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Abstract
Objectives  Haematopoietic stem and progenitor 
cells (HSPCs) are multipotent cells giving rise to both 
myeloid and lymphoid cell lineages. We reasoned that 
the aberrancies of immune cells in systemic lupus 
erythematosus (SLE) could be traced back to HSPCs.
Methods  A global gene expression map of bone 
marrow (BM)-derived HSPCs was completed by RNA 
sequencing followed by pathway and enrichment 
analysis. The cell cycle status and apoptosis status of 
HSPCs were assessed by flow cytometry, while DNA 
damage was assessed via immunofluorescence.
Results  Transcriptomic analysis of Lin−Sca-1+c-Kit+ 
haematopoietic progenitors from diseased lupus mice 
demonstrated a strong myeloid signature with expanded 
frequencies of common myeloid progenitors (CMPs)—
but not of common lymphoid progenitors—reminiscent 
of a ’trained immunity’ signature. CMP profiling 
revealed an intense transcriptome reprogramming 
with suppression of granulocytic regulators indicative 
of a differentiation arrest with downregulation trend 
of major regulators such as Cebpe, Cebpd and Csf3r, 
and disturbed myelopoiesis. Despite the differentiation 
arrest, frequencies of BM neutrophils were markedly 
increased in diseased mice, suggesting an alternative 
granulopoiesis pathway. In patients with SLE with 
severe disease, haematopoietic progenitor cells 
(CD34+) demonstrated enhanced proliferation, cell 
differentiation and transcriptional activation of cytokines 
and chemokines that drive differentiation towards 
myelopoiesis, thus mirroring the murine data.
Conclusions  Aberrancies of immune cells in SLE can 
be traced back to the BM HSPCs. Priming of HSPCs and 
aberrant regulation of myelopoiesis may contribute to 
inflammation and risk of flare.
Trial registration number  4948/19-07-2016.

Introduction
In systemic lupus erythematosus (SLE), an inter-
play between environmental, genetic and epigenetic 
factors leads to perturbation of complex biological 
networks culminating into diverse clinical pheno-
types. In this disease, interferon-alpha (IFN-α)-
driven immunological alterations result in persistent 
immune responses against autologous nucleic acids, 
mimicking a sustained antiviral response. Intrac-
table tissue damage caused by autoantibodies or 

immune-complex depositions affects several organs, 
leading to significant morbidity.1 2

Haematopoietic stem and progenitor cells 
(HSPCs) represent the most primitive multipo-
tent population giving rise to all blood cell types.3 
HSPCs reside in the bone marrow (BM) niche 
and remain in a quiescent state. Under stress or 
inflammatory conditions, they respond by prolifer-
ating and differentiating to replenish any progeny 
needed.4–6

A key observation in SLE is that most cells partic-
ipating in its pathogenesis, such as lymphocytes, 
monocytes and neutrophils, originate from HSPCs. 
In a congenic strain of lupus mice, the function of 

Key messages

What is already known about this subject?
►► Most cells participating in the pathogenesis of 
systemic lupus erythematosus (SLE) originate 
from bone marrow (BM) haematopoietic stem 
and progenitor cells (HSPCs). HSPCs actively 
respond to inflammatory stimuli by myeloid 
skewing, but this may lead to exhaustion, 
decreased function, increased risk for 
inflammation, decreased adaptive immunity 
and increased cardiovascular mortality.

What does this study add?
►► In SLE, there is evidence of deregulation 
of haematopoiesis with skewing towards 
the myeloid lineage at the expense of 
lymphopoiesis and priming of HSPCs that 
exhibit a ‘trained immunity’ signature; this may 
contribute to inflammation and risk of flare.

How might this impact on clinical practice or 
future developments?

►► Abnormalities of immune cells in SLE can 
be traced back in the BM HSPCs, a disease 
where stem cell therapy has been considered 
for refractory cases. Re-establishment of the 
appropriate myeloid versus lymphoid balance 
and alleviation of cell exhaustion may improve 
transplantability of HSPCs and may restore 
immune function. This could also decrease risk 
of infection and atherosclerosis and attenuate 
inflammation, decreasing the risk of flare.
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hematopoietic stem cells is altered by both genetic and inflam-
matory factors with evidence of increased self-renewal and resis-
tance to stress.7 In patients with SLE with cytopenias, BM exhibits 
necrosis, stromal alterations, hypocellularity, dyspoiesis and 
distortion of normal architecture with abnormal localisation of 
immature precursors aggregates.8 Gene expression studies from 
our group have demonstrated upregulation of genes involved in 
cell death and granulopoiesis, providing further evidence of the 
role of apoptosis and granulocytes in its pathogenesis.9

Within the BM niche, inflammatory cytokines and myeloid-
specific growth factors, including interleukin (IL)-1 and 
granulocyte macrophage growth factor,10 drive the repro-
gramming of HSPCs towards myeloid lineage by epigenetic 
modifications and induction of lineage-specific transcription 
factors. These alterations increase their adaptation to inflam-
matory and haematopoietic stress, promoting the generation 
of myeloid cells that confer protection to secondary infection, 
in a phenomenon termed ‘trained innate immunity’ or ‘innate 
immune memory’.11 12 Perturbed immunological imprinting 
(mediated by hyperactive and myeloid priming) could be 
detrimental, exaggerating immune responses in autoimmune 
and inflammatory diseases such as arthritis,13 14 SLE15 or 
atherothrombosis.16–18

We reasoned that the fundamental molecular aberrations in 
SLE (genetic or epigenetic) may be traced back in the HSPCs 
within the BM. To this end, we used the NZBW/F1 mouse 
model of SLE to investigate the lupus transcriptome of HSPCs 
and compared it with transcriptomic data from human SLE 
CD34+ cells. Herein, we report reprogramming of HSPCs 
towards myeloid lineage—with evidence of a ‘trained immunity’ 
signature—and propose that this may contribute to exaggerated 
immune responses and flares in SLE.

Methods
Mice
C57BL/6 mice were purchased from the Jackson Laboratory. 
NZB/OlaHsd and NZW/OlaHsd mice were purchased from 
Envigo. NZBW/F1 mice were considered diseased, when exhib-
iting ≥100 ng/dL of urine protein after the completion of 
6 months of their life.19 Age-matched female mice were used 
(B6-young (B6-Y)/F1-prediseased (F1-P): 12 and B6-old (B6-O)/
F1-lupus (F1-L): 28–36 weeks old). All animals were maintained 
in the BRFAA animal facility.

Flow cytometry and cell sorting
Single-cell suspensions were prepared from BM, peripheral 
blood mononuclear cells (PBMCs) or spleen and were stained 
with conjugated antibodies. CD11b−Gr-1−Ter119−B220−C-
D16/32−Sca-1+c-Kit+ (Lin−Sca-1+c-Kit+ (LSK)) and 
CD11b−Gr-1−Ter119−B220−CD16/32−CD34+Sca-1+c-Kit+ 
(common myeloid progenitor (CMP)) cells were isolated from 
BM (tibia, femur and brachial) and sorted on a FACS-ARIA-III 
(Becton Dickinson Biosciences). Cell purity was ≥95%. Data 
were analysed with FlowJo.

Human subjects
BM aspirates and PBMCswere obtained from SLE and gender 
matched healthy controls (HCs). Patients met the 1999 Amer-
ican College of Rheumatology revised criteria for the classifica-
tion of SLE.20 Patients’ clinical and serological characteristics are 
summarised in online supplementary tables 1 and 5.

Mononuclear cell isolation and processing
Bone marrow mononuclear cells (BMMCs) were isolated using 
Histopaque 1077 (Sigma-Aldrich). BMMCs were washed, and 
erythrocytes were lysed with red blood cell buffer (420301, 
Biolegend) and stained with conjugated antibodies. CD34+ cells 
were isolated from BMMCs using magnetic beads (18056, Stem-
Cell Technologies).

RNA sequencing
LSKs and CMPs were sorted from BM of NZBW/F1 and 
C57BL/6 mice. CD34+ cells were isolated from BMMCs. Genes 
with a false discovery rate of ≤0.05 and a fold change of >1.5 
were considered statistically significantly upregulated/downreg-
ulated, respectively. For the human–mouse comparison, human 
genes were converted to mouse orthologos and pathways were 
compared based on their ID.

Statistics
Statistical analyses were performed using unpaired two-tailed 
Student’s t-test, while Mann-Whitney U test was used for the 
comparison of two groups. Data are presented as mean±SD. 
Differences were considered statistically significant at p<0.05. 
All data were analysed using GraphPad Prism V.5 software.

Study approval
Informed consent was obtained from all patients and HC prior to 
sample collection (Athens, Greece, protocol 10/22-6-2017). All 
procedures in mice were in accordance with institutional guide-
lines and were reviewed and approved by the Greek Federal 
Veterinary Office (Athens, Greece).

Results
The transcriptional profile of murine lupus HSPCs 
demonstrates myeloid skewing
To study whether HSPCs in SLE exhibit transcriptional alter-
ations, we used the spontaneous mouse model NZBW/F121–23 
at two time points: preclinical stage (F1-P) and clinical stage, 
defined as the point with proteinuria of >100 ng/dL (F1-L). 
Age-matched female C57BL/6 mice served as controls (B6-Y and 
B6-O, respectively). Gene profiling was performed in murine 
LSK compartment—representing HSPCs in mice—sorted by 
flow cytometry from BM of NZBW/F1 lupus and C57BL/6 
control mice (figure 1A). A total of 758 differentially expressed 
genes (DEGs) between F1-P and F1-L mice were identified 
(figure 1B and online supplementary table 2), including enriched 
GO terms per cluster: haematopoietic cell lineage, neutrophil 
degranulation and cell adhesion (red); and lymphocyte acti-
vation, extracellular region and immunoglobulin heavy chain 
variable region genes (IGVH) repertoire (green/blue). Gene set 
enrichment analysis (GSEA) showed a positive correlation with 
signatures related to inflammatory response, activation of innate 
immune response and platelet degranulation (figure  1C and 
online supplementary table 3) in F1-L mice. These categories 
are crucial for the adaptation of stem cell phenotype to inflam-
mation with studies showing expansion of stem cell-like mega-
karyocyte committed cells within HSPCs under inflammatory 
conditions.24 Gene ontology and pathway analysis demonstrated 
DEGs implicated in myeloid leukocyte-mediated immunity, 
cytokine secretion, granulocyte/neutrophil activation and migra-
tion in F1-L mice (online supplementary figure 1A). Notably, 
F1-L LSK demonstrated increased proliferation and strong 
myeloid signature (figure 1D). IFN-associated genes (Gbp6 and 
Ciita) were upregulated in F1-L LSK, showing a strong type I 
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Figure 1  Transcriptional profiling of murine LSK by RNA sequencing demonstrates myeloid skewing. (A) Representative fluorescence-activated cell 
sorting plots for the identification of haematopoietic stem and progenitor cells. After gating for Lin− cells, LSK were characterised as c-Kit+Sca-1+. 
(B) Heatmap of DEGs (|FC|>1.5, FDR<0.05) in BM-derived LSK between F1-P and F1-L mice (n=3 replicates per group). (C) GSEA plot showing the 
enrichment of ‘GO activation of innate immune response’ (NES 1.62, FDR 0.002), ‘GO inflammatory response’ (NES 1.57, FDR 0.022) and ‘GO platelet 
degranulation’ (NES 1.60, FDR 0.009) gene sets in LSK F1-L mice. (D) Heatmaps of genes related to myelopoiesis, lymphopoiesis, IFN response and 
enriched GSEA term ‘GO positive regulation of cell cycle phase transition’ (FDR 0.16) in BM-derived LSK F1-P and F1-L mice. Genes with p<0.05 are 
marked in red. BM, bone marrow; DEG, differentially expressed gene; FC, fold change; FDR, false discovery rate; FSC, forward scatter; F1-L, F1-lupus; 
F1-P, F1-prediseased; GSEA, gene set enrichment analysis; IFN, interferon; LSK, Lin−Sca-1+c-Kit+; NES, normalised enrichment score.
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IFN signature, a hallmark of active SLE25 (figure 1D). Compar-
ison with publicly available gene sets—encompassing CMP26 and 
granulocyte–macrophage progenitor (GMP)27 signatures from 
wild-type mice as reference—demonstrated positive enrichment 
in F1-L LSK for CMP and GMP signatures (online supplemen-
tary figure 1B) indicative of priming towards this direction. 
Together, these transcriptomic data indicate increased prolifer-
ation and strong differentiation of F1-L LSK towards myeloid/
granulocytic lineage.28

Active proliferation and replicative stress of murine lupus 
HSPCs cells
To validate transcriptomic data, we analysed the BM LSK 
compartment and its subpopulations. LSK were increased by 
almost twofold in F1-L mice compared with F1-P (figure 2A,B). 
Within the LSK compartment, short-term HSCs and multipo-
tent progenitor cells (MPPs) had higher frequency in F1-L mice 
(figure  2A,C). Compared with their control counterparts, we 
found enhanced frequency of circulating LSK in the peripheral 
blood—but not in the spleen—of F1-L mice (online supplemen-
tary figure 1C,D), suggesting that BM-derived LSK may be acti-
vated, may exit the niche and then migrate to the periphery.

During steady state, HSPCs are relatively quiescent, main-
taining a low number of cycling cells that will differentiate into 
mature blood cells.29 Cell cycle analysis of lupus LSK revealed 
increased proliferation with fewer F1-L LSK in G0 phase 
compared with B6-O control (figure 2D). The frequency of apop-
totic LSK from NZBW/F1 mice was also increased compared 
with B6 with no significant difference in F1-P versus F1-L stage 
(online supplementary figure 1E). In view of the enhanced 
proliferation, γ-H2AX was measured as a marker of prolifera-
tive stress. Lupus LSK exhibited increased double-strand DNA 
breaks compared with B6 (figure  2E), suggesting that LSK in 
lupus mice is under replicative stress (see discussion).

Differentiation arrest of CMPs with lupus disease progression
To delineate the haematopoietic differentiation after the LSK 
stage, we characterised the progenitors of each lineage. CMPs 
were increased by 2.5-fold (**p≤0.01), while GMPs were 2-fold 
(***p≤0.001) reduced in F1-L versus F1-P mice (figure 3A). There 
was no significant difference in common lymphoid progenitors 
(online supplementary figure 2A). Both LSK and CMP frequencies 
were increased in F1-L mice, a profile reminiscent of emergency 
granulopoiesis.30

To further investigate the regulation of myeloid differentiation, 
we performed transcriptional analysis. Most of 721 DEGs were 
downregulated at F1-L CMPs (figure 3B and online supplemen-
tary table 2), including enriched GO terms per cluster: response 
to IFN-beta and nucleotide signalling (green); immune response/
immunoglobulins (blue); and cytokine signalling, neutrophil 
degranulation and haematopoietic cell lineage (red). Myeloid 
markers were downregulated and proliferation markers were 
not differentially expressed (figure 3C). DEGs were involved in 
pathways related to myeloid-mediated immunity, granulocyte 
activation, neutrophil migration and complement activation 
(online supplementary figure 2B). Thus, we checked the expres-
sion of specific granulocytic markers (figure 3D). Chemokines 
and regulators of IL-1 family11 31 32 were downregulated in F1-L 
CMPs. Indicatively, the expression of main regulators such as 
Cebpe, Cebpd, Csf3r and Csf2rα was dampened in CMPs of F1-L 
stage (figure 3D). Collectively, these results suggest differentia-
tion arrest at the level of myeloid progenitors.

Increased neutrophils in the lupus BM: evidence of 
‘granulocytic priming’
In view of the differentiation arrest, we assumed that termi-
nally differentiated cells may be decreased. However, neutro-
phils exhibited a 1.6-fold increase in the F1-L mice compared 
with F1-P, while there were comparable monocyte levels in 
BM (figure  4A,B). Ageing accounted for only an increase of 
1.16-fold in neutrophils of control mice. In contrast, there was 
marked decrease of neutrophils in blood and spleen of F1-L 
mice (figure 4C,D, respectively), while monocytes did not differ 
significantly in the periphery (online supplementary figure 3A,B, 
respectively). Together these data suggest priming in the lupus 
BM towards neutrophils.

Deregulation of differentiation of primed HSPCs indicates an 
alternative granulopoiesis pathway in lupus mice
To investigate how ‘granulocytic priming’ evolves during differ-
entiation of haematopoiesis, we performed a comparative anal-
ysis between LSK and CMP transcriptomes. We used Regulatory 
Network Enrichment Analysis (RNEA) algorithm33 to report 
enrichment of transcription factors and regulators by combining 
previous studies with our data. We identified 13 common differ-
entially expressed transcription factors and regulators (online 
supplementary figure 4A), predominantly downregulated in the 
F1-L CMP stage (online supplementary figure 4B), mainly of 
myeloid and granulocytic differentiation. Therefore, we looked 
into expression of major regulators of granulocytic and neutro-
philic differentiation, such as Cebpα, Cebpe, Irf8, Mpo and Elane, 
and found them upregulated in F1-L LSK while downregulated 
in F1-L CMPs (online supplementary figure 4C). Collectively, 
these data indicate a deregulation of differentiation at the CMP 
level and ‘priming’ of LSK towards granulocytes, indicative of an 
alternative granulopoiesis pathway.

Human SLE CD34+ transcriptome demonstrates active 
proliferation and myeloid skewing
We next asked whether we could trace the ‘lupus LSK signature’ 
in human disease. To this end, we purified CD34+ cells from BM 
of female patients with SLE 34 35 (online supplementary tables 1 
and 5) and HC. In humans, the CD34+ compartment comprises 
a cluster of 0.5%–2.0% of BM, which encompasses both stem 
and progenitor cells of different lineages.36 We identified 2364 
DEGs between patients with SLE and HC, which contained 832 
upregulated and 1532 downregulated genes (online supplemen-
tary table 2). Enriched GO terms per cluster include extracellular 
vesicle-mediated signalling in recipient (blue); myeloid leucocyte 
migration and chemokine signalling pathway (turquoise); integrin-
mediated signalling and regulation of cell–cell adhesion (red); 
antigen processing and presentation, autoimmunity and abnormal 
inflammatory response (green); and cell surface receptor signal-
ling pathway (yellow) (figure 5A). Lymphoid markers were down-
regulated in SLE, while expression of myeloid markers exhibited 
considerable variation within the patients. Combining these two 
panels, we found that early haematopoiesis in humans is character-
ised by skewing towards myeloid lineage (figure 5B). SLE CD34+ 
cells exhibited enhanced proliferation (figure  5B), while GSEA 
indicates a positive correlation with ‘activation of ATR in response 
to replication stress’, ‘cell cycle’ and ‘DNA-dependent DNA repli-
cation’ sets (figure 5C and online supplementary table 4). In view 
of enhanced proliferation,37 γ-H2AX was assessed to check if 
CD34+ cells are in proliferative stress; indeed, SLE HSPCs exhib-
ited increased double-strand DNA breaks (figure 5D). Collectively, 
CD34+ cells of patients with SLE exhibited enhanced proliferation 
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Figure 2  Phenotypical analysis of murine LSK by flow cytometry demonstrates enhanced proliferation. (A) Representative flow cytometry analysis 
within LSK compartment. (B) Frequencies of LSK in BM of F1-P, F1-L and their age-matched C57BL/6 control mice (n=7–10). (C) LT-HSCs, ST-HSCs and 
MPP in BM of F1-P, F1-L and their age-matched C57BL/6 control mice (n=7–10). (D) Representative flow cytometry plot of BM-derived LSK cell cycle 
analysis using Ki-67/7-AAD marker and frequencies of cells in each different phase of cell cycle (G0, G1 and S/G2/M) (n=4–6). (E) Representative 
confocal microscopy images for γ-H2AX (red) and DAPI (blue), and γ-H2AX puncta/cell in sorted LSK from BM of F1-P, F1-L and their age-matched 
C57BL/6 control mice (n=3–4, Leica TCS SP5 63x, scale bar: 10 µM). One representative experiment of four is shown. Results are mean±SEM. 
Statistical significance was obtained by unpaired Student’s t-test (*p≤0.05, **p≤0.01, ***p≤0.001). 7-AAD, 7-Aminoactinomycin D; BM, bone 
marrow; DAPI, 4′,6-diamidino-2-phenylindole; F1-L, F1-lupus; F1-P, F1-prediseased; LSK, Lin−Sca-1+c-Kit+; LT-HSC, Long Term-Hematopoietic Stem Cell; 
MPP, multipotent progenitor cell; ST-HSC, short term hematopoietic stem cell.
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Figure 3  Attenuation of murine lupus CMP differentiation with the progression of the disease. (A) Representative flow cytometry analysis and 
frequencies of BM-derived CMPs (CD34+CD16/32−) and GMPs (CD34+CD16/32+) of F1-P, F1-L and their age-matched C57BL/6 control mice (n=8–10). 
(B) Heatmap of DEGs (|FC|>1.5, FDR<0.05) in BM-derived CMP cells between F1-P and F1-L mice (n=4 per replicate). (C) Heatmaps of genes related 
to myelopoiesis and proliferation in BM-derived CMP F1-P and F1-L mice. Genes with p<0.05 are marked in red. (D) Heatmaps of genes related to 
granulopoiesis, chemokine-related and IL-1-related factors in BM-derived CMP of F1-P and F1-L mice. Genes with p<0.05 are marked in red. BM, 
bone marrow; CMP, committed myeloid progenitor; FC, fold change; FDR, false discovery rate; F1-L, F1-lupus; F1-P, F1-prediseased; GMP, granulocyte–
macrophage progenitor; IL, interleukin.
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Figure 4  Neutrophils increase in the BM but decrease in the periphery of lupus mice. (A) Representative flow cytometry analysis of monocytes 
(CD3e− B220− CD11b+ Ly6C+) and neutrophils (CD3e− B220− CD11b+ Ly6G+) in BM of F1-P, F1-L and their age-matched C57BL/6 control mice. 
(B) Frequencies of monocytes and neutrophils in BM of F1-P, F1-L mice and their age-matched C57BL/6 control mice (n=6–11). (C) Frequencies of 
neutrophils in peripheral blood (n=3–8) and (D) spleen of F1-P, F1-L and their age-matched C57BL/6 control mice (n=6–10; *p≤0.05, **p≤0.01, 
***p≤0.001). BM, bone marrow; F1-L, F1-lupus; F1-P, F1-prediseased.

with increased DNA damage and unbalanced differentiation 
towards myeloid axis.

Subgroup analysis showed that patients with SLE with both 
severe and moderate disease (online supplementary figure 6) 
showed variable expression of myeloid markers (figure  5E). 
Notably, expression of specific markers for granulopoiesis, such 
as CEBPZ, CEBPD, GATA2, was increased in a subgroup of 
patients with severe SLE compared with those with moderate 
disease (figure  5E), a result consistent with our findings in 
murine lupus LSK. GSEA revealed a positive correlation with 
‘cytokine–cytokine receptor interaction’ and ‘positive regula-
tion of locomotion’ sets in patients with severe SLE (figure 5F 
and online supplementary table 4). Enrichment analysis using 

upregulated genes in severe SLE revealed an over-representation 
of chemotaxis and migration of granulocytes and neutrophilic 
GO terms (figure 5G). Together, HSPCs are activated and more 
proliferative in patients with SLE compared with HC with a 
distinct transcriptional differentiation profile in patients with 
severe disease.

Comparison of human lupus CD34+ with murine lupus CMP 
transcriptome reveals common attributes with evidence of 
arrest at the progenitor stage
Next, we compared human CD34+ transcriptome to LSK and 
CMP data.38 We found a significant overlap of LSK DEGs 
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Figure 5  RNA sequencing of human CD34+ cells in patients with SLE suggests active proliferation with myeloid skewing. (A) Heatmap of DEGs 
in CD34+ cells isolated from BM of patients with SLE (n=8) and HC (n=2). (B) Heatmaps of genes related to myelopoiesis, lymphopoiesis and 
proliferation in patients with SLE and HC. Genes with p<0.05 are marked in red. (C) GSEA plot showing the enrichment of ‘reactome: activation of 
ATR in response to replication stress’ (NES 1.73, FDR 0.056), ‘reactome: cell cycle’ (NES 1.81, FDR 0.002), ‘GO DNA dependent DNA replication’ (NES 
2.03, FDR<0.001) gene sets in CD34+ patient with SLE samples. (D) Representative confocal microscopy images for γ-H2AX (red) and DAPI (blue), 
and γ-H2AX puncta/cell in CD34+ cells from BM of patients with SLE (n=3) and HC (n=2) (Leica TCS SP5 63x, Scale bar: 10 µM). One representative 
experiment is shown. Results are mean±SEM. Statistical significance was obtained by unpaired Student’s t-test (*p≤0.05, **p≤0.01, ***p≤0.001). 
(E) Heatmaps of genes associated with myeloid, lymphoid and granulocytic markers in CD34+ cells isolated from BM of SLE with Mod (n=3) and Sev 
(n=5) disease. Genes with p<0.05 are marked in red. (F) GSEA plot showing the enrichment of ‘GO Positive regulation of locomotion’ (NES 1.58, FDR 
0.0053) and ‘KEGG cytokine-cytokine receptor interaction’ (NES 1.30, FDR 0.042) gene sets in CD34+ SLE Sev patients. (H) Network of the upregulated 
genes associated with migration and chemotaxis of granulocytes and neutrophils using ClueGo plug-in in Cytoscape. BM, bone marrow; DAPI, 
4′,6-diamidino-2-phenylindole; DEG, differentially expressed gene; FDR, false discovery rate; GSEA, gene set enrichment analysis; HC, healthy control; 
Mod, moderate; Sev, severe; SLE, systemic lupus erythematosus.
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(6.7%) and CMPs DEGs (8.5%) with the human CD34+ DEGs 
(representation factor (RF)=3.2, p<2.7×10−29 and RF=4, 
p<4.7×10−18, respectively) (figure  6A,B). The majority of 
shared DEGs (26) between mouse LSK and human CD34+ cells 
were downregulated in patients with human SLE, but not in 
murine lupus (figure 6C). However, the expression of common 
DEGs (54) between mouse CMPs and human CD34+ cells exhib-
ited commonalities (figure 6D). Thus, the SLE CD34+ transcrip-
tomic profile is more reminiscent of murine lupus CMPs than 
murine lupus LSK. This is likely due to the fact that the haema-
topoietic stem cell signature might be diluted within the hetero-
geneous CD34+ population in humans.39

At pathway level, the overlap between mouse and human data 
was more prominent. Compared with gene-level results, there 
was a fivefold higher representation of the enriched pathways 
in LSK and a twofold higher representation of the enriched 
pathways in CMPs (RF=81, p<6.8×10−172, and RF=43.3, 
p<4.8×10−178, respectively), which were also found enriched 
in human HSPCs (figure 6A,B). Key pathways such as cell acti-
vation, regulation of cell differentiation, immune system devel-
opment and leucocyte migration were shared. Using RNEA, we 
found 15 suppressed regulators in both lupus CMPs and CD34+ 
SLE cells. Among them, there were significant disease-specific 
effectors such as IFNγ and IL-6, as well as regulators for the 
homeostasis–differentiation balance of stem cells like Lif, Ets1 
and Pax5 (figure 6E).

Collectively, human CD34+ cells from patients with SLE 
display more commonalities in their transcripthmic profile with 
murine lupus CMPs rather than LSK. This comparison indicates 
an arrest at the progenitor level both in murine and human lupus 
haematopoiesis as important regulators for terminal differentia-
tion are downregulated.

Discussion
Blood and immune cells derive from HSPCs, which reside in 
the BM in quiescent state, being ready to respond to stress, 
such as severe infection, systemic inflammation or iatrogenic 
myeloablation.40 Recent data suggest significant heterogeneity 
within the HSPCs with evidence of early lineage segregation, 
lineage-biassed existence and containment of lineage-restricted 
progenitors.41 These lineage-biassed and lineage-restricted cells 
within the phenotypical HSPC compartment might serve as an 
emergency backup for stress conditions, capable of efficiently 
and specifically counterbalance the sudden loss of a particular 
lineage. Herein, we provide evidence of dysregulated differ-
entiation during haematopoiesis in SLE. Transcriptomic data 
demonstrate enhanced activation and differentiation prefer-
ence towards myeloid/granulocytic lineage after disease onset. 
NZBW/F1 exhibit detectable levels of type I IFN compared with 
other SLE mouse models.42 We show that, indeed, IFN signa-
ture is present in the NZBW/F1 model and that lupus HSPCs 
can sense and respond to IFN. Chronic activation of the IFN-α 
pathway in HSPCs impairs their function, whereas acute IFN-α 
treatment promotes the proliferation of dormant HSPCs.43

Our flow cytometric analysis revealed enhanced proliferation 
of LSK in lupus mice and increase in their subpopulations. This 
finding is consistent with findings by Niu et al7 in a congenic 
lupus model where they found a genetic polymorphism on 
the Cdkn2c gene related to cell cycle. In the context of stem 
cell proliferation and activation, Walter et al37 showed direct 
response of HSPCs by exiting quiescence with concomitant DNA 
damage. In agreement to this, lupus LSK had more DNA damage 
compared with their controls, which could be detrimental for 

their maintenance and self-renewal. Pronounced cell cycle entry 
and consequent proliferative stress may result in impaired HSC 
self-renewal potential.44 45

To confirm the transcriptomic results on LSK differentia-
tion, we profiled CMPs. Physiological myelopoiesis evolves 
through MPPs to lineage-restricted CMPs and then converges to 
GMPs.46 Phenotypical analysis of progenitors showed increased 
frequency of CMPs but decreased frequency of GMPs, as 
evidenced in RNA sequencing by ‘silencing’ of differentiation 
after the CMP stage. Myeloid skewing is, in part, expected due 
to inflammation and ageing,47 both operant in our model. Our 
results suggest ‘priming’ of LSK with a pronounced ‘myeloid/
granulocytic signature’ but downregulation as the differentiation 
evolves towards canonical myelopoiesis (figure 6F).

Increased neutrophils in lupus BM suggest deregulation of 
homeostatic mechanisms in the level of CMPs with priming of 
LSK towards the granulocytic differentiation at the expense of 
lymphopoiesis. These results are consistent with our earlier find-
ings of strong granulopoiesis signature in the BM by using DNA 
arrays.9 Priming of LSK highly correlates with the signature of 
HSPCs after ‘training’ with β-glucan11 (online supplementary 
figure 3), strongly indicating that ‘SLE inflammatory milieu’ 
promotes the immune training memory of BM progenitor cells. 
Accordingly, we found differentially methylated regions from 
lupus HSPCs overlapping with transcription factor binding sites 
relevant to haematopoietic development, including Cebpα (data 
not shown). Innate immune memory, while beneficial to host 
defence against pathogens, could also lead to maladaptation of 
the immune system in chronic inflammation, leading to perpet-
uation of chronic inflammatory disorders and predisposing to 
flares in response to environmental stimuli such as infections or 
stress.48

Myeloid cells are crucial for disease progression. In the 
periphery of lupus mice, we found increased circulating LSK 
but decreased neutrophils. This could be due to either extensive 
destruction of neutrophils in the periphery or migration to target 
tissues. This might act as a positive feedback loop where an 
inflammatory environment triggers priming and exit of HSPCs 
to periphery, driving them to increased myeloid output, which 
in turn circulates and perpetuates the inflammation as proposed 
by Oduro et al14 in an arthritis mouse model. It is conceivable 
that neutrophils may migrate to the inflamed tissues, hence their 
relative paucity in the periphery. The release of neutrophil extra-
cellular traps represents a novel neutrophil effector function 
contributing to thromboinflammation and fibrosis in SLE.49

It has been assumed that various blood cell lineages arise via 
a hierarchical scheme—starting with HSPCs—and that their 
differentiation potential becomes increasingly restricted through 
oligopotent and then unipotent progenitors. However, recent 
work suggests a developmental shift to an adult ‘two-tier’ hier-
archy whereby HSPCs can generate restricted subsets of termi-
nally differentiated progeny, bypassing the stepwise progression 
through common progenitor stage.50 Yammamoto et al51 
proposed a revised model of haematopoietic differentiation with 
the existence of progenitors within the HSPC compartment, 
mostly myeloid-committed ones. Our results are in agreement 
with this model. It is reasonable to assume that SLE LSK are 
already predefined to differentiate towards granulocytic lineage, 
creating an alternative granulopoiesis pathway in the haema-
topoietic tree (figure  6F). In parallel, differentiation arrest at 
the intermediate stage of CMPs blocks flow of haematopoiesis 
towards GMPs.

In summary, we have presented evidence for deregulation of 
granulopoiesis and priming of HSPCs, which may contribute 

https://dx.doi.org/10.1136/annrheumdis-2019-215782
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Figure 6  Comparison at the transcriptome level of human lupus CD34+ with murine lupus LSK and CMP reveals common attributes with evidence 
of arrest at the progenitor stage. (A) Venn diagrams showing the overlap between significant DEGs and the respective enriched GO terms and 
pathways in human CD34+ and mouse LSK. (B) Venn diagrams showing the overlap between significantly DEGs and the respective enriched GO 
terms and pathways in human CD34+ and mouse CMP cells. (C) Heatmaps of 26 common DEGs in murine LSK (left panel) and human CD34+ cells 
(right panel). (D) Heatmaps of 54 common DEGs in murine CMP cells (left panel) and human CD34+ cells (right panel). (E) Heatmaps of the enriched 
transcription factors and regulators in murine CMP cells (left panel) and CD34+ cells based on RNEA algorithm (right panel). (F) Proposed model of 
alternative granulopoiesis in SLE. LSK in SLE are predefined to differentiate towards the granulocytic lineage by skipping the CMP and GMP stages of 
the haematopoietic lineage. CLP, common lymphoid progenitor; CMP, committed myeloid progenitor; DEG, differentially expressed gene; HC, healthy 
control; LSK, Lin−Sca-1+c-Kit+; LT-HSC, long erm-hematopoietic stem cell; tSLE, systemic lupus erythematosus; MPP, multipotent progenitor cell; RNEA, 
Regulatory Network Enrichment AnalysisST-HSC, short term-hematopoietic stem cell.
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to persistent inflammation in SLE and risk of flare once the 
disease is in remission. Myeloid skewing of HSPCs, associ-
ated with epigenetic tinkering, is also typical of HSPCs during 
ageing,51 52 contributing to decreased adaptive immunity and 
enhanced cardiovascular mortality of the elderly population.53–55 
Re-establishment of the appropriate lymphoid versus myeloid 
balance in systemic autoimmune diseases may improve immune 
function, decreasing risk of infection or atherosclerosis and reso-
lution of inflammation.

Author affiliations
14th Department of Internal Medicine, Attikon University Hospital and Joint 
Rheumatology Program, National and Kapodestrian University of Athens, Athens, 
Greece
2Laboratory of Inflammation and Autoimmunity, Biomedical Research Foundation, 
Academy of Athens, Athens, Greece
3Institute of Computer Science, Foundation of Research and Technology Hellas, 
Heraklion, Greece
42nd Department of Internal Medicine, Hippokrateion Hospital, National and 
Kapodestrian University of Athens, Athens, Greece
5Department of Rheumatology, Clinical Immunology and Allergy, School of Medicine, 
University of Crete, Heraklion, Greece
6Laboratory of Immune Regulation and Tolerance, Biomedical Research Foundation 
of the Academy of Athens, Athens, Greece
7Department of Hematology and Laboratory of Molecular Hematology, Department 
of Medicine, Democritus University of Thrace, Alexandroupolis, Greece
8Institute for Clinical Chemistry and Laboratory Medicine, Center of Internal 
Medicine, University Hospital of Dresden, Dresden, Germany
9Rheumatology-Clinical Immunology Unit, Medical School, University of Cyprus, 
Nicosia, Cyprus

Correction notice  This article has been corrected since it published Online First. 
Figure 1 has been corrected.

Twitter Dimitrios T Boumpas @none

Acknowledgements  We thank Anastasia Apostolidou and Arianna Gavriil from 
the Flow Cytometry Facility, BRFAA for cell sorting; Dr. Ioannis Vatsellas from the 
Greek Genome Center, BRFAA for the next-generation sequencing service; Dr. 
Dimosthene Mitrossilis from the Biological Imaging Unit, BRFAA for his help on 
confocal microscopy analysis; and Professor Emmanuel Dermitzakis for his invaluable 
assistance on transcriptomics.

Contributors  MG and AB designed and performed the experiments, analysed 
data, generated figures and wrote the manuscript. AF and PP analysed the data 
and generated the figures. SG, VK, DN and AP performed clinical evaluation of 
patients, provided human specimens and interpreted the human data. GB, PV and 
IM participated in the design, the interpretation of data and the editing of the 
manuscript. DTB supervised the study and the writing of the manuscript.

Funding  This work was supported by a research grant from FOREUM Foundation 
for Research in Rheumatology, from the European Research Council under the 
European Union’s Horizon 2020 research and innovation programme (grant 
agreement number 742390). The research leading to these results has been 
cofunded by the European Commission under the H2020 Research Infrastructures 
contract no. 675121 (project VI-SEEM). Computational time was granted from 
the VI-SEEM project and the Greek National HPC facility—ARIS under project ID 
“RNA_LUPUS”. MG is financed by Greece and the European Union (European 
Social Fund) through the Operational Programme ’Human Resources Development, 
Education and Lifelong Learning’ in the context of the project ’Strengthening Human 
Resources Research Potential via Doctorate Research’ (MIS-5000432), implemented 
by the State Scholarships Foundation (ΙΚΥ). MG is a PhD candidate at University 
of Athens. This work is submitted in fulfilment of the requirement for the PhD. AB is 
financed by Greece and the European Union (European Social Fund- ESF) through 
the Operational Programme ’Human Resources Development, Education and Lifelong 
Learning’ in the context of the project ’Reinforcement of Postdoctoral Researchers’ 
(MIS-5001552), implemented by the State Scholarships Foundation (ΙΚΥ).

Competing interests  None declared.

Patient consent for publication  Not required.

Provenance and peer review  Not commissioned; externally peer reviewed.

Data availability statement  Data are available in a public, open access 
repository. Data are available upon reasonable request.

Open access  This is an open access article distributed in accordance with the 
Creative Commons Attribution 4.0 Unported (CC BY 4.0) license, which permits 
others to copy, redistribute, remix, transform and build upon this work for any 
purpose, provided the original work is properly cited, a link to the licence is given, 

and indication of whether changes were made. See: https://​creativecommons.​org/​
licenses/​by/​4.​0/.

ORCID iD
Dimitrios T Boumpas http://​orcid.​org/​0000-​0002-​9812-​4671

References
	 1	 Tsokos GC. Systemic lupus erythematosus. N Engl J Med 2011;365:2110–21.
	 2	 Bertsias GK, Salmon JE, Boumpas DT. Therapeutic opportunities in systemic lupus 

erythematosus: state of the art and prospects for the new decade. Ann Rheum Dis 
2010;69:1603–11.

	 3	 King KY, Goodell MA. Inflammatory modulation of HSCs: viewing the HSC as a 
foundation for the immune response. Nat Rev Immunol 2011;11:685–92.

	 4	 Baldridge MT, King KY, Goodell MA. Inflammatory signals regulate hematopoietic 
stem cells. Trends Immunol 2011;32:57–65.

	 5	 Trumpp A, Essers M, Wilson A. Awakening dormant haematopoietic stem cells. Nat 
Rev Immunol 2010;10:201–9.

	 6	 Zhao JL, Baltimore D. Regulation of stress-induced hematopoiesis. Curr Opin Hematol 
2015;22:286–92.

	 7	N iu H, Fang G, Tang Y, et al. The function of hematopoietic stem cells is altered by 
both genetic and inflammatory factors in lupus mice. Blood 2013;121:1986–94.

	 8	 Voulgarelis M, Giannouli S, Tasidou A, et al. Bone marrow histological findings in 
systemic lupus erythematosus with hematologic abnormalities: a clinicopathological 
study. Am J Hematol 2006;81:590–7.

	 9	N akou M, Knowlton N, Frank MB, et al. Gene expression in systemic lupus 
erythematosus: bone marrow analysis differentiates active from inactive 
disease and reveals apoptosis and granulopoiesis signatures. Arthritis Rheum 
2008;58:3541–9.

	10	 Mitroulis I, Kalafati L, Hajishengallis G, et al. Myelopoiesis in the context of innate 
immunity. J Innate Immun 2018;10:365–72.

	11	 Mitroulis I, Ruppova K, Wang B, et al. Modulation of myelopoiesis progenitors is an 
integral component of trained immunity. Cell 2018;172:e12:147–61.

	12	 Kaufmann E, Sanz J, Dunn JL, et al. BCG Educates hematopoietic stem cells to 
generate protective innate immunity against tuberculosis. Cell 2018;172:e19:176–90.

	13	 Dragoljevic D, Kraakman MJ, Nagareddy PR, et al. Defective cholesterol metabolism in 
haematopoietic stem cells promotes monocyte-driven atherosclerosis in rheumatoid 
arthritis. Eur Heart J 2018;39:2158–67.

	14	O duro KA, Liu F, Tan Q, et al. Myeloid skewing in murine autoimmune arthritis occurs 
in hematopoietic stem and primitive progenitor cells. Blood 2012;120:2203–13.

	15	 Maeda K, Malykhin A, Teague-Weber BN, et al. Interleukin-6 aborts lymphopoiesis 
and elevates production of myeloid cells in systemic lupus erythematosus-prone 
B6.Sle1.Yaa animals. Blood 2009;113:4534–40.

	16	C hrist A, Günther P, Lauterbach MAR, et al. Western diet triggers NLRP3-Dependent 
innate immune reprogramming. Cell 2018;172:e14:162–75.

	17	 Murphy AJ, Akhtari M, Tolani S, et al. ApoE regulates hematopoietic stem cell 
proliferation, monocytosis, and monocyte accumulation in atherosclerotic lesions in 
mice. J Clin Invest 2011;121:4138–49.

	18	 Yvan-Charvet L, Pagler T, Gautier EL, et al. ATP-Binding cassette transporters and HDL 
suppress hematopoietic stem cell proliferation. Science 2010;328:1689–93.

	19	 Vlachou K, Mintzas K, Glymenaki M, et al. Elimination of granulocytic myeloid-derived 
suppressor cells in lupus-prone mice linked to reactive oxygen species-dependent 
extracellular trap formation. Arthritis Rheumatol 2016;68:449–61.

	20	 Hochberg MC. Updating the American College of rheumatology revised criteria for the 
classification of systemic lupus erythematosus. Arthritis Rheum 1997;40:1725.

	21	 Theofilopoulos AN, Dixon FJ. Murine models of systemic lupus Erythematosus1. In: 
Advances in immunology. Elsevier, 1985: 269–390.

	22	 Dixon FJ, Andrews BS, Eisenberg RA, et al. Etiology and pathogenesis of a 
spontaneous lupus-like syndrome in mice. Arthritis Rheum 1978;21:S64–7.

	23	 Perry D, Sang A, Yin Y, et al. Murine models of systemic lupus erythematosus. J Biomed 
Biotechnol 2011;2011:271694:1–19.

	24	 Haas S, Hansson J, Klimmeck D, et al. Inflammation-Induced emergency 
megakaryopoiesis driven by hematopoietic stem cell-like megakaryocyte progenitors. 
Cell Stem Cell 2015;17:422–34.

	25	C row MK. Type I interferon in the pathogenesis of lupus. J Immunol 
2014;192:5459–68.

	26	 Klimmeck D, Cabezas-Wallscheid N, Reyes A, et al. Transcriptome-Wide profiling and 
posttranscriptional analysis of hematopoietic stem/progenitor cell differentiation 
toward myeloid commitment. Stem Cell Reports 2014;3:858–75.

	27	R undberg Nilsson A, Soneji S, Adolfsson S, et al. Human and murine hematopoietic 
stem cell aging is associated with functional impairments and intrinsic 
megakaryocytic/erythroid bias. PLoS One 2016;11:e0158369.

	28	 Forsberg EC, Prohaska SS, Katzman S, et al. Differential expression of novel potential 
regulators in hematopoietic stem cells. PLoS Genet 2005;1:e28.

	29	 Pietras EM, Warr MR, Passegué E. Cell cycle regulation in hematopoietic stem cells. J 
Cell Biol 2011;195:709–20.

	30	 Manz MG, Boettcher S. Emergency granulopoiesis. Nat Rev Immunol 
2014;14:302–14.

https://twitter.com/none
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
http://orcid.org/0000-0002-9812-4671
http://dx.doi.org/10.1056/NEJMra1100359
http://dx.doi.org/10.1136/ard.2010.135186
http://dx.doi.org/10.1038/nri3062
http://dx.doi.org/10.1016/j.it.2010.12.003
http://dx.doi.org/10.1038/nri2726
http://dx.doi.org/10.1038/nri2726
http://dx.doi.org/10.1097/MOH.0000000000000149
http://dx.doi.org/10.1182/blood-2012-05-433755
http://dx.doi.org/10.1002/ajh.20593
http://dx.doi.org/10.1002/art.23961
http://dx.doi.org/10.1159/000489406
http://dx.doi.org/10.1016/j.cell.2017.11.034
http://dx.doi.org/10.1016/j.cell.2017.12.031
http://dx.doi.org/10.1093/eurheartj/ehy119
http://dx.doi.org/10.1182/blood-2011-11-391342
http://dx.doi.org/10.1182/blood-2008-12-192559
http://dx.doi.org/10.1016/j.cell.2017.12.013
http://dx.doi.org/10.1172/JCI57559
http://dx.doi.org/10.1126/science.1189731
http://dx.doi.org/10.1002/art.39441
http://dx.doi.org/10.1002/art.1780400928
http://dx.doi.org/10.1002/art.1780210909
http://dx.doi.org/10.1155/2011/271694
http://dx.doi.org/10.1155/2011/271694
http://dx.doi.org/10.1016/j.stem.2015.07.007
http://dx.doi.org/10.4049/jimmunol.1002795
http://dx.doi.org/10.1016/j.stemcr.2014.08.012
http://dx.doi.org/10.1371/journal.pone.0158369
http://dx.doi.org/10.1371/journal.pgen.0010028
http://dx.doi.org/10.1083/jcb.201102131
http://dx.doi.org/10.1083/jcb.201102131
http://dx.doi.org/10.1038/nri3660


253Grigoriou M, et al. Ann Rheum Dis 2020;79:242–253. doi:10.1136/annrheumdis-2019-215782

Systemic lupus erythematosus

	31	 Hérault A, Binnewies M, Leong S, et al. Myeloid progenitor cluster formation drives 
emergency and leukaemic myelopoiesis. Nature 2017;544:53–8.

	32	 Pietras EM, Mirantes-Barbeito C, Fong S, et al. Chronic interleukin-1 exposure drives 
haematopoietic stem cells towards precocious myeloid differentiation at the expense 
of self-renewal. Nat Cell Biol 2016;18:607–18.

	33	C houvardas P, Kollias G, Nikolaou C. Inferring active regulatory networks from gene 
expression data using a combination of prior knowledge and enrichment analysis. 
BMC Bioinformatics 2016;17:181.

	34	O rtona E, Pierdominici M, Maselli A, et al. Sex-based differences in autoimmune 
diseases. Ann Ist Super Sanita 2016;52:205–12.

	35	C hristou EAA, Banos A, Kosmara D, et al. Sexual dimorphism in SLE: above and 
beyond sex hormones. Lupus 2019;28:3-10.

	36	S trobl H, Takimoto M, Majdic O, et al. Myeloperoxidase expression in CD34+ normal 
human hematopoietic cells. Blood 1993;82:2069–78.

	37	 Walter D, Lier A, Geiselhart A, et al. Exit from dormancy provokes DNA-damage-
induced attrition in haematopoietic stem cells. Nature 2015;520:549–52.

	38	N tougkos E, Chouvardas P, Roumelioti F, et al. Genomic responses of mouse synovial 
fibroblasts during tumor necrosis factor-driven Arthritogenesis greatly mimic those in 
human rheumatoid arthritis. Arthritis Rheumatol 2017;69:1588–600.

	39	 Karamitros D, Stoilova B, Aboukhalil Z, et al. Single-cell analysis reveals the continuum 
of human lympho-myeloid progenitor cells. Nat Immunol 2018;19:85–97.

	40	 Mendelson A, Frenette PS. Hematopoietic stem cell niche maintenance during 
homeostasis and regeneration. Nat Med 2014;20:833–46.

	41	C arrelha J, Meng Y, Kettyle LM, et al. Hierarchically related lineage-restricted fates of 
multipotent haematopoietic stem cells. Nature 2018;554:106–11.

	42	 Zhuang H, Szeto C, Han S, et al. Animal models of interferon signature positive lupus. 
Front Immunol 2015;6:291.

	43	E ssers MAG, Offner S, Blanco-Bose WE, et al. IFNalpha activates dormant 
haematopoietic stem cells in vivo. Nature 2009;458:904–8.

	44	 Moehrle BM, Geiger H. Aging of hematopoietic stem cells: DNA damage and 
mutations? Exp Hematol 2016;44:895–901.

	45	 Behrens A, van Deursen JM, Rudolph KL, et al. Impact of genomic damage and ageing 
on stem cell function. Nat Cell Biol 2014;16:201–7.

	46	A kashi K, Traver D, Miyamoto T, et al. A clonogenic common myeloid progenitor that 
gives rise to all myeloid lineages. Nature 2000;404:193–7.

	47	 Kovtonyuk LV, Fritsch K, Feng X, et al. Inflamm-Aging of hematopoiesis, 
hematopoietic stem cells, and the bone marrow microenvironment. Front Immunol 
2016;7:502.

	48	 Penkov S, Mitroulis I, Hajishengallis G, et al. Immunometabolic crosstalk: an ancestral 
principle of trained immunity? Trends Immunol 2019;40:1–11.

	49	 Frangou E, Chrysanthopoulou A, Mitsios A, et al. REDD1/autophagy pathway 
promotes thromboinflammation and fibrosis in human systemic lupus erythematosus 
(SLE) through NETs decorated with tissue factor (TF) and interleukin-17A (IL-17A). 
Ann Rheum Dis 2019;78:238–48.

	50	N otta F, Zandi S, Takayama N, et al. Distinct routes of lineage development reshape 
the human blood hierarchy across ontogeny. Science 2016;351:aab2116.

	51	 Yamamoto R, Morita Y, Ooehara J, et al. Clonal analysis unveils self-renewing 
lineage-restricted progenitors generated directly from hematopoietic stem cells. Cell 
2013;154:1112–26.

	52	 Dykstra B, Olthof S, Schreuder J, et al. Clonal analysis reveals multiple functional 
defects of aged murine hematopoietic stem cells. J Exp Med 2011;208:2691–703.

	53	 Jaiswal S, Natarajan P, Silver AJ, et al. Clonal hematopoiesis and risk of atherosclerotic 
cardiovascular disease. N Engl J Med 2017;377:111–21.

	54	 Jaiswal S, Fontanillas P, Flannick J, et al. Age-Related clonal hematopoiesis associated 
with adverse outcomes. N Engl J Med 2014;371:2488–98.

	55	L eins H, Mulaw M, Eiwen K, et al. Aged murine hematopoietic stem cells drive aging-
associated immune remodeling. Blood 2018;132:565–76.

http://dx.doi.org/10.1038/nature21693
http://dx.doi.org/10.1038/ncb3346
http://dx.doi.org/10.1186/s12859-016-1040-7
http://dx.doi.org/10.4415/ANN_16_02_12
http://dx.doi.org/10.1177/0961203318815768
http://dx.doi.org/10.1182/blood.V82.7.2069.2069
http://dx.doi.org/10.1038/nature14131
http://dx.doi.org/10.1002/art.40128
http://dx.doi.org/10.1038/s41590-017-0001-2
http://dx.doi.org/10.1038/nm.3647
http://dx.doi.org/10.1038/nature25455
http://dx.doi.org/10.3389/fimmu.2015.00291
http://dx.doi.org/10.1038/nature07815
http://dx.doi.org/10.1016/j.exphem.2016.06.253
http://dx.doi.org/10.1038/ncb2928
http://dx.doi.org/10.1038/35004599
http://dx.doi.org/10.3389/fimmu.2016.00502
http://dx.doi.org/10.1016/j.it.2018.11.002
http://dx.doi.org/10.1136/annrheumdis-2018-213181
http://dx.doi.org/10.1126/science.aab2116
http://dx.doi.org/10.1016/j.cell.2013.08.007
http://dx.doi.org/10.1084/jem.20111490
http://dx.doi.org/10.1056/NEJMoa1701719
http://dx.doi.org/10.1056/NEJMoa1408617
http://dx.doi.org/10.1182/blood-2018-02-831065

	Transcriptome reprogramming and myeloid skewing in haematopoietic stem and progenitor cells in systemic lupus erythematosus
	Abstract
	Introduction﻿﻿
	Methods
	Mice
	Flow cytometry and cell sorting
	Human subjects
	Mononuclear cell isolation and processing
	RNA sequencing
	Statistics
	Study approval

	Results
	The transcriptional profile of murine lupus HSPCs demonstrates myeloid skewing
	Active proliferation and replicative stress of murine lupus HSPCs cells
	Differentiation arrest of CMPs with lupus disease progression
	Increased neutrophils in the lupus BM: evidence of ‘granulocytic priming’
	Deregulation of differentiation of primed HSPCs indicates an alternative granulopoiesis pathway in lupus mice
	Human SLE CD34﻿+﻿ transcriptome demonstrates active proliferation and myeloid skewing
	Comparison of human lupus CD34﻿+﻿ with murine lupus CMP transcriptome reveals common attributes with evidence of arrest at the progenitor stage

	Discussion
	References


