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ABSTRACT 

Cell therapies are currently used to treat many haematological diseases. These treatments 

range from the long-term reconstitution of the entire haematopoietic system using the 

most potent haematopoietic stem cell (HSC) to the short-term rescue with mature 

functional end cells such as oxygen-carrying red blood cells and cells of the immune system 

that can fight infection and repair tissue. Limitations in supply and the risk of transmitting 

infection has prompted the design of protocols to produce some of these cell types from 

human pluripotent stem cells (hPSCs). Although it has proven challenging to generate the 

most potent HSCs directly from hPSCs, significant progress has been made in the 

development of differentiation protocols that can successfully produce haematopoietic 

progenitor cells and most of the mature cell lineages. We review the key steps used in the 

production of haematopoietic stem and progenitor cells (HSPCs) from hPSCs and the cell 

surface markers and reporter strategies that have been used to define specific transitions. 

Most studies have largely relied on the use of known markers that define HSPC production 

in vivo but more recently single cell RNA sequencing has allowed a less biased approach to 

their characterisation. Transcriptional profiling has identified new markers for naïve and 

committed hPSC-derived HSPC populations and trajectory analyses has provided novel 

insights into their lineage potential. Direct comparison of in vitro- and in vivo-derived RNA 

single cell sequencing datasets has highlights similarities and differences between the two 

systems and this deeper understanding will be key to the design and the tracking of 

improved and more efficient differentiation protocols. 

 

1. Cell therapy for haematopoietic disorders and deficiencies 

 

Cell therapy has been used for decades to treat blood and immune cell disorders.  

Haematopoietic stem cells (HSC) derived from bone marrow, umbilical cord blood or 

mobilised peripheral blood can reconstitute the entire haematopoietic system in the long 

term and can be used to treat cancer patients when their haematopoietic system has been 

ablated by the toxic effects of chemotherapy (1). HSC transplantation also provides a life-

long cure for patients with specific genetic disorders that affect the production or function 

of cells of the blood or immune system. The rapid advances in genetic editing using CRISPR-

CAS9 strategies makes gene correction of patient-derived HSCs a realistic option in single 
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gene disorders including Wiskott-Aldrich syndrome, chronic granulomatous disease and 

severe combined immunodeficiency in the future (2-4). Current standard practise is to use 

HSCs derived from healthy donors but incomplete immunological matching can lead to 

graft-versus-host disease (5, 6).  

 

Red blood cell (RBC) loss following trauma or during surgery and genetic disorders including 

anaemias and thalassamias can be treated in the short term by the transfusion of donor-

derived RBCs (7). Platelet transfusion is used to prevent bleeding in people with clotting 

disorders or low platelet counts of cancer patients receiving chemotherapy (8).  More 

recently there is also increasing interest in the therapeutic application of other mature 

haematopoietic cells including T cells and natural killer cells as novel cancer treatments and 

macrophage lineage as a cell therapy for liver fibrosis (9-12).  

 

As stated above, these  therapeutic haematopoietic cells are primarily sourced from 

allogeneic donors but there are limitations in supply and, despite HLA matching of HSC 

transplants, there remains a requirement for immunosuppression to avoid rejection and 

graft-versus-host disease (6).  Some b-thalassaemia patients require life-long regular blood 

transfusions that can result in complications including haemolytic transfusion reactions, 

transfusion-associated graft-versus-host disease and circulatory overload (7, 13). The 

potential to generate these cells from human pluripotent stem cells (hPSCs) could provide a 

limitless, off-the-shelf source of therapeutic cells that it more amenable to genetic editing 

compared to primary HSCs and the advent of induced pluripotent stem cell (iPSC) 

technology could offer an autologous resource (14, 15).  Most cells of the haematopoietic 

hierarchy can be generated in vitro from hPSCs but it has become clear that PSC-derived 

cells are not entirely equivalent to their in vivo counterparts (15, 16)(Table 1).  For example, 

it has not been possible to generate long-term reconstituting HSCs in vitro without 

significant genetic intervention and the final enucleation step in the production of fully 

mature red blood cells does not occur efficiently (17, 18). T lineage cells can be generated 

but positive selection and the production of mature T cells from human PSCs have been 

limited (19).  The production of functional platelets from iPSC-derived megakaryocytes can 

be achieved but scaling up of this process to generate enough cells for therapy remains a 

significant challenge (20). Cells of the monocyte/macrophage lineage can be produced at 
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scale (21) but it is particularly interesting to note that these are considered to be more akin 

to myeloid cells generated in the embryo that go on to seed the resident populations  within 

specific tissues rather than adult bone marrow derived cells (22). This is in keeping with the 

widely accepted idea that PSC differentiation recapitulates embryonic, but not adult 

haematopoiesis. Functional deficiencies in PSC-derived cells are likely to reflect the 

progenitor cells from which they originate. Thus, it is critical to consider the strategy for 

production of haematopoietic stem and progenitor cells (HSPCs) in vitro, to fully 

characterise the HSPCs that can be produced and to compare these to their in vivo 

counterparts. Here we briefly review HSPC production in vivo and reflect on the lessons that 

have been learned and applied to in vitro differentiation protocols. We summarise the 

molecular markers that have been used to define the specific stages and transitions and 

conclude by describing more recent transcriptional profiling and machine learning that has 

uncovered novel insights into the process. 

 

2. Production of haematopoietic stem and progenitor cells in vivo 

 

The development of HSPCs during mammalian development is complex and the process is 

precisely coordinated both temporally and spatially (23, 24). First characterised in the 

mouse embryo, there is increasing evidence demonstrating that the spatial organisation and 

the chronological timing is comparable during human embryogenesis (25, 26). The first 

blood cells arise in the extraembryonic yolk sac and include primitive embryonic 

erythrocytes, megakaryocytes and macrophages (27). This is followed by the appearance of 

erythromyeloid progenitors (EMPs) from the same location that have the additional 

potential of production of granulocytes and NK cells (28, 29). The most potent 

haematopoietic stem cells (HSC) capable of long-term reconstitution first arise in the ventral 

wall of the dorsal aorta in the aorta-gonad-mesonephros (AGM) region (23, 30) that 

subsequently colonise and expand in the foetal liver (31).  HSCs then migrate to the bone 

marrow where the lifelong production of adult blood and immune cells is controlled within 

this specialised haematopoietic niche (32). 

   

3. Production of haematopoietic stem and progenitor cells from pluripotent stem 

cells in vitro. 
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It is widely accepted that the first two waves of haematopoiesis can be recapitulated in vitro 

from both mouse and human PSCs in vitro but it has proven more challenging to identify 

long-term reconstituting HSCs similar to those derived in the AGM (Table 1) (26, 33, 34). The 

fact that HSCs can be produced in the human iPSC-derived teratoma setting implies that 

hPSCs have the intrinsic potential to give rise to this cell type in the appropriate 

environment (35, 36). The capacity of the microenvironment to unlock the potential of 

hPSC-derived cells has also been implied by the multilineage long-term reconstitution of 

genetically modified hemogenic endothelium following injection into the bone marrow of 

recipient mice (37). There are several reports of other genetic programming strategies have 

resulted in the successful production of HSCs from hPSCs  (37, 38). However, although 

providing invaluable insights into the mechanisms associated with cell production, teratoma 

and genetic programming strategies would be really challenging to translate into the clinical 

setting. Thus, the ultimate goal in the field is to discover well defined and controllable 

culture conditions that result in the efficient production of fully functional haematopoietic 

cell types. 

 

Initial studies aiming to produce haematopoietic cells from hPSCs involved the use of serum-

containing media and co-culture with supportive stromal cell lines derived from the various 

haematopoietic tissue including bone marrow, foetal liver and AGM (14, 39, 40). Robust 

multi-lineage CFU-Cs were generated under such conditions but these first protocols have 

since been replaced with much more defined serum- and feeder-free protocols involving the 

stepwise addition of recombinant cytokines and small molecules to activate or inhibit 

specific signalling pathways (16, 41, 42). One of the first refinements of the differentiation 

protocols used the knowledge that the haematopoietic lineages are derived from the 

mesoderm germ layer and that the addition of BMP4 to differentiating mouse ESCs could 

initiate a process resembling primitive streak formation that proceeds mesoderm induction 

(41).  

 

3.1. Induction and patterning of mesoderm 
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Mesoderm forms during early embryogenesis  following the ingression of undifferentiated 

epiblast cells  through the primitive streak (PS) with distinct regions of the PS  inducing 

different subpopulations of mesoderm that then goes on to form distinct cell lineages 

including haematopoietic cells (43). Anterior-posterior positioning in the epiblast and the 

initiation of gastrulation is controlled by the complex interplay of WNT, Nodal and BMP 

signalling and the subsequent migration of cells through the primitive streak has been 

shown to be controlled by FGF and WNT signalling (43-47).  Manipulation of all these 

molecular pathways using cytokines and small molecule agonists and antagonists during the 

differentiation of PSCs in vitro has resulted in the design of differentiation protocols to 

favour mesoderm rather than endoderm and ectoderm production and to control anterior-

posterior patterning (48-53).   The fate of nascent primitive streak cells are marked by 

expression of the transcription factors Mxl1, Brachyury/T and GSC and their fate to anterior 

endoderm or posterior mesoderm progenitors in differentiating hPSC can be modulated by 

manipulation of the Activin/Nodal and BMP signaling pathways (51).  Initial studies to 

enhance the production of mesoderm from differentiating hPSCs relied on the 

quantification of these mesodermal-related proteins or RNA transcripts in dissociated cells 

(41, 53). However, the production of reporter hPSC lines to track the cell lineages of interest 

in real time allowed more efficient and high-throughput strategies for protocol testing. For 

example, the generation of the Mixl1-GFP reporter hESC line provided an important 

resource to explore germ layer specification of differentiation in hPSC and to show that 

many of the mesoderm inducing processes, first identified in the mouse embryo, are 

conserved in human (54). Importantly, the use of this reporter hESC line confirmed the 

importance of BMP4 signalling in mesoderm differentiation in hESC differentiation (54). 

Profiling of Mixl1-GFP expressing cells identified additional mesodermal markers including 

APLNR as cell surface marker for this stage of differentiation (55-57). Mesoderm that 

differentiates from hPSCs in the presence of BMP4 were considered to be comparable to 

cells of the posterior primitive streak and express APLNR, KDR (FLK1) and PDGFRa.  These 

cells lack of expression of endothelial (CD31), haematopoietic (eg CD43 or CD45) or 

endothelial/mesenchymal (CD73, CD105) markers (33) but in the presence of FGF2 and 

VEGF they differentiate into progenitors with both endothelial and haematopoietic 

potential that can be tracked by their expression of KDR and their potential to generate 

blast colonies (BL-CFC) (Figure 1) (58, 59).  Signalling pathways involved in the modulation of 
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mesoderm generation and specification also impact on the balance between the production 

of cells that resemble extra-embryonic haematopoietic cells (eg primitive erythroid cells and 

erythromyeloid progenitors (EMPs)) and definitive-like haematopoietic progenitors that 

arise in the AGM of the embryo (34, 52, 60).  For example, the  production of primitive 

haematopoietic cells, marked by expression of CD235a, is temporally dependent on the 

activin-nodal pathway whereas the production of definitive -like progenitors that express 

Runx1 is not (52). Simultaneous activation of WNT and inhibition of the TGFb pathway 

favours the production of definitive AGM-like haematopoietic progenitors that are also 

marked by the upregulation of HOXA gene expression (34). 

 

3.2. Endothelial to haematopoietic transition. 

 

Haematopoietic cells arise from specialised haemogenic endothelial cells (HECs) at the 

various haematopoietic sites during embryonic development in a process known as 

endothelial to haematopoietic transition (EHT) (24, 26). HECs express the endothelial 

surface markers VE-cadherin, CD31 and KIT and the transcription factors RUNX1 and GATA2 

(16).  The process of EHT has been described in differentiating mouse and human PSCs (16, 

60, 61). During hPSC differentiation, endothelial cells can be identified using typical 

endothelial markers such as VE-cadherin (CD144), CD31 and CD34 and the absence of the 

pan-hematopoietic marker CD43 (33). Although CD34 is commonly used to enrich for adult 

HSCs from umbilical cord blood or mobilised peripheral blood, it is not specific for HSPCs in 

differentiating hPSC as it is also expressed on endothelial cells and mesenchymal cells. The 

finding that the marker CD43 could be used to separate haematopoietic cells from these cell 

populations represented a significant advance in the field (62).  

 

The heterogeneity of hPSC-derived endothelial cells and the lineage relationship between 

haemogenic endothelium and haematopoietic progenitors was addressed using a Runx1c-

tdTomato reporter hESC line in one of the first single cell transcriptional analyses of 

differentiating hPSCs (63). The study demonstrated that haematopoietic potential was 

restricted to the Runx1C-tdTomato+ endothelial cells (CD31+CD144+). RNA sequencing 

confirmed SOX17 as marker for HE as previously described (60, 64), and identified novel 
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markers, including TIMP3, ESAM, RHOJ,  and DLL4,  that distinguished haemogenic 

endothelium from the Runx1C- endothelium (63). 

 

A more extensive single cell transcriptional analyses of index sorted hPSC-derived cells was 

carried out to further characterise the EHT process (65). Transcriptional profiling of almost 

500 CD34+ cells revealed the heterogeneity of endothelial cells and the presence of 

transitionary cells that expressed both endothelial and haematopoietic genes. This analysis 

revealed a continuum of endothelial and haematopoietic signatures with increasing 

expression of GFI1b correlating with a loss of endothelial gene expression and the 

subsequent upregulation of other haematopoietic transcription factors such as 

TAL1, LYL1, GATA2 and RUNX1. One of the most interesting and somewhat surprising 

findings from this study was that the endothelial-haematopoietic transitionary population 

consisted of sub-populations that expressed markers of specific haematopoietic lineage 

commitment, implying that haematopoietic lineage restriction occurs prior to completion of 

the EHT process (65).   

 

The emergence of endothelial and haematopoietic lineages in differentiating hESCs was 

characterised in more detail using a double reporter cell line where mCherry marked the 

expression of SOX17 in endothelium and GFP marked the RUNX1C isoform in 

haematopoietic progenitors (34, 60). In these studies, specific culture conditions were 

employed to mimic either extraembryonic yolk-sac like and intraembryonic AGM-like 

haematopoiesis. Transcriptional profiling was performed on cells progressing through the 

different stages of yolk-sac-like haematopoiesis including PDFGRa+ mesoderm, 

CD34+SOX17- and CD34+SOX17+ endothelial cells and the emerging CD34+CD43+ 

haematopoietic cells.  Findings from this analysis supported the concept that SOX17- 

endothelial cells differentiate into either a haematopoietic or an endothelial cell fate 

consistent with the presence of an haemangioblast intermediate whereas acquisition of 

SOX17 expression was associated with the generation of non-haemogenic endothelial cells 

(60). 

 

The above single cell transcriptomic studies provided valuable insight into the production of 

hPSC-derived HSPCs but they depended on the use of known markers for their 
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identification. Specifically, CD34 and CD43 have been used to define the hPSC-derived 

HSPCs but, although it is known that CD43 marks the majority of hPSC-derived HSPCS, it is 

not clear whether this marker is expressed on all HSPCs and specifically on the most potent 

HSCs capable of long-term reconstitution. Single cell RNA sequencing studies and lineage 

tracing of haematopoietic cell populations in vivo have revealed that HSPCs are far more 

heterogeneous than first thought, impacting on our characterisation of in vitro-generated 

HSPCs (66)  Some cells within the phenotypic HSC compartment expressed transcriptional 

programs associated with lineage committed progenitors. For example, genes associated 

with the megakaryocyte lineages including von Willebrand factor, are expressed in a subset 

of HSCs (67).  There is now strong evidence  for the existence of lineage-biased HSCs 

conflicting with the traditional view of the haematopoietic hierarchy (reviewed in (66)).   

 

4. Characterisation of hPSC-derived HSPCs. 

To define the heterogeneity of hPSC-derived HSPCs and to assess their lineage trajectory, 

we designed a minimal membrane marker strategy that allows an unbiased isolation of 

hPSC-derived HSPCs that were then subjected to single cell RNA-Seq and CITE-Seq 

(Cellular Indexing of Transcriptomes and Epitopes by Sequencing) analyses (68). CITE-Seq 

strategy adds an additional dimension because it incorporates quantitative information on 

cell surface marker expression at the protein level. Antibodies against cell surface markers 

of interest are labelled with oligonucleotides from which antibody-derived tags (ADTs)can 

be obtained and identify the cells that express that marker in subsequent single cell RNA 

sequence analyses. It provides a really powerful approach particularly in the haematopoietic 

system where so many markers are known and it offers the ideal strategy to define the 

transcriptome of cells expressing novel markers without the need for cell sorting. We used 

this approach to confirm the expression of a number of novel markers in naïve and lineage 

committed progenitors that we had identified by clustering and trajectory analyses. For 

example, we identified and confirmed CD44 as a marker for naïve progenitors which has 

been since reported by others in single cell sequencing experiment (69) and as a endothelial 

cell marker in mouse AGM (70). We also identified CD326 (EPCAM) as a marker of 

haematopoietic progenitors committed to the erythroid lineage and confirmed this finding 

in erythroid progenitors differentiated from human haematopoietic progenitors derived 

from umbilical cord blood. ICAM2 and CD9 were identified as markers associated with 
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megakaryocyte-committed progenitors. Myeloid-committed cells were marked by 

expression of CD18 but sub-clustering of the transcriptional dataset revealed that this CD18+ 

population could be subdivided into progenitors with eosinophil, neutrophil, and monocyte 

potential (71). 

 

In addition to the expected markers such as CD34, CD44 and CD33 we also identified CD132, 

CD52, CD180 and IL3RA as potential candidate markers for the most potent HSC-like cells 

and propose these could be used both for their isolation and track their production. Gene 

network analyses identified LMO4 as a potential regulatory transcription factor that had not 

been previously associated with HSPCs.  Interestingly we also identified  ID2 and ID4 in naïve 

progenitors that, as targets of BMP signalling, could provide one of the mechanisms 

associated with the important role of this pathway in HSPC production (71).  

 

5. The haematopoietic hierarchy. 

 

Although it has provided an excellent framework for experimental haematology, there is 

increasing evidence against the classical hierarchical model of haematopoiesis where 

mature cells of the blood are generated via multipotent, oligopotent then unipotent 

progenitor cells (72-74). The use of additional markers to subset common myeloid 

progenitors (CMP) and improved assays for function readouts (73) as well as impressive 

single cell transplantation assays (72) have demonstrated that myeloid cells can be 

generated directly from HSC without progressing through an intermediate CMP. There is 

also strong evidence for the existence of HSCs that are biased towards the production of 

platelets that could be activated in acute emergency situations such as life-threatening 

platelet depletions associated with acute inflammation (75).  Single cell transcription 

analyses support the idea of a continuum of differentiation states rather than discrete cell 

stages (74, 76-78).   

 

Trajectory analyses of hPSC-derived HSPCs also demonstrated a continuum of cell states to 

specific cell lineages as opposed to a sequential  hierarchy of discrete cell types (71).  We 

identified a central cluster of naïve progenitors that expressed known markers of 

multipotent HSPCs, such as GATA2, and a number of trajectory branches comprising 
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continua of cells each expressing genes associated with specific lineages. An erythroid 

branch marked by the expression of KLF1 and MYC, as well as a megakaryocyte branch by 

expression of GATA1, TAL1 and FLI1 were identified.  Granulocyte-committed cells were 

represented by a separate branch and demonstrated the expression of CEBPD, CEBP-B, 

CEBP-A and CEBP-E. 

 

6. Comparison of in vitro and in vivo-derived HSPCs. 

 

CD43 has been widely used as a marker for hPSC-derived HSPCs but we noted that, although 

the majority of suspension cells arising from the adherent endothelium expressed this 

marker, there was a small proportion of RUNX1C-GFP+  cells that were CD43-negative (71).  

Intrigued by this finding, we carried out one single cell RNA sequencing experiments on 

CD43+ selected cells and another that captured both CD43+ and CD43- cells. We then 

compared the transcriptional profile of these populations with in vivo-generated cells using 

machine learning. We first trained an artificial neural network (ANN) on a scRNA-seq dataset 

derived from human fetal liver (78) then used that to ‘recognise’ the comparable cell types 

that were generated in vitro from hPSCs. A range of HSPC phenotypes were identified 

including a rare population that could be classified as HSCs. This HSC-like population was 

transient, present in the suspension cells at day 10 but decreased in number when cells 

were collected later at day 13. Most interestingly, this population was completely absent 

from the dataset that had been generated using cells selected on the basis of CD43 

expression (71). This implies that the most immature human HSCs might not express CD43, 

a phenotype that is comparable to mouse Pro-HSCs prior to their maturation into functional 

definitive HSCs (79), and that the culture conditions employed are not conducive to their 

maintenance and/or maturation.     

 

By comparing the single cell transcriptome of in vitro-generated HSC-like cells with those 

colonising the foetal liver (78), we identified transcription factors and molecular pathways 

that can be targeted in the aim of improving HSC differentiation in vitro. For example, EGR1 

and other members of the early response genes family (ZFP36L1, NR4A1, FOS, JUN, and 

JUNB) were expressed at a lower level in the in vitro–produced HSC-like cells, and we 

propose these could be useful in direct programming strategies for HSC production. 
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It is important to note that some of the transcriptional differences between in vivo and in 

vitro derived HSPCs possibly reflect in vitro culture conditions rather than intrinsic 

differences. For example, we detected differences in the expression of genes associated 

with oxidative phosphorylation indicating metabolically differences (71)  which is not 

surprising considering that oxygen levels in normoxic culture are likely to be significantly 

higher than in the reported hypoxic environment in the AGM and foetal liver (71, 80). We 

also reported higher expression of genes associated with the cell cycle in the in vitro HSPCs 

compared to those of the foetal liver. The quiescent nature of the most potent HSCs is well 

documented with exit from the quiescent state being a critical step in the production of 

HSCs (81, 82). Given the cocktail of cytokines required for the complex in vitro PSC 

differentiation it is unlikely that that quiescent state is replicated in these conditions.  

However, the recent characterisation of HSC in hibernation conditions at the single cell level 

will hopefully provide insight into this critical step during HSC production (65).  

 

7. Summary 

The production of fully function therapeutic haematopoietic cell types from hPSCs has 

enormous potential for the future treatment of disease but success in their production in 

vitro is dependent on our ability to recapitulate the paths involved in their development and 

maintenance in vivo. Here we review the key steps and transitional events in embryonic 

haematopoiesis that have been considered in the design of differentiation strategies as well 

as the marker strategies used to monitor the production of HSPCs from hPSCs.  The design 

and implementation of improved protocols is expected to follow from the transcriptional 

comparison of in vitro and in vivo generated cells (71).  It is evident that the use of precisely 

defined culture conditions have some limitations and so future strategies may well return to 

the use of stromal cells and organoids in 3D perfusion bioreactors to mimic the complex 

conditions required for the production and maintenance of HSCs (83). It is now well 

established that hemodynamic forces are required for HSPC formation in vivo and so the 

application of sheer stress to differentiating hPSCs or the activation of genetic pathways 

that are activated by mechanical forces may provide one of the vital steps in the production 

of functional HSCs from hPSCs (84).  

 



 13 

8. Acknowledgements 

The work was supported by the BBSRC. The authors have no competing interests 

 

9. References 

 

1. Chabannon, C., J. Kuball, A. Bondanza, F. Dazzi, P. Pedrazzoli, A. Toubert, A. Ruggeri, 
K. Fleischhauer, and C. Bonini. 2018. Hematopoietic stem cell transplantation in its 
60s: A platform for cellular therapies. Sci Transl Med 10. 

2. Rai, R., M. Romito, E. Rivers, G. Turchiano, G. Blattner, W. Vetharoy, D. Ladon, G. 
Andrieux, F. Zhang, M. Zinicola, D. Leon-Rico, G. Santilli, A. J. Thrasher, and A. 
Cavazza. 2020. Targeted gene correction of human hematopoietic stem cells for the 
treatment of Wiskott - Aldrich Syndrome. Nat Commun 11: 4034. 

3. Pavel-Dinu, M., V. Wiebking, B. T. Dejene, W. Srifa, S. Mantri, C. E. Nicolas, C. Lee, G. 
Bao, E. J. Kildebeck, N. Punjya, C. Sindhu, M. A. Inlay, N. Saxena, S. S. DeRavin, H. 
Malech, M. G. Roncarolo, K. I. Weinberg, and M. H. Porteus. 2019. Gene correction 
for SCID-X1 in long-term hematopoietic stem cells. Nat Commun 10: 1634. 

4. Kuo, C. Y., J. D. Long, B. Campo-Fernandez, S. de Oliveira, A. R. Cooper, Z. Romero, M. 
D. Hoban, A. V. Joglekar, G. R. Lill, M. L. Kaufman, S. Fitz-Gibbon, X. Wang, R. P. 
Hollis, and D. B. Kohn. 2018. Site-Specific Gene Editing of Human Hematopoietic 
Stem Cells for X-Linked Hyper-IgM Syndrome. Cell Rep 23: 2606-2616. 

5. Moratto, D., S. Giliani, C. Bonfim, E. Mazzolari, A. Fischer, H. D. Ochs, A. J. Cant, A. J. 
Thrasher, M. J. Cowan, M. H. Albert, T. Small, S. Y. Pai, E. Haddad, A. Lisa, S. 
Hambleton, M. Slatter, M. Cavazzana-Calvo, N. Mahlaoui, C. Picard, T. R. Torgerson, 
L. Burroughs, A. Koliski, J. Z. Neto, F. Porta, W. Qasim, P. Veys, K. Kavanau, M. Hönig, 
A. Schulz, W. Friedrich, and L. D. Notarangelo. 2011. Long-term outcome and 
lineage-specific chimerism in 194 patients with Wiskott-Aldrich syndrome treated by 
hematopoietic cell transplantation in the period 1980-2009: an international 
collaborative study. Blood 118: 1675-1684. 

6. Styczyński, J., G. Tridello, L. Koster, S. Iacobelli, A. van Biezen, S. van der Werf, M. 
Mikulska, L. Gil, C. Cordonnier, P. Ljungman, D. Averbuch, S. Cesaro, R. de la Camara, 
H. Baldomero, P. Bader, G. Basak, C. Bonini, R. Duarte, C. Dufour, J. Kuball, A. 
Lankester, S. Montoto, A. Nagler, J. A. Snowden, N. Kröger, M. Mohty, A. Gratwohl, 
and I. D. W. P. EBMT. 2020. Death after hematopoietic stem cell transplantation: 
changes over calendar year time, infections and associated factors. Bone Marrow 
Transplant 55: 126-136. 

7. Schmidt, P. J., and P. M. Ness. 2006. Hemotherapy: from bloodletting magic to 
transfusion medicine. Transfusion 46: 166-168. 

8. Blumberg, N., J. M. Heal, and G. L. Phillips. 2010. Platelet transfusions: trigger, dose, 
benefits, and risks. F1000 Med Rep 2: 5. 

9. Liu, S., V. Galat, Y. Galat, Y. K. A. Lee, D. Wainwright, and J. Wu. 2021. NK cell-based 
cancer immunotherapy: from basic biology to clinical development. J Hematol Oncol 
14: 7. 

10. Miliotou, A. N., and L. C. Papadopoulou. 2018. CAR T-cell Therapy: A New Era in 
Cancer Immunotherapy. Curr Pharm Biotechnol 19: 5-18. 



 14 

11. Starkey Lewis, P., L. Campana, N. Aleksieva, J. A. Cartwright, A. Mackinnon, E. 
O'Duibhir, T. Kendall, M. Vermeren, A. Thomson, V. Gadd, B. Dwyer, R. Aird, T. Y. 
Man, A. G. Rossi, L. Forrester, B. K. Park, and S. J. Forbes. 2020. Alternatively 
activated macrophages promote resolution of necrosis following acute liver injury. J 
Hepatol 73: 349-360. 

12. Moroni, F., B. J. Dwyer, C. Graham, C. Pass, L. Bailey, L. Ritchie, D. Mitchell, A. Glover, 
A. Laurie, S. Doig, E. Hargreaves, A. R. Fraser, M. L. Turner, J. D. M. Campbell, N. W. 
A. McGowan, J. Barry, J. K. Moore, P. C. Hayes, D. J. Leeming, M. J. Nielsen, K. Musa, 
J. A. Fallowfield, and S. J. Forbes. 2019. Safety profile of autologous macrophage 
therapy for liver cirrhosis. Nat Med 25: 1560-1565. 

13. Shah, F. T., F. Sayani, S. Trompeter, E. Drasar, and A. Piga. 2019. Challenges of blood 
transfusions in β-thalassemia. Blood Rev 37: 100588. 

14. Ledran, M. H., A. Krassowska, L. Armstrong, I. Dimmick, J. Renström, R. Lang, S. Yung, 
M. Santibanez-Coref, E. Dzierzak, M. Stojkovic, R. A. Oostendorp, L. Forrester, and M. 
Lako. 2008. Efficient hematopoietic differentiation of human embryonic stem cells 
on stromal cells derived from hematopoietic niches. Cell Stem Cell 3: 85-98. 

15. Kaufman, D. S. 2009. Toward clinical therapies using hematopoietic cells derived 
from human pluripotent stem cells. Blood 114: 3513-3523. 

16. Ditadi, A., C. M. Sturgeon, and G. Keller. 2017. A view of human haematopoietic 
development from the Petri dish. Nat Rev Mol Cell Biol 18: 56-67. 

17. Yang, C. T., R. Ma, R. A. Axton, M. Jackson, A. H. Taylor, A. Fidanza, L. Marenah, J. 
Frayne, J. C. Mountford, and L. M. Forrester. 2017. Activation of KLF1 Enhances the 
Differentiation and Maturation of Red Blood Cells from Human Pluripotent Stem 
Cells. Stem Cells 35: 886-897. 

18. Lapillonne, H., L. Kobari, C. Mazurier, P. Tropel, M. C. Giarratana, I. Zanella-Cleon, L. 
Kiger, M. Wattenhofer-Donzé, H. Puccio, N. Hebert, A. Francina, G. Andreu, S. Viville, 
and L. Douay. 2010. Red blood cell generation from human induced pluripotent stem 
cells: perspectives for transfusion medicine. Haematologica 95: 1651-1659. 

19. Montel-Hagen, A., and G. M. Crooks. 2019. From pluripotent stem cells to T cells. Exp 
Hematol 71: 24-31. 

20. Nakamura, S., N. Sugimoto, and K. Eto. 2021. Development of platelet replacement 
therapy using human induced pluripotent stem cells. Dev Growth Differ 63: 178-186. 

21. Lachmann, N., M. Ackermann, E. Frenzel, S. Liebhaber, S. Brennig, C. Happle, D. 
Hoffmann, O. Klimenkova, D. Luttge, T. Buchegger, M. P. Kuhnel, A. Schambach, S. 
Janciauskiene, C. Figueiredo, G. Hansen, J. Skokowa, and T. Moritz. 2015. Large-scale 
hematopoietic differentiation of human induced pluripotent stem cells provides 
granulocytes or macrophages for cell replacement therapies. Stem Cell Reports 4: 
282-296. 

22. Lee, C. Z. W., T. Kozaki, and F. Ginhoux. 2018. Studying tissue macrophages in vitro: 
are iPSC-derived cells the answer? Nat Rev Immunol 18: 716-725. 

23. Medvinsky, A., and E. Dzierzak. 1999. Development of the hematopoietic stem cell: 
can we describe it? Blood 94: 3613-3614. 

24. Dzierzak, E., and A. Bigas. 2018. Blood Development: Hematopoietic Stem Cell 
Dependence and Independence. Cell Stem Cell 22: 639-651. 

25. Ivanovs, A., and A. Medvinsky. 2015. In search of human hematopoietic stem cell 
identity. Cell Stem Cell 16: 5-6. 



 15 

26. Ivanovs, A., S. Rybtsov, E. S. Ng, E. G. Stanley, A. G. Elefanty, and A. Medvinsky. 2017. 
Human haematopoietic stem cell development: from the embryo to the dish. 
Development 144: 2323-2337. 

27. Palis, J. 2014. Primitive and definitive erythropoiesis in mammals. Front Physiol 5: 3. 
28. McGrath, K. E., J. M. Frame, K. H. Fegan, J. R. Bowen, S. J. Conway, S. C. Catherman, 

P. D. Kingsley, A. D. Koniski, and J. Palis. 2015. Distinct Sources of Hematopoietic 
Progenitors Emerge before HSCs and Provide Functional Blood Cells in the 
Mammalian Embryo. Cell Rep 11: 1892-1904. 

29. Dege, C., K. H. Fegan, J. P. Creamer, M. M. Berrien-Elliott, S. A. Luff, D. Kim, J. A. 
Wagner, P. D. Kingsley, K. E. McGrath, T. A. Fehniger, J. Palis, and C. M. Sturgeon. 
2020. Potently Cytotoxic Natural Killer Cells Initially Emerge from Erythro-Myeloid 
Progenitors during Mammalian Development. Dev Cell 53: 229-239.e227. 

30. Medvinsky, A., S. Taoudi, S. Mendes, and E. Dzierzak. 2008. Analysis and 
manipulation of hematopoietic progenitor and stem cells from murine embryonic 
tissues. Curr Protoc Stem Cell Biol Chapter 2: Unit 2A 6. 

31. Kumaravelu, P., L. Hook, A. M. Morrison, J. Ure, S. Zhao, S. Zuyev, J. Ansell, and A. 
Medvinsky. 2002. Quantitative developmental anatomy of definitive haematopoietic 
stem cells/long-term repopulating units (HSC/RUs): role of the aorta-gonad-
mesonephros (AGM) region and the yolk sac in colonisation of the mouse embryonic 
liver. Development 129: 4891-4899. 

32. Pinho, S., and P. S. Frenette. 2019. Haematopoietic stem cell activity and interactions 
with the niche. Nat Rev Mol Cell Biol 20: 303-320. 

33. Slukvin, I. I. 2013. Hematopoietic specification from human pluripotent stem cells: 
current advances and challenges toward de novo generation of hematopoietic stem 
cells. Blood 122: 4035-4046. 

34. Ng, E. S., L. Azzola, F. F. Bruveris, V. Calvanese, B. Phipson, K. Vlahos, C. Hirst, V. J. 
Jokubaitis, Q. C. Yu, J. Maksimovic, S. Liebscher, V. Januar, Z. Zhang, B. Williams, A. 
Conscience, J. Durnall, S. Jackson, M. Costa, D. Elliott, D. N. Haylock, S. K. Nilsson, R. 
Saffery, K. Schenke-Layland, A. Oshlack, H. K. Mikkola, E. G. Stanley, and A. G. 
Elefanty. 2016. Differentiation of human embryonic stem cells to HOXA. Nat 
Biotechnol 34: 1168-1179. 

35. Amabile, G., R. S. Welner, C. Nombela-Arrieta, A. M. D'Alise, A. Di Ruscio, A. K. 
Ebralidze, Y. Kraytsberg, M. Ye, O. Kocher, D. S. Neuberg, K. Khrapko, L. E. Silberstein, 
and D. G. Tenen. 2013. In vivo generation of transplantable human hematopoietic 
cells from induced pluripotent stem cells. Blood 121: 1255-1264. 

36. Suzuki, N., S. Yamazaki, T. Yamaguchi, M. Okabe, H. Masaki, S. Takaki, M. Otsu, and 
H. Nakauchi. 2013. Generation of engraftable hematopoietic stem cells from induced 
pluripotent stem cells by way of teratoma formation. Mol Ther 21: 1424-1431. 

37. Sugimura, R., D. K. Jha, A. Han, C. Soria-Valles, E. L. da Rocha, Y. F. Lu, J. A. Goettel, E. 
Serrao, R. G. Rowe, M. Malleshaiah, I. Wong, P. Sousa, T. N. Zhu, A. Ditadi, G. Keller, 
A. N. Engelman, S. B. Snapper, S. Doulatov, and G. Q. Daley. 2017. Haematopoietic 
stem and progenitor cells from human pluripotent stem cells. Nature 545: 432-438. 

38. Easterbrook, J., A. Fidanza, and L. M. Forrester. 2016. Concise review: programming 
human pluripotent stem cells into blood. Br J Haematol 173: 671-679. 

39. Kaufman, D. S., E. T. Hanson, R. L. Lewis, R. Auerbach, and J. A. Thomson. 2001. 
Hematopoietic colony-forming cells derived from human embryonic stem cells. Proc 
Natl Acad Sci U S A 98: 10716-10721. 



 16 

40. Qiu, C., E. Hanson, E. Olivier, M. Inada, D. S. Kaufman, S. Gupta, and E. E. Bouhassira. 
2005. Differentiation of human embryonic stem cells into hematopoietic cells by 
coculture with human fetal liver cells recapitulates the globin switch that occurs 
early in development. Exp Hematol 33: 1450-1458. 

41. Wiles, M. V., and B. M. Johansson. 1999. Embryonic stem cell development in a 
chemically defined medium. Exp Cell Res 247: 241-248. 

42. Canu, G., and C. Ruhrberg. 2021. First blood: the endothelial origins of 
hematopoietic progenitors. Angiogenesis. 

43. Tam, P. P., and D. A. Loebel. 2007. Gene function in mouse embryogenesis: get set 
for gastrulation. Nat Rev Genet 8: 368-381. 

44. Tam, P. P., and R. S. Beddington. 1987. The formation of mesodermal tissues in the 
mouse embryo during gastrulation and early organogenesis. Development 99: 109-
126. 

45. Winnier, G., M. Blessing, P. A. Labosky, and B. L. Hogan. 1995. Bone morphogenetic 
protein-4 is required for mesoderm formation and patterning in the mouse. Genes 
Dev 9: 2105-2116. 

46. Yamaguchi, T. P. 2001. Heads or tails: Wnts and anterior-posterior patterning. Curr 
Biol 11: R713-724. 

47. Graham, S. J., K. B. Wicher, A. Jedrusik, G. Guo, W. Herath, P. Robson, and M. 
Zernicka-Goetz. 2014. BMP signalling regulates the pre-implantation development of 
extra-embryonic cell lineages in the mouse embryo. Nat Commun 5: 5667. 

48. Gadue, P., T. L. Huber, P. J. Paddison, and G. M. Keller. 2006. Wnt and TGF-beta 
signaling are required for the induction of an in vitro model of primitive streak 
formation using embryonic stem cells. Proc Natl Acad Sci U S A 103: 16806-16811. 

49. Murry, C. E., and G. Keller. 2008. Differentiation of embryonic stem cells to clinically 
relevant populations: lessons from embryonic development. Cell 132: 661-680. 

50. Gantz, J. A., N. J. Palpant, R. E. Welikson, S. D. Hauschka, C. E. Murry, and M. A. 
Laflamme. 2012. Targeted genomic integration of a selectable floxed dual 
fluorescence reporter in human embryonic stem cells. PLoS One 7: e46971. 

51. Sumi, T., N. Tsuneyoshi, N. Nakatsuji, and H. Suemori. 2008. Defining early lineage 
specification of human embryonic stem cells by the orchestrated balance of 
canonical Wnt/beta-catenin, Activin/Nodal and BMP signaling. Development 135: 
2969-2979. 

52. Sturgeon, C. M., A. Ditadi, G. Awong, M. Kennedy, and G. Keller. 2014. Wnt signaling 
controls the specification of definitive and primitive hematopoiesis from human 
pluripotent stem cells. Nat Biotechnol 32: 554-561. 

53. Zhang, P., J. Li, Z. Tan, C. Wang, T. Liu, L. Chen, J. Yong, W. Jiang, X. Sun, L. Du, M. 
Ding, and H. Deng. 2008. Short-term BMP-4 treatment initiates mesoderm induction 
in human embryonic stem cells. Blood 111: 1933-1941. 

54. Davis, R. P., E. S. Ng, M. Costa, A. K. Mossman, K. Sourris, A. G. Elefanty, and E. G. 
Stanley. 2008. Targeting a GFP reporter gene to the MIXL1 locus of human 
embryonic stem cells identifies human primitive streak-like cells and enables 
isolation of primitive hematopoietic precursors. Blood 111: 1876-1884. 

55. Yu, Q. C., C. E. Hirst, M. Costa, E. S. Ng, J. V. Schiesser, K. Gertow, E. G. Stanley, and A. 
G. Elefanty. 2012. APELIN promotes hematopoiesis from human embryonic stem 
cells. Blood 119: 6243-6254. 



 17 

56. Vodyanik, M. A., J. Yu, X. Zhang, S. Tian, R. Stewart, J. A. Thomson, and Slukvin, II. 
2010. A mesoderm-derived precursor for mesenchymal stem and endothelial cells. 
Cell Stem Cell 7: 718-729. 

57. Jackson, M., A. Fidanza, A. H. Taylor, S. Rybtsov, R. Axton, M. Kydonaki, S. Meek, T. 
Burdon, A. Medvinsky, and L. M. Forrester. 2021. Modulation of APLNR Signaling Is 
Required during the Development and Maintenance of the Hematopoietic System. 
Stem Cell Reports 16: 727-740. 

58. Choi, K., M. Kennedy, A. Kazarov, J. C. Papadimitriou, and G. Keller. 1998. A common 
precursor for hematopoietic and endothelial cells. Development 125: 725-732. 

59. Kennedy, M., S. L. D'Souza, M. Lynch-Kattman, S. Schwantz, and G. Keller. 2007. 
Development of the hemangioblast defines the onset of hematopoiesis in human ES 
cell differentiation cultures. Blood 109: 2679-2687. 

60. Bruveris, F. F., E. S. Ng, A. R. Leitoguinho, A. Motazedian, K. Vlahos, K. Sourris, R. 
Mayberry, P. McDonald, L. Azzola, N. M. Davidson, A. Oshlack, E. G. Stanley, and A. 
G. Elefanty. 2020. Human yolk sac-like haematopoiesis generates RUNX1-, GFI1- 
and/or GFI1B-dependent blood and SOX17-positive endothelium. Development 147: 
1-15 

61. Choi, K. D., M. A. Vodyanik, P. P. Togarrati, K. Suknuntha, A. Kumar, F. Samarjeet, M. 
D. Probasco, S. Tian, R. Stewart, J. A. Thomson, and Slukvin, II. 2012. Identification of 
the hemogenic endothelial progenitor and its direct precursor in human pluripotent 
stem cell differentiation cultures. Cell Rep 2: 553-567. 

62. Vodyanik, M. A., J. A. Thomson, and I. I. Slukvin. 2006. Leukosialin (CD43) defines 
hematopoietic progenitors in human embryonic stem cell differentiation cultures. 
Blood 108: 2095-2105. 

63. Angelos, M. G., J. E. Abrahante, R. H. Blum, and D. S. Kaufman. 2017. Single Cell 
Resolution of Human Hematoendothelial Cells Defines Transcriptional Signatures of 
Hemogenic Endothelium. Stem Cells. 

64. Nakajima-Takagi, Y., M. Osawa, M. Oshima, H. Takagi, S. Miyagi, M. Endoh, T. A. 
Endo, N. Takayama, K. Eto, T. Toyoda, H. Koseki, H. Nakauchi, and A. Iwama. 2013. 
Role of SOX17 in hematopoietic development from human embryonic stem cells. 
Blood 121: 447-458. 

65. Guibentif, C., R. E. Ronn, C. Boiers, S. Lang, S. Saxena, S. Soneji, T. Enver, G. Karlsson, 
and N. B. Woods. 2017. Single-Cell Analysis Identifies Distinct Stages of Human 
Endothelial-to-Hematopoietic Transition. Cell Rep 19: 10-19. 

66. Haas, S. 2020. Hematopoietic Stem Cells in Health and Disease—Insights from Single-
Cell Multi-omic Approaches. Current Stem Cell Reports 6: 67-76. 

67. Sanjuan-Pla, A., I. C. Macaulay, C. T. Jensen, P. S. Woll, T. C. Luis, A. Mead, S. Moore, 
C. Carella, S. Matsuoka, T. Bouriez Jones, O. Chowdhury, L. Stenson, M. Lutteropp, J. 
C. Green, R. Facchini, H. Boukarabila, A. Grover, A. Gambardella, S. Thongjuea, J. 
Carrelha, P. Tarrant, D. Atkinson, S. A. Clark, C. Nerlov, and S. E. Jacobsen. 2013. 
Platelet-biased stem cells reside at the apex of the haematopoietic stem-cell 
hierarchy. Nature 502: 232-236. 

68. Stoeckius, M., C. Hafemeister, W. Stephenson, B. Houck-Loomis, P. K. 
Chattopadhyay, H. Swerdlow, R. Satija, and P. Smibert. 2017. Simultaneous epitope 
and transcriptome measurement in single cells. Nat Methods 14: 865-868. 

69. Zhu, Y., T. Wang, J. Gu, K. Huang, T. Zhang, Z. Zhang, H. Liu, J. Tang, Y. Mai, Y. Zhang, 
Y. Li, Y. Feng, B. Kang, J. Li, Y. Shan, Q. Chen, J. Zhang, B. Long, J. Wang, M. Gao, D. 



 18 

Zhang, M. Zhou, X. Zhong, J. Chen, D. Pei, J. Nie, B. Liu, and G. Pan. 2020. 
Characterization and generation of human definitive multipotent hematopoietic 
stem/progenitor cells. Cell Discov 6: 89. 

70. Oatley, M., Ö. Bölükbası, V. Svensson, M. Shvartsman, K. Ganter, K. Zirngibl, P. V. 
Pavlovich, V. Milchevskaya, V. Foteva, K. N. Natarajan, B. Baying, V. Benes, K. R. Patil, 
S. A. Teichmann, and C. Lancrin. 2020. Single-cell transcriptomics identifies CD44 as a 
marker and regulator of endothelial to haematopoietic transition. Nat Commun 11: 
586. 

71. Fidanza, A., P. S. Stumpf, P. Ramachandran, S. Tamagno, A. Babtie, M. Lopez-
Yrigoyen, A. H. Taylor, J. Easterbrook, B. E. P. Henderson, R. Axton, N. C. Henderson, 
A. Medvinsky, K. Ottersbach, N. Romanò, and L. M. Forrester. 2020. Single-cell 
analyses and machine learning define hematopoietic progenitor and HSC-like cells 
derived from human PSCs. Blood 136: 2893-2904. 

72. Yamamoto, R., Y. Morita, J. Ooehara, S. Hamanaka, M. Onodera, K. L. Rudolph, H. 
Ema, and H. Nakauchi. 2013. Clonal analysis unveils self-renewing lineage-restricted 
progenitors generated directly from hematopoietic stem cells. Cell 154: 1112-1126. 

73. Notta, F., S. Zandi, N. Takayama, S. Dobson, O. I. Gan, G. Wilson, K. B. Kaufmann, J. 
McLeod, E. Laurenti, C. F. Dunant, J. D. McPherson, L. D. Stein, Y. Dror, and J. E. Dick. 
2016. Distinct routes of lineage development reshape the human blood hierarchy 
across ontogeny. Science 351: aab2116. 

74. Laurenti, E., and B. Göttgens. 2018. From haematopoietic stem cells to complex 
differentiation landscapes. Nature 553: 418-426. 

75. Haas, S., J. Hansson, D. Klimmeck, D. Loeffler, L. Velten, H. Uckelmann, S. Wurzer, Á. 
Prendergast, A. Schnell, K. Hexel, R. Santarella-Mellwig, S. Blaszkiewicz, A. Kuck, H. 
Geiger, M. D. Milsom, L. M. Steinmetz, T. Schroeder, A. Trumpp, J. Krijgsveld, and M. 
A. Essers. 2015. Inflammation-Induced Emergency Megakaryopoiesis Driven by 
Hematopoietic Stem Cell-like Megakaryocyte Progenitors. Cell Stem Cell 17: 422-434. 

76. Pellin, D., M. Loperfido, C. Baricordi, S. L. Wolock, A. Montepeloso, O. K. Weinberg, 
A. Biffi, A. M. Klein, and L. Biasco. 2019. A comprehensive single cell transcriptional 
landscape of human hematopoietic progenitors. Nat Commun 10: 2395. 

77. Velten, L., S. F. Haas, S. Raffel, S. Blaszkiewicz, S. Islam, B. P. Hennig, C. Hirche, C. 
Lutz, E. C. Buss, D. Nowak, T. Boch, W. K. Hofmann, A. D. Ho, W. Huber, A. Trumpp, 
M. A. Essers, and L. M. Steinmetz. 2017. Human haematopoietic stem cell lineage 
commitment is a continuous process. Nat Cell Biol 19: 271-281. 

78. Popescu, D. M., R. A. Botting, E. Stephenson, K. Green, S. Webb, L. Jardine, E. F. 
Calderbank, K. Polanski, I. Goh, M. Efremova, M. Acres, D. Maunder, P. Vegh, Y. 
Gitton, J. E. Park, R. Vento-Tormo, Z. Miao, D. Dixon, R. Rowell, D. McDonald, J. 
Fletcher, E. Poyner, G. Reynolds, M. Mather, C. Moldovan, L. Mamanova, F. Greig, M. 
D. Young, K. B. Meyer, S. Lisgo, J. Bacardit, A. Fuller, B. Millar, B. Innes, S. Lindsay, M. 
J. T. Stubbington, M. S. Kowalczyk, B. Li, O. Ashenberg, M. Tabaka, D. Dionne, T. L. 
Tickle, M. Slyper, O. Rozenblatt-Rosen, A. Filby, P. Carey, A. C. Villani, A. Roy, A. 
Regev, A. Chédotal, I. Roberts, B. Göttgens, S. Behjati, E. Laurenti, S. A. Teichmann, 
and M. Haniffa. 2019. Decoding human fetal liver haematopoiesis. Nature 574: 365-
371. 

79. Rybtsov, S., A. Batsivari, K. Bilotkach, D. Paruzina, J. Senserrich, O. Nerushev, and A. 
Medvinsky. 2014. Tracing the origin of the HSC hierarchy reveals an SCF-dependent, 
IL-3-independent CD43(-) embryonic precursor. Stem Cell Reports 3: 489-501. 



 19 

80. Imanirad, P., P. Solaimani Kartalaei, M. Crisan, C. Vink, T. Yamada-Inagawa, E. de 
Pater, D. Kurek, P. Kaimakis, R. van der Linden, N. Speck, and E. Dzierzak. 2014. 
HIF1α is a regulator of hematopoietic progenitor and stem cell development in 
hypoxic sites of the mouse embryo. Stem Cell Res 12: 24-35. 

81. Canu, G., E. Athanasiadis, R. A. Grandy, J. Garcia-Bernardo, P. M. Strzelecka, L. 
Vallier, D. Ortmann, and A. Cvejic. 2020. Analysis of endothelial-to-haematopoietic 
transition at the single cell level identifies cell cycle regulation as a driver of 
differentiation. Genome Biol 21: 157. 

82. Batsivari, A., S. Rybtsov, C. Souilhol, A. Binagui-Casas, D. Hills, S. Zhao, P. Travers, and 
A. Medvinsky. 2017. Understanding Hematopoietic Stem Cell Development through 
Functional Correlation of Their Proliferative Status with the Intra-aortic Cluster 
Architecture. Stem Cell Reports 8: 1549-1562. 

83. Bourgine, P. E., T. Klein, A. M. Paczulla, T. Shimizu, L. Kunz, K. D. Kokkaliaris, D. L. 
Coutu, C. Lengerke, R. Skoda, T. Schroeder, and I. Martin. 2018. In vitro biomimetic 
engineering of a human hematopoietic niche with functional properties. Proc Natl 
Acad Sci U S A 115: E5688-E5695. 

84. Lundin, V., W. W. Sugden, L. N. Theodore, P. M. Sousa, A. Han, S. Chou, P. J. 
Wrighton, A. G. Cox, D. E. Ingber, W. Goessling, G. Q. Daley, and T. E. North. 2020. 
YAP Regulates Hematopoietic Stem Cell Formation in Response to the Biomechanical 
Forces of Blood Flow. Dev Cell 52: 446-460.e445. 

 

 

10. Figure Legends 

 

Table 1 

Characteristics of human PSC-derived haematopoietic cells compared to their counterparts 
generated in vivo. 
 

Figure 1 

Differentiation of human pluripotent stem cells into haematopoietic cells highlighting the 

signalling pathways that have been modulated to control the key transitionary steps and the 

molecular markers that have been used to track the process. 


