differentiation data were obtained from EB dif-

ferentiation and HE culture using the three hESCs, Man-5, Man-1,

and H1.

OP9 Stromal Cell Lines Cultures
OP9-GFP carrying human DLL1 Notch ligand (Ayllon et al., 2015)

and OP9-GFP were maintained in a-MEM basal medium (Thermo

Fisher Scientific) supplemented with 20% heat-inactivated fetal

bovine serum, 1% L-glutamine, and 1% penicillin/streptomycin.

Both cell lines were g-irradiated or treated with mitomycin C

before co-culture.

Purified HE Culture and Differentiation
Sorted CD31+CD144+ cells from EBs at the specified times were

cultured on gelatin-coated plates or on co-culture with irradiated

stroma cell lines. At day 6 of EB differentiation, the average per-

centage of sorted CD31+CD144+CD43– HE population was 20%,

resulting in the isolation of two to five million cells. The same

numbers of sorted cells were seeded to analyze the hematopoietic

differentiation across all culture conditions. Initial cell densities

used in hematopoietic-inducing culture were as follows per well

of a 6-well plate: 150,000 cells for days 2 and 3, 120,000 cells

for day 4, and 75,000 for day 7. Hematopoietic differentiation

from isolated CD31+CD144+ cells was performed in serum-free



StemSpan medium (STEMCELL Technologies) supplemented

with human cytokines (25 ng/mL insulin growth factor 1

(IGF-1), 25 ng/mL IGF-2, 50 ng/mL stem cell factor (SCF),

50 ng/mL thrombopoietin, 20 ng/mL Fms-like tyrosine kinase-3

ligand (FLT3L), 5 ng/mL interleukin-11 (IL-11), 5 ng/mL VEGF-A,

and 5 ng/mL fibroblast growth factor 2 (all from PeproTech).
T Lymphoid Differentiation
A total of 30,000 cells per well of a 12-well plate were cultured on

mitomycin C-treated OP9-hDLL1 in stromal culture mediumwith

human cytokines as follow: 20 ng/mL FLT3L, 100 ng/mL SCF,

25 ng/mL IL-2, and 5 ng/mL IL-7 during the first 2 weeks and

10 ng/mL FLT3L, 25 ng/mL IL-2, and 5 ng/mL of IL-7 for the last

2 weeks. The cultures were transferred to fresh OP9-hDLL1 cells

every 5 days after the first 10 days. For passaging, the cultures

were treated with TrypLe (Thermo Fisher Scientific) and filtered

through a 50-mm sterile Filcon (BD). Cells were analyzed

after 1 month of culture using hCD45-PeCy5.5 (eBioscience),

anti-human CD8-PE (BioLegend), and anti-human CD4-PeCy7

(eBioscience).
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SUPPLEMENTAL FIGURE AND LEGENDS 

 

Figure S1: related to experimental procedures and Figure 1. 

A. Effect of VEGF-A addition at day 4 of EB differentiation on the emergence of human 

CD144
+
CD31

+
 cell populations. Data shown are representative of 3 independent experiments. 

B. Heat map of all differentially expressed genes (DEG) between the CD31
+
CD144

+
 population 

obtained at different times of EB differentiation and the hematopoietic committed population 

CD31
+
CD144

neg 
based on transcriptomic RNA-seq data. 
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Figure S2:  HE at different time points of the EB differentiation, related to figure 2 

A. Flow cytometric analysis of DLL4 and CD93 expression within the CD31
+
CD144

+
 cell 

populations at day 6, 8 and 10 of embryoid body (EB) differentiation. Data shown are 

representative of 3 independent experiments. 
B. Representative plot and statistical analysis of cell cycle of CD31

+
CD144

+
  cell populations 

isolated at the indicated times. Error bars indicate the SEM of data from 3 independent 

experiments. The significance of the difference between samples was confirmed using 2-way 

ANOVA; p-values *p< 0.05 ** p<0.001 ***p=0.0005. 
C. Flow cytometric analysis of the hematopoietic profile obtained after 4 days of culture of 

CD31
+
CD144

+
CD43

neg
 isolated along the EB differentiation at the indicated times. Data shown are 

representative of 3 independent experiments. 
D. Quantification of colony forming unit (CFU) potential of 104 cells obtained after 7 days of culture 

on gelatine-coated plates of CD31
+
CD144

+
 isolated from EBs at the indicated times. Error bars 

indicate the SEM of data from 3 independent experiments. 
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Figure S3: Enrichment of the HE, related to experimental procedures 

A. Representative photographs of cell morphologies obtained after 3 and 6 days of culture on gelatin-

coated dishes in hematopoietic-inducing condition from non-sorted day 6 embryoid body (EB) or 

from purified CD31
+
CD144

+
  cells at the same time of differentiation (scale bars 100µm). 

Progression and emergence of the hematopoietic round cells can be observed. Asterisks indicate 

endothelial clusters with hematopoietic cells emerging from them. Arrows indicate some of the 

emerging clusters of blood cells.  
B. Flow cytometric analysis of the hematopoietic markers CD43, CD235a and CD41a and endothelial 

CD31 marker after 4 days of culture. Red star marks the presence of a cell population only present 

in the non-sorted culture (B-C). 
C. Immuno-phenotypic characterization of the cell populations found in the non-sorted and sorted 

cultures after 4 days in gelatine coated culture. Data are representative of 3 independent 

experiments. 
D. Quantification and statistical analysis of the flow cytometry data obtained after 4 days of culture. 

Error bars indicate the SEM of data from 3 independent experiments. The significance of the 

difference between samples was confirmed using 2-way ANOVA; p-value **p=0.004 and 

***p<0.001. 
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Figure S4: Purified HE of Man-5 cell line and hematopoietic development in gelatine, related to figure 3 

 

A. Immuno-phenotypic characterization of CD31
+
CD144

+
 cells at day 6 of EB differentiation. Data 

shown are representative of 5 independent experiments. 

B. Sorting strategy of CD31
+
CD144

+
 cells at day 6 of EB differentiation to better characterization of 

CD44 expressing population. Statistical analysis shows an increase of hematopoietic cells after 7 

days in culture from the CD44
+
CD31

+
CD144

+ 
cell population. Error bars indicate the SEM of data 

from 3 independent experiments. The significance of the difference between samples was confirmed 

using 2-way ANOVA; p value *p<0.05 and **p< 0.005. 

C. Flow cytometric analysis of the hematopoietic development obtained from sorted 

CD31
+
CD144

+
CD43

neg
 on gelatine-coated plates at the times indicated. Data shown are 

representative of 3 independent experiments. 

D. Downregulation of CD144 endothelial and KDR mesodermal marker in the hematopoietic 

population obtained from sorted CD31
+
CD144

+
CD43

neg
 cultured on gelatine-coated plates and 

analysed at the indicated day of culture. Data shown are representative of 3 independent 

experiments. 
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Figure S5: Characterization of HE and hematopoietic differentiation obtained from H1 and Man1 cell 

lines, related to experimental procedures. 

 

A. Phenotypic characterization of CD31
+
CD144

+ 
at day 6 of EB differentiation for H1 and Man1 hESC 

lines. Representative plots from 3 different experiments per cell line, showing reproducible marker 

characterization of the human HE-enriched populations. 
B. Flow cytometric analysis of the hematopoietic development obtained from sorted 

CD31
+
CD144

+
CD43

neg
 cells on gelatine-coated plates at day 4 and 7 for the H1 and Man1 hESC 

lines. Data shown are representative of 3 independent experiments per cell line. 
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Figure S6: CD235a/CD31 kinetics in stromal co-culture, related to figure 3 and 5 

 

A. Representative flow cytometric analysis of CD235a/CD31 populations obtained from 

CD31
+
CD144

+
CD43

neg
 co-cultured for 7 days with irradiated OP9 and OP9-hDLL1 (upper panels). 

Characterization of the cell surface markers expressed or not in each population following 7 days of 

co-culture with stromal cells OP9-hDLL1, (lower panels). Data shown are representative of 3 

independent experiments.  
B. Summary of the cell surface markers expressed by each population after 7 days of 

CD31
+
CD144

+
CD43

neg
 co-culture with stromal cells. 

C. Flow cytometric analysis of hematopoietic development from the different CD235a/CD31 fractions 

after 7 day of culture on irradiated OP9 GFP stromal cells.  
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Figure S7: Culture of CD235a/CD31 populations in gelatine and effect of Notch inhibition in co-

culture, related to figures 5 and 7.  

 

A. Representative pictures of cell cultures obtained from sorted CD235a/CD31 fractions after 7 days of 

culture on gelatine-coated plates magnification (10X (upper row) and 20X (lower row)). Scale bars 

100µm. 

B. Effect of Notch inhibition as measured by the addition of 10 µM gamma secretase inhibitor (GSI) 

RO4929097 or DMSO control in the culture of the indicated populations after 7 days in co-culture 

with OP9h-DLL1. Data are representative of 3 independent experiments. 
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Table S1 
 

EnsembleGeneID symbol Fold 

change 

EnsembleGeneID symbol Fold 

change 

ENSG00000135638 EMX1 0.032 ENSG00000139618 BRCA2 0.370 

ENSG00000171388 APLN 0.038 ENSG00000161681 SHANK1 0.371 

ENSG00000170373 CST1 0.052 ENSG00000163520 FBLN2 0.371 

ENSG00000139438 FAM222A 0.070 ENSG00000139734 DIAPH3 0.372 

ENSG00000115085 ZAP70 0.073 ENSG00000138821 SLC39A8 0.377 

ENSG00000101441 CST4 0.076 ENSG00000134333 LDHA 0.377 

ENSG00000109255 NMU 0.076 ENSG00000198838 RYR3 0.377 

ENSG00000188803 SHISA6 0.096 ENSG00000184661 CDCA2 0.379 

ENSG00000105672 ETV2 0.100 ENSG00000128683 GAD1 0.387 

ENSG00000148704 VAX1 0.101 ENSG00000090530 LEPREL1 0.387 

ENSG00000163492 CCDC141 0.119 ENSG00000115687 PASK 0.389 

ENSG00000185666 SYN3 0.132 ENSG00000011426 ANLN 0.391 

ENSG00000203805 PPAPDC1A 0.134 ENSG00000198826 ARHGAP11A 0.392 

ENSG00000102385 DRP2 0.139 ENSG00000075218 GTSE1 0.395 

ENSG00000155657 TTN 0.139 ENSG00000109805 NCAPG 0.398 

ENSG00000075340 ADD2 0.142 ENSG00000186638 KIF24 0.400 

ENSG00000197046 SIGLEC15 0.156 ENSG00000122966 CIT 0.405 

ENSG00000143369 ECM1 0.164 ENSG00000131747 TOP2A 0.405 

ENSG00000168280 KIF5C 0.164 ENSG00000050555 LAMC3 0.406 

ENSG00000244588 RAD21L1 0.165 ENSG00000142945 KIF2C 0.414 

ENSG00000222033 LINC01124 0.171 ENSG00000141526 SLC16A3 0.414 

ENSG00000171643 S100Z 0.174 ENSG00000187164 KIAA1598 0.417 

ENSG00000110092 CCND1 0.177 ENSG00000138778 CENPE 0.421 

ENSG00000100351 GRAP2 0.182 ENSG00000166845 C18orf54 0.421 

ENSG00000130477 UNC13A 0.193 ENSG00000139946 PELI2 0.424 

ENSG00000166342 NETO1 0.197 ENSG00000101447 FAM83D 0.425 

ENSG00000171587 DSCAM 0.198 ENSG00000178295 GEN1 0.427 

ENSG00000158764 ITLN2 0.205 ENSG00000119969 HELLS 0.434 

ENSG00000178568 ERBB4 0.235 ENSG00000079739 PGM1 0.436 

ENSG00000159212 CLIC6 0.238 ENSG00000148773 MKI67 0.436 

ENSG00000179715 PCED1B 0.249 ENSG00000126787 DLGAP5 0.440 

ENSG00000105464 GRIN2D 0.262 ENSG00000123124 WWP1 0.441 

ENSG00000159307 SCUBE1 0.263 ENSG00000162367 TAL1 0.442 

ENSG00000095777 MYO3A 0.266 ENSG00000095637 SORBS1 0.444 

ENSG00000189120 SP6 0.270 ENSG00000140534 TICRR 0.446 

ENSG00000179403 VWA1 0.273 ENSG00000183850 ZNF730 0.447 

ENSG00000111981 ULBP1 0.285 ENSG00000051341 POLQ 0.448 

ENSG00000144136 SLC20A1 0.308 ENSG00000117724 CENPF 0.450 

ENSG00000185565 LSAMP 0.310 ENSG00000180773 SLC36A4 0.450 

ENSG00000186777 ZNF732 0.322 ENSG00000105227 PRX 0.450 

ENSG00000166450 PRTG 0.334 ENSG00000137642 SORL1 0.451 

ENSG00000155760 FZD7 0.337 ENSG00000162063 CCNF 0.454 



ENSG00000123485 HJURP 0.338 ENSG00000166851 PLK1 0.456 

ENSG00000233224 HIST1H2AM 0.339 ENSG00000138182 KIF20B 0.460 

ENSG00000066279 ASPM 0.344 ENSG00000161800 RACGAP1 0.461 

ENSG00000159399 HK2 0.345 ENSG00000100629 CEP128 0.463 

ENSG00000135476 ESPL1 0.355 ENSG00000146263 MMS22L 0.464 

ENSG00000167703 SLC43A2 0.357 ENSG00000131389 SLC6A6 0.472 

ENSG00000088826 SMOX 0.358 ENSG00000060982 BCAT1 0.472 

ENSG00000168421 RHOH 0.363 ENSG00000068489 PRR11 0.473 

ENSG00000137812 CASC5 0.369       

EnsembleGeneID symbol Fold 

change 

EnsembleGeneID symbol Fold 

change 

ENSG00000150681 RGS18 489.068 ENSG00000168938 PPIC 3.821 

ENSG00000176956 LY6H 234.933 ENSG00000143603 KCNN3 3.819 

ENSG00000166979 EVA1C 109.390 ENSG00000112149 CD83 3.817 

ENSG00000133800 LYVE1 109.316 ENSG00000005108 THSD7A 3.772 

ENSG00000188536 HBA2 86.679 ENSG00000137266 SLC22A23 3.763 

ENSG00000145192 AHSG 66.773 ENSG00000132357 CARD6 3.630 

ENSG00000000971 CFH 39.367 ENSG00000111261 MANSC1 3.629 

ENSG00000079385 CEACAM1 35.535 ENSG00000205336 GPR56 3.596 

ENSG00000099260 PALMD 17.622 ENSG00000182240 BACE2 3.491 

ENSG00000150630 VEGFC 17.299 ENSG00000169594 BNC1 3.332 

ENSG00000118777 ABCG2 15.342 ENSG00000071242 RPS6KA2 3.201 

ENSG00000176435 CLEC14A 11.762 ENSG00000075426 FOSL2 3.184 

ENSG00000182851 GPIHBP1 11.583 ENSG00000104870 FCGRT 3.165 

ENSG00000113389 NPR3 10.919 ENSG00000173598 NUDT4 3.108 

ENSG00000081051 AFP 10.575 ENSG00000240583 AQP1 3.107 

ENSG00000101542 CDH20 10.468 ENSG00000163171 CDC42EP3 3.088 

ENSG00000146674 IGFBP3 10.344 ENSG00000001561 ENPP4 3.049 

ENSG00000172031 EPHX4 9.580 ENSG00000145623 OSMR 3.027 

ENSG00000129422 MTUS1 9.079 ENSG00000164930 FZD6 2.892 

ENSG00000132872 SYT4 7.611 ENSG00000185112 FAM43A 2.876 

ENSG00000175874 CREG2 7.029 ENSG00000164035 EMCN 2.871 

ENSG00000154133 ROBO4 6.793 ENSG00000147862 NFIB 2.863 

ENSG00000171864 PRND 6.676 ENSG00000143801 PSEN2 2.840 

ENSG00000136960 ENPP2 6.575 ENSG00000166750 SLFN5 2.707 

ENSG00000184113 CLDN5 6.308 ENSG00000197461 PDGFA 2.679 

ENSG00000116016 EPAS1 6.018 ENSG00000176597 B3GNT5 2.539 

ENSG00000143140 GJA5 5.109 ENSG00000069122 GPR116 2.476 

ENSG00000137393 RNF144B 4.982 ENSG00000198168 SVIP 2.428 

ENSG00000127241 MASP1 4.728 ENSG00000078269 SYNJ2 2.401 

ENSG00000213949 ITGA1 4.712 ENSG00000164929 BAALC 2.311 

ENSG00000179144 GIMAP7 4.678 ENSG00000125810 CD93 2.254 

ENSG00000165702 GFI1B 4.430 ENSG00000123240 OPTN 2.249 

ENSG00000167680 SEMA6B 4.085 ENSG00000126785 RHOJ 2.134 

ENSG00000133574 GIMAP4 4.063 ENSG00000101974 ATP11C 2.108 

ENSG00000165507 C10orf10 4.035 ENSG00000170989 S1PR1 2.096 

ENSG00000124772 CPNE5 3.929    



 

 

 

Table S1: List of the genes down-regulated (Blue) and up-regulated (red) between day 6 and day 10 in 

the CD31
+
CD144

+
 populations sorted from embryoid body EB differentiation. Related to Figure 1. 

Differentially expressed genes are derived from RNA-seq data analysis. The data were filtered to include 

only genes with at least 1 count-per-million reads and genes with a median coverage of more than 10%.  

Genes with > 2-fold change and false discovery rate < 0.05 were considered as differentially expressed. 

  



 

SUPPLEMENTAL EXPERIMENTAL PROCEDURES 

Flow cytometry and cell sorting: For HE-enriched population sorting, cells were stained with hCD144-PE 

(Miltenyi), hCD43-APC (eBioscience) and hCD31-APC-Cy7 (eBioscience). Further characterization of 

human HE at day 6 of EB differentiation was performed using hCD90-Biotin (eBioscience), hCD44-PeCy7 

(eBioscience), hCD34-FITC (Miltenyi), hCD117-PeCy7 (eBioscience), hKDR-AlexaFluor-647 

(eBioscience), hCD151-APC (eBioscience), hCD9-Biotin (eBioscience), hCD73-APC (eBioscience), 

hDLL4-Biotin (Miltenyi) and hCXCR4-PeCy5.5 (eBioscience). Analysis of hematopoietic differentiation 

was assessed using hCD41a-FITC (eBioscience), hCD45-PeCy5.5 (eBioscience), hCD61-FITC (Miltenyi) 

CD71-FITC (eBioscience), and hCD235a-Biotin (eBioscience). BV421-Streptavidin (Biolegend) was used 

for all biotinylated antibodies. Non-viable cells were excluded by Hoechst 33258 staining. When co-culture 

was used the stromal cells were excluded based on their size and on their high expression level of GFP 

expression. Compensations were performed with beads controls. Acquisition was performed on LSRII or 

Fortessa (BD Biosciences) and data were analysed using FlowJo software (Treestar). Cell sorting was 

performed on Aria III or Influx sorters (BD Biosciences). 

 

Clonogenic assay: Hematopoietic potential was assessed in semi-solid methylcellulose culture. As specified 

on each graphs, 7 to 10 x10
3 

cells were seeded into IMDM media (Thermo Fisher) containing 1% 

methylcellulose and human cytokines as previously described (Kennedy et al., 2012). Counting was 

performed after 14 days of culture at 37ºC in 5%CO
2
. All assays were performed in triplicate. 

 

Cell cycle: CD31+CD144+CD43neg cells were isolated at day 6, 8 and 10 of EB differentiation. 30,000 

unfixed sorted cells maintained in 500 µl of Stemspan medium (Stem Cell Technologies) were stained by 

incubation with 5µl of 50µM Hoechst 33342 (Thermo Fisher) for 30 min at 37°C. For live discrimination 5 

µl 7-amino actinomycin-D (7-AAD) (Thermo Fisher) was added 5 min before analysis at room temperature.  

 

Globin expression: RNA was extracted from hematopoietic colonies obtained after 2 weeks in 

methylcellulose culture from each population identified by CD235a/CD31 markers.  Assessment of globin 

expression was performed by real time PCR using the StepOne plus system (Thermo Fisher) and the human 

assays Hs00362216_m1 HBE1 Hs00361131_g1 HBG1/2 and the Taqman universal master mix II (Thermo 

Fisher). Comparative Ct Method was used for relative quantification of the RNA expression using as 

housekeeping gene the human assay Hs00187842_m1 B2M (Thermo Fisher). Quantification and statistical 

analysis were performed from 3 independent experiments containing 3 replicates of the CFU culture per 

experiment and population. Statistical significance was assessed by 2-way ANOVA. 

 

Notch pathway inhibition: The three CD235a/CD31 populations were isolated from day 4 of HE culture 

and 30,000 cells of each population per well of a 12-well plate were further cultured on OP9-hDLL1 stroma 

cells with the addition of 10µM of gamma secretase inhibitor RO4929097 or  control DMSO for 7 days prior 

to analysis.   

 

RNA extraction and cDNA synthesis: Total RNA was extracted using RNeasy Mini Kit (Qiagen). cDNA 

was obtained with GoScript™ Reverse Transcriptase mix (Promega).  

 

RNA-Seq Libraries: Indexed total RNA libraries were prepared using 10ng of Total RNA, a 4-minute 

fragmentation time, and 12 cycles of amplification in the SMARTer Stranded Total RNA-Seq Kit-Pico input 

(Clontech). Libraries were quantified by qPCR using a Kapa Library Quantification Kit for Illumina 

sequencing platform (Kapa Biosystems Inc. Cat No: KK4835). Single end 75bp sequencing was carried out 

by clustering 1.8 pM of the pooled libraries on a NextSeq 500 sequencer (Illumina Inc.). 

 

RNA-sequencing data analysis: Basecall files generated from HiSeq sequencing run were converted to 

FASTQ format with Illumina’s bcl2fastq. Lane-wise alignment was performed by bowtie2 (version 2.2.1) 

(Langmead and Salzberg, 2012) to human reference genome (GRCh37.75) with default parameters. 

Generated SAM files from bowtie2 alignment were converted to BAM files by samtools v0.1.19. Parameters 

for samtools SAM to BAM conversion: -q 10 -f 2 -F 260. Resulting lane-wise BAM files from the same 

sequence library was merged into one BAM file used for downstream analysis. The expression levels of 

57,773 annotated features were determined by using the featureCounts (Liao et al., 2014) function from the 

Bioconductor package Rsubread (version 1.13.13). The Bioconductor package edgeR (Robinson et al., 2010) 

(version 3.8.5) was used to identify genes that showed statistically significant variation in expression levels. 

The data was filtered to include only genes with at least 1 count-per-million reads and genes with a median 

coverage of more than 10%.  Differential expression analysis was performed using the function exactTest in 

edgeR (Robinson et al., 2010). Genes with > 2 fold change and false discovery rate < 0.05 were considered as 

differentially expressed. Gene ontology analysis of the DEG was performed using DAVID on line tool. 



 
 
 

 

 

Statistical Analyses: Statistical analyses were performed using Graph Pad Prism Version7.0 (Graph 

Software). Error bars indicate the SEM of data from independent experiments. Statistical differences were 

assessed by 2-way ANOVA using SIDAK´s or Turkey multiple comparison test to obtain the multiplicity 

adjusted p-values as showed in the graphs and legends. 

 

Mitotic inactivation of OP9 stroma cells by Mitomycin C. Stroma cells thawed in a 162 cm2 flask were 

maintained in alpha MEM 20% FBS (as described in experimental procedures) until 90% confluence is 

reached. The cells were then split in 4 flasks and once they reached 90% confluence they were treated with 

fresh media containing 10µg/ml of Mitomycin C (Bio Techne) for 3 hours. Cultures were then washed twice 

with media and twice with PBS to remove any trace of the drug. After the treatment cells were trypsinized, 

counted and frozen at -80C in a density of 1 million cells per vial, normally used within 2 months. 
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