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Abstract 

Background  Development of hematopoietic stem and progenitor cells (HSPC) is a multi-staged complex process 
that conserved between zebrafish and mammals. Understanding the mechanism underlying HSPC development 
is a holy grail of hematopoietic biology, which is helpful for HSPC clinical application. Chromatin conformation plays 
important roles in transcriptional regulation and cell fate decision; however, its dynamic and role in HSPC develop-
ment is poorly investigated.

Methods  We performed chromatin structure and multi-omics dissection across different stages of HSPC develop-
mental trajectory in zebrafish for the first time, including Hi-C, RNA-seq, ATAC-seq, H3K4me3 and H3K27ac ChIP-seq.

Results  The chromatin organization of zebrafish HSPC resemble mammalian cells with similar hierarchical structure. 
We revealed the multi-scale reorganization of chromatin structure and its influence on transcriptional regulation 
and transition of cell fate during HSPC development. Nascent HSPC is featured by loose conformation with obscure 
structure at all layers. Notably, PU.1 was identified as a potential factor mediating formation of promoter-involved 
loops and regulating gene expression of HSPC.

Conclusions  Our results provided a global view of chromatin structure dynamics associated with development 
of zebrafish HSPC and discovered key transcription factors involved in HSPC chromatin interactions, which will pro-
vide new insights into the epigenetic regulatory mechanisms underlying vertebrate HSPC fate decision.
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Background
Understanding the regulatory mechanism underlying 
HSPC fate determination at different developmental 
stages is a primary goal of hematopoiesis biology. This 
is helpful in improving generation of functional HSPC 
in  vitro. The HSPC development process is highly con-
served between zebrafish and mammals and a series 
of important findings of HSPC ontology are based on 
zebrafish [1, 2]. For example, HSPC generation through 
endothelial-to-hematopoietic transition (EHT) is directly 
observed in zebrafish embryos [3]. There are three waves 
of hematopoiesis during zebrafish or mammalian devel-
opment, with nascent HSPC arising from the ventral wall 
of dorsal aorta (DA) of zebrafish or aorta-gonad-mesone-
phros (AGM) region of mammals through the process of 
EHT, acquiring the ability of self-renewal and reconstruc-
tion of all blood lineages [4]. Then , this group of cells 
move to caudal hematopoietic tissue (CHT) of zebrafish 
or fetal liver of mammals to be fetal HSPC which can 
rapid expand and differentiate [5, 6]. Finally, these cells 
seed into kidney marrow (KM) of zebrafish or bone mar-
row of mammals, to become adult HSPC and support 
adult hematopoiesis [7].

Although significant achievements have been made to 
know this process, a comprehensive understanding of 
the dynamic regulatory mechanisms governing HSPC 
development is still lacking. Recent studies showed that 
despite the critical role of transcription factors (TFs), epi-
genetic modifications are also important in HSPC fate 
decision [8, 9]. Chromatin conformation is fundamental 
for transcriptional regulation via multiple mechanisms, 
from long-distance interactions between enhancers and 
promoters to higher-order chromosome compartments 
and topologically associated domains (TADs) that can 
act as transcription restrained units [10, 11]. Recent stud-
ies have shown 3D genome rearrangement participate 
in hematopoietic differentiation and disease [12–14]. 
Role of chromatin conformation on HSPC development 
have preliminary explored in mice [15, 16]. However, the 
development of HSPC is a multi-staged complex pro-
cess , whether the regulatory role of 3D genome to HSPC 
development is conserved among vertebrate and what 
factors participate in regulation of HSPC development 
through 3D genome needs further investigation.

Here, we use zebrafish as a hematopoietic develop-
ment model organism to investigate the dynamic changes 
in chromatin configuration during HSPC development. 
Multi-omics data, including sisHi-C, H3K27ac ChIP-
seq, H3K4me3 ChIP-seq, ATAC-seq and RNA-seq were 
generated to comprehensively dissect 3D genome rear-
rangement and its relation to transcriptional changes 
and cell function of zebrafish HSPC. We found that 3D 
genome of zebrafish HSPCs are hierarchically organized, 

highly similar to those of mammalian cells. The develop-
ment of zebrafish HSPC is accompanied by reprogram-
ming of all layers of chromatin structure. In particular, 
the nascent HSPC is featured by more relaxed chroma-
tin conformation. In addition, we identified a series of 
transcription factors potentially involved in mediating 
promoter-enhancer interactions and regulating HSPC 
development. Our study contributes to a deeper under-
standing of the epigenetic regulatory mechanisms under-
lying vertebrate HSPC development.

Materials and methods
Ethics approval and consent to participate
Title of the approved project: Reprogramming of 3D 
genome structure underlying HSPC development in 
zebrafish; Name of the institutional approval commit-
tee or unit: South China University of Technology Lab-
oratory Animal Ethics Committee; Approval number: 
2022105; Date of approval: January 15, 2022.

Collection of zebrafish embryos
Zebrafish strains including Tubingen, Tg(CD41:GFP), 
Tg(gata1:dsRed), and Tg(CD41:GFP,gata1:dsRed) were 
raised under standard conditions (28.5  °C in system 
water). Zebrafish were raised, bred and staged accord-
ing to the standard protocols. All experiments involv-
ing zebrafish were carried out in accordance with the 
guidelines set by the Institutional Animal Care and Use 
Committee of South China University of Technology. 
Collected zebrafish was euthanized by immersed in tric-
aine (MS222) for about 30 min. Our manuscript adheres 
to the ARRIVE guidelines 2.0 for the reporting of animal 
experiments.

Flow cytometry
The trunk or tail region of zebrafish 36hpf or 3dpf 
embryos Tg(CD41:GFP, Gata1:DsRed) was cut for collec-
tion of nascent and fetal HSPC, respectively. Before the 
collection of trunks, embryos of 36 hpf were dechorion-
ated using pronase. The trunk or tail region were ground, 
washed by grinding fluid and filtered using 100 μm cell-
strainer. Then the dissociated cells were digested with 
dispase at 37  °C for 30  min into single cell suspension, 
followed by filtration using 40 μm cell-strainer. The kid-
ney marrow of 3 mpf zebrafish were filtered to be single 
cell suspension using 40  μm cell-strainer after puffing 
well. Single cell suspension of different staged HSPCs 
were sorted and analyzed by flow cytometers MoFlo 
XDP (Beckman Coulter) in the purify model. The FACS 
data were analyzed with FlowJo software (v10, Tree star). 
Fluorescence markers for HSPC at different periods and 
regions were CD41+gata1–.
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In situ sisHi‑C library preparation
The generation of in situ Hi-C library was performed as 
reported [17]. Briefly, cells sorted by FACS were taken 
to room temperature by mixing with an equal volume of 
PBS at 37 °C, and then fixed with freshly made 1% formal-
dehyde solution at room temperature for 10 min. 1.25 M 
glycine solution was added to a final concentration of 
0.2 M for quenching the reaction. Cells were lysed in ice-
cold Hi-C lysis buffer (10 mM Tris–HCl pH 8.0, 10 mM 
NaCl, 0.2% Igepal CA630, 1 × protease inhibitor cock-
tail) for 15  min. Pelleted nuclei were washed once with 
1 × NEBuffer 2 and incubated in 0.5% sodium dodecyl 
sulfate (SDS) at 62 °C for 5 min. After incubating, water 
and Triton X-100 were added to quench the SDS. MboI 
restriction enzyme (NEB, R0147M) was added and chro-
matin was digested at 37 °C for 5 h. Biotin-14-dATP was 
used to mark the DNA ends followed by proximity liga-
tion in intact nuclei. After crosslink reversal, DNA was 
sheared to a length of ∼300 bp with Covaris M220, then 
treated with the End Repair/dA-Tailing Module (NEB, 
E7442L) and Ligation Module (NEB, E7445L) follow-
ing the operation manual. Biotin-labeled fragments were 
pulled down using Dynabeads MyOne Streptavidin C1 
beads (Life technologies, 65001). The Hi-C libraries were 
amplified for 11–15 cycles with Q5 master mix (NEB, 
M0492L) following the operation manual. DNA was then 
purified with size selection. Libraries were then quanti-
fied and sequenced using NovaSeq platform (Illumina).

ChIP‑seq library preparation
ChIP-seq was conducted according to  [18]  with few 
modifications. The cells were cross-linked with a final 
concentration of 1% formaldehyde followed by quench-
ing with glycine. Cells were lysed with lysis buffer (0.2% 
SDS;10  mM Tris -HCl, pH 8.0; 10  mM EDTA, pH 8.0; 
proteinase inhibitor cocktail) and sonicated to fragments 
about 300–500  bp (Bioruptor, Diagenode). Dynabeads 
Protein A was washed twice with ChIP Buffer (10  mM 
Tris–HCl pH7.5, 140  mM NaCl, 1  mM EDTA, 0.5  mM 
EGTA, 1% Triton X-100, 0.1% SDS, 0.1% Na-deoxycho-
late, Cocktail proteinase inhibitor) and was incubated 
with antibody at 4℃ for 2–3 h. The fragmented chroma-
tin was transferred to the bead-antibody complex tubes 
and rotated at 4  °C overnight. The beads were washed 
once with low salt buffer (10  mM Tris–HCl pH7.5, 
250 mM NaCl, 1 mM EDTA, 0.5 mM EGTA, 1% Triton 
X-100, 0.1% SDS, 0.1% Na-deoxycholate, Cocktail pro-
teinase inhibitor) and twice with high salt buffer (10 mM 
Tris–HCl pH7.5, 500  mM NaCl, 1  mM EDTA, 0.5  mM 
EGTA, 1% Triton X-100, 0.1% SDS, 0.1% Na-deoxycho-
late, Cocktail proteinase inhibitor). After crosslink rever-
sal, library was constructed as in-situ Hi-C. Antibodies 

used for H3K27ac and H3K4me3 are ab4729 and ab8580 
(abcam), respectively.

ATAC‑seq library preparation
ATAC-seq was prepared as previously described with 
few modifications [19]. Briefly, 50,000 fresh cells were 
resuspended in 50  μl of ATAC-seq resuspension buffer 
(RSB; 10 mM Tris–HCl pH 7.4, 10 mM NaCl, and 3 mM 
MgCl2) containing 0.1% NP40, 0.1% Tween-20, and 
0.01% digitonin and incubated on ice for 3  min. After 
lysis, 1 ml of ATAC-seq RSB containing 0.1% Tween-20 
(without NP40 or digitonin) was used to wash nuclei. 
Nuclei were resuspended in 50  μl of transposition mix 
(10  μl 5XTTBL (Vazyme TD501), 5  μl TTE Mix V50, 
and 35 μl water) and pipetted up and down 20 times to 
mix. Transposition reactions were incubated at 37 °C for 
30 min in a thermomixer. After the tagmentation, purify 
sample using the Ampure XP beads. The ATAC-seq 
library was amplified for 11 cycles of PCR with TAE mix 
(Vazyme TD501) following the manual. DNA was then 
purified with size selection, quantified and sequenced 
using an Illumina sequencing platform.

RNA‑seq library construction
The mRNA library was prepared using an optimized 
Smart-seq2 protocol [20]. Briefly, ∼10 ng of total RNA for 
each sample was utilized for first-strand cDNA reverse 
transcription in a 30  μl RT buffer containing Super-
Script II RTase (100 U), RNase inhibitor (10 U), dNTP 
mix (10  mM each), SS III first-strand buffer (1×), DTT 
(5 mM), betaine (1 M), MgCl2 (6 mM) and TSO (1 μM). 
The RT reaction was performed at 90  min at 42  °C fol-
lowed by 11 cycles of 2 min at 50 °C and 2 min at 42 °C for 
amplification and 15 min at 70 °C. The full-length cDNA 
was subsequently amplified through semi-suppressive 
PCR for 17 cycles in a buffer containing 30  μl of first-
strand cDNA, 37.5  μl KAPA HiFi HotStart ReadyMix 
(1×), ISPCR primers (0.1  μM), and nuclease-free water. 
The amplified full-length DNA library was purified to get 
rid of < 500  bp fragments and other contaminants using 
AMPure XP beads (Beckman Coulter, A63881) follow-
ing the manufacturer’s protocol. 1  ng of purified DNA 
was exploited for library preparation using TruePrep 
DNA Library Prep Kit V2 for Illumina (Vazyme). DNA 
was then purified with size selection. Libraries were then 
quantified and sequenced using Illumina platform.

Sequencing reads pre‑processing and quality control
The quality of all libraries were evaluated by FastQC 
(http://​www.​bioin​forma​tics.​babra​ham. ac.uk/projects/
fastqc/, v.0.11.9). Reads with mean quality score less than 
or equal to 30 are removed. Raw reads were trimmed and 
removed for adapter sequences by fatsp (v.0.23.2) with 

http://www.bioinformatics.babraham
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paired-end default parameters. Extremely short fragment 
with length less than or equal to 30 bp were also removed 
[21].

ChIP‑seq and ATAC‑seq data processing
All ChIP-Seq and ATAC-seq reads were mapped to 
GRCz10 zebrafish genome by Bowtie2 (v.2.5.0) with very-
sensitive configuration [22]. The uniquely aligned frag-
ments with MAPQ ≥ 30 were extracted using SAMtools 
(v.1.9) [23]. Duplicates were removed by Picard tools 
MarkDuplicates (https://​broad​insti​tute.​github.​io/​pic-
ard/, v.2.27.4). ChIP-seq peaks were called using MACS2 
with parameters “-f BMAPE” [24]. ATAC-seq peaks were 
also called using MACS2 callpeak command (v.2.2.5) 
with parameters “–nomodel –shift –100 –extsize 200 
-q 0.05”. Peaks were first called in individual replicates. 
Then reads from different replicates were merged, and 
peak calling was performed with merged reads. Repeated 
peaks were then taken as those called from the merged 
reads that overlapped with those called in all replicates. 
Signal tracks were built using the bdgcmp sub-com-
mand of MACS2 with the fold enrichment over control 
(FE) mode. Active enhancers were defined as H3K27ac 
ChIP-seq peaks that not overlap with H3K4me3 peaks. 
To obtain differentially accessible regions, we merged 
peaks from all samples to obtain a non-redundant peak 
set. Read pair numbers for each non-redundant peak 
were calculated using HTseq (v0.8.0) and compared with 
DESeq2 [25, 26].

RNA‑seq data analysis
After filtering, high-quality reads were aligned to 
GRCz10 zebrafish genome using HISAT2 with default 
parameters [27]. FeatureCounts was used to quantify 
gene expression and obtain reads count. Fold changes in 
gene transcription levels were estimated using DESeq2 
[28]. Enrichment analysis of gene function was per-
formed in the Metascape platform (http://​metas​cape.​
prg/​gp/​index.​html). Active promoters were defined as 
6  kb region centered on the transcription start site of 
genes with FPKM > 1.

Hi‑C data processing and visualization
HiC-Pro (v.3.1.0) was used for the processing of Hi-C 
data [29]. Only uniquely mapped read pairs with map-
ping quality no less than 10 were saved for further analy-
sis, and dangling end reads, self-circled reads, 
and religated reads were all trimmed out. Non-duplicated 
reads were used to generate Hi-C contact matrices at the 
binning resolution of 10 kb, 50 kb and 100 kb. To validate 
the reproducibility of data, we calculated the Genome-
Disco score between two libraries [30]. Contact heatmaps 
were generated with matrices at different resolutions by 

fanc (v.0.9.25) [31]. The p(s)-curves were calculated from 
genome distances of 20 kb to 50 Mb separated into 500 
bins logarithmically. We applied the Von Neumann 
Entropy (VNE) approach to quantify the disorder of 
chromatin structure for 100-kb resolution intra-chromo-
somal matrices [32]. Hi-C matrix (M) was converted to 
correlation matrix C using corr (log2 [M]). Then, the 
eigenvalues (λi) of matrix C was obtained by eigen-
decomposition and normalized with �i = �i∑n

j=1
�j

 . VNE 
was calculated as − n

i=1
�iln(�i).

Compartments were called d by analyzing the first 
eigenvector of the KR normalized contact maps at 100 kb 
resolution. The compartments with higher gene density 
were assigned as type A, while the compartments with 
lower gene density were assigned as type B. Compart-
ment strength was calculated using AB/AA + BB. Sad-
dle plots were calculated as previously described [33]. 
Hi-C matrix bins were sorted according to the PC1 val-
ues. Sorted frequencies were aggregated into 50 groups 
and averaged to obtain a compartmentalization saddle 
plot. Number of ATAC-seq peaks overlapped with com-
partments were analyzed by BEDtools with at least 1 bp 
shared [34].

TADs and TAD boundaries were identified at 50  kb 
resolution as described [35]. Shared TADs between dif-
ferent samples were defined as overlapping area larger 
than 75% for both samples. We calculated the standard 
deviations of the insulation score of each TAD boundary 
across three-cell stages and sorted boundaries by stand-
ard deviations. Then the top 1000 variable TAD bounda-
ries were selected based on the ranking order. Clustering 
of boundaries was carried out using Pheatmap package in 
R.

Loops and interactions were detected with HiCCUPS 
in Juicer Tools at 10 kb resolution [36]. Enhancer or pro-
moter involved loops were those with at least one anchor 
overlapped with enhancer regions (distal H3K27ac 
ChIP-seq peaks) or promoter regions (TSS ± 3  kb). 
Enhancer–promoter (E–P), promoter–promoter (P–P), 
and enhancer–enhancer (E–E) interactions were also 
identified. Shared loops were defined as loops with both 
anchors not shifting more than one bin. Aggregate peak 
analysis was processed with ‘apa’ in Juicer Tools, which 
generated aggregate heatmaps and average contact 
signals.

TF motif analysis
Motifs were identified in H3K27ac ChIP-seq peaks 
located in loop anchors and the differential ATAC-seq 
peak regions using findMotifsGenome.pl in Homer [37]. 
The parameters were set as “-size given”. Only those 
motifs whose q-values smaller than 0.01 were treated as 
significantly enriched motifs.

https://broadinstitute.github.io/picard/
https://broadinstitute.github.io/picard/
http://metascape.prg/gp/index.html
http://metascape.prg/gp/index.html
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HPC7 analysis
ChIP-seq peaks of transcription factor, FPKM value 
of RNA-seq and loops identified from pcHi-C was 
downloaded from public data (GSE48086, GSE22178, 
E-MTAB-3954) [38–40]. Fraction of ChIP-seq peaks 
overlapping with loop anchors were compared with 
fractions of peaks overlapping with equal numbers of 
randomly chosen regions having same length with loop 
anchors. Genes were classified as PU.1 occupancy on 
both anchors if there is at least one loop connecting 
the gene promoter and having both anchors bound by 
PU.1. Genes with FPKM values ≥ 2 were considered as 
expressed.

Results
Adult HSPC of zebrafish exhibits hierarchical chromatin 
structure similar to mammalian cells
In order to reveal the chromatin structure of zebrafish 
HSPCs for the first time, we performed four replicates 
of sisHi-C on FACS sorted cd41+gata1-adult HSPCs 
from three-month-old transgenic zebrafish Tg(cd41:GFP 
gata1:DsRed). RNA-seq, ATAC-seq, H3K4me3 ChIP-seq 
and H3K27ac ChIP-seq were also conducted to illustrate 
the characteristic of HSPC chromatin folding (Fig.  1A). 
A total of 172842225 valid pairs were obtained from the 
four Hi-C replicates. GenomeDisco analysis showed rep-
lication score of any two replicates are higher than 0.85 
at both 50  kb and 100  kb resolution, so we combined 
the four replicates in the following analysis (Fig.  S1A). 
The Hi-C contact map of zebrafish adult HSPC showed 
canonical hierarchical chromatin organization at dif-
ferent resolutions, including compartments, TAD and 
loops, similar to mammalian cells (Figs. 1B and  S2).

At the compartment level, about half of the genomic 
regions were assigned as A and B compartments, respec-
tively (Fig.  1C). We found that A compartments con-
tained more expressed genes (p < 2.22e−16, wilcox.test) 
and the expression level of encompassed genes was also 
higher compared with B compartments (p < 2.22e−16, 
wilcox.test, Fig. 1D). A compartment also showed more 
enrichment of H3K27ac, H3K4me3 ChIP-seq peaks 
and ATAC-seq open regions comparing with B com-
partments (p < 2.22e−16 and < 2.22e−16, wilcox.test, 

respectively, Fig. S1B). These results showed that A com-
partments are more active in zebrafish HSPC. At 50  kb 
resolution, a total of 1643 TADs with a median size of 
800 kb were identified. The accuracy of called TADs was 
verified by the strongest insulation of aggregated bound-
aries (Fig.  1E). Similar to mammalian cells, the TAD 
boundaries of zebrafish HSPC enriched for transcribed 
TSS (Fig.  S1C). In order to illustrate the conservation 
of TAD structures between tissues, we analyzed pub-
licly available Hi-C data of zebrafish brain (GSE134055) 
[41] and detected 1595 TADs. Of these, 1175 TADs are 
shared between brain and HSPC (Fig.  1F). The over-
lap ratio almost approach that of biological replicates of 
HSPC (Fig.  S1D). Although most majority of TADs are 
conserved, there are 420 brain- and 468 adult HSPC-spe-
cific TAD boundaries. We analyzed the function of genes 
located in tissue-specific TAD boundaries and found that 
enriched pathways are related to the function of specific 
tissues. For example, phospholipid metabolic process, 
which is important for brain function, is most enriched 
in brain specific boundaries (Fig.  S1E) [42]. Finally, at 
the loop level, a total of 4189 loops were detected in 
adult HSPC. The aggregated peak analysis (APA) showed 
high confidence of identified loops (Fig. 1G). We identi-
fied distal enhancers genome-widely taking advantage of 
H3K27ac and H3K4me3 ChIP-seq data, and loops were 
assigned to functional elements. We found that most 
majority of identified loops connect enhancer (E) or 
promoter (P) (Fig.  1H). In addition, expression of genes 
involved in loops are significantly higher than genes 
not connected by loops, implying the functionality of 
detected loops (p < 2.22e−16, wilcox.test, Fig. 1l).

In summary, we conducted the first investigation into 
the chromatin conformation of zebrafish HSPC and dis-
covered a hierarchical organization with similar features 
as mammalian cells.

Dispersed chromatin structure in zebrafish nascent HSPC
We want to reveal the reprogramming of chromatin 
structure and its contribution to the development of 
HSPC. Nascent HSPCs from the AGM region at 36 hpf, 
as well as fetal HSPCs from the CHT region at 3 dpf 
were collected and performed sisHi-C for at least two 

Fig. 1  Characteristics of zebrafish HSPC 3D genome organization. A Schematic diagram of experimental design. B Hi-C contact matrix 
of chromosome 7 at 100 kb, 50 kb and 10 kb resolution are showed as example. C Chromatin compartmentalization of chromosome 7. The 
autocorrelation matrices and the first eigenvector profiles are shown. In the first eigenvector, compartment B is colored as blue and A as orange. 
D Boxplot showing the distribution of gene density and RNA-seq reads density in the A/B compartment. E Genome-wide insulation score profiles 
around TAD boundaries. F TADs detected in 8-12 Mb region of chromosome 7 in both HSPC and brain are shown as an example. G Aggregate 
loop plots showing the strength of interactions between HSPC loop anchors. H The distribution of identified interactions on functional elements. 
E, enhancer; P, promoter; None, neither enhancer nor promoter. I Distribution of transcript per million (TPM) expression value of genes involved 
and not involved in loops. ***p < 0.001

(See figure on next page.)
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replicates (Fig. 2A). A total of 26350389 and 118555641 
valid pairs were obtained for nascent and fetal HSPC, 
respectively (Table  S1). High reproducibility of Hi-C 
experiments was validated by a median GenomeDISCO 
score of nearly 0.8 for all replicates (Fig. S3A). To make 
the Hi-C data of different stages comparable, we down-
sampled the pooled valid pairs to the number of nascent 
HSPC.

Hi-C contact maps are more similar between fetal 
HSPC and adult HSPC, but substantially different from 
nascent HSPC (Fig.  2B). Firstly, median GenomoDisco 
score of Hi-C contact maps were 0.844 and 0.904 com-
paring fetal HSPC with nascent and adult HSPC, respec-
tively (Fig. S3B). Secondly, interactions in nascent HSPC 
are concentrated near diagonal area, while more long-
range interactions spanning dozens of megabases were 
observed in fetal and adult HSPC visually. This trend 
was obvious when subtracting contact matrix of fetal 
and adult HSPC by the matrix of nascent stage (Fig. 2C). 
Thirdly, contact frequency decay curves of fetal and adult 
HSPC are more similar (Fig. 2D). Jensen–Shannon diver-
gence (JSD) was 0.0017 and 0.0012 comparing fetal HSPC 
with nascent and adult HSPC, respectively. Especially, 
decay curves showed depletion of contacts at distance 
of ~ 10  Mb and slower decrease at distance of ~ 30  Mb 
in nascent HSPC, which reminded a more relaxed chro-
matin organization [12]. In addition, higher proportion 
of inter-chromosomal interactions in nascent HSPC also 
indicated loose structure (Table S1).

Chromatin structure, transcriptome and chroma-
tin accessibility indicate more relaxed structure of nas-
cent HSPC. Chromosomal level Von Neumann Entropy 
(VNE) index was calculated to quantify chromatin disor-
der (Fig.  2E), and the result showed that the entropy of 
nascent HSPC was significantly higher than that of fetal 
and adult HSPC, indicating more disordered organiza-
tion. We also compared transcriptome and chromatin 
accessibility of the three stages (CRA001858) [43]. Clus-
tering analysis showed that transcriptome changes are 
more pronounced from nascent to fetal stages (Fig. S3C). 
Importantly, the number of significantly downregulated 
genes is more than twice of upregulated genes from 
nascent to fetal HSPC (Fig.  S3D). Chromatin openness 

exhibit similar feature with more pronounced difference 
between nascent and fetal HSPC, and nearly two folds 
of regions become closed than that become accessible 
(Fig. S3E and F). These results showed that transcription 
and chromatin availability were consistent with chroma-
tin structure and support more relaxed conformation of 
nascent HSPC.

In conclusion, gene transcription, chromatin accessi-
bility and 3D genome structure were dynamic changed 
during zebrafish HSPC development, especially from 
nascent to fetal stages. Chromatin of nascent HSPC was 
more relaxed.

Coordination of compartments and chromatin accessibility 
in transcriptional regulation
We subsequently explored the reprogramming of the 
3D genome at the sub-chromosome level. Using contact 
maps at 100 kb resolution, we identified 47.7–49% of the 
genome as accessible A compartments (Fig.  3A). These 
regions exhibit higher gene density and transcriptional 
activity compared with B compartments at all stages 
(Fig.  S4A). We found that switching of A/B compart-
ments affect gene expression and cell function. About 
18% and 12% of genomic regions undergo compartment 
changes from nascent to fetal HSPC and from fetal to 
adult HSPC, respectively (Fig.  S4B). Genes contained 
within regions changing from B to A compartment tend 
to be upregulated, while those contained in A to B tend 
to be  downregulated (Fig.  3B). In addition, function of 
these genes was correlated with HSPC stage-specific 
characteristics. For example, Genes switched from B to 
A compartment and showed transcriptional upregula-
tion from nascent to fetal HSPC enriched in pathways 
of ‘RNA processing’ and ‘ribosome biogenesis’ (Fig. 3C), 
while from fetal to adult HSPC, ‘lipid biosynthetic’ and 
‘phagocytosis’ related pathways are enriched (Fig.  S4C), 
in accordance with the rapid proliferation of fetal HSPC 
and adaptive immunity of adult HSPC [44, 45].

To further determine whether changes in compart-
mentalization occur coincidently with local changes 
in chromatin accessibility, we compared compartment 
assignment with ATAC-seq data. A compartment had 
higher chromatin accessibility than B compartments in 

Fig. 3  Compartment reprogramming associated with expression changes during HSPC development. A Chromatin compartmentalization 
at the three developmental stages. Chromosome 7 is shown as an example as in Fig. 1C but with down-sampled data. The autocorrelation 
matrices and the first eigenvector profiles are shown. B Expression changes of genes located within compartment switching regions. C Enriched 
pathways of genes located in B2A switch region and upregulated from nascent to fetal HSPC. D Switching of compartment assignment 
near runx3 gene is shown by first eigenvector profiles. ATAC-Seq and RNA-Seq signal for both replicates are displayed in the rest of the tracks. E 
The chromosome-wise compartment scores at each developmental stage. F Compartmentalization saddle plots of different stages during HSPC 
development. Numbers represent relative interaction strength between compartments

(See figure on next page.)
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all stages (Fig. S4D), and the stage-specific ATAC peaks 
mainly occurred in stage-restricted compartment A 
regions (Fig.  S4E and F). These indicate the coordina-
tion of large-scale compartment and local chromatin 
accessibility. We detected some important regulatory 
factors switched compartments and changed accessibil-
ity during HSPC development. For example, runx3 was 
previously reported to contribute to the maintenance of 
HSCs in fetal liver, but play no role at the onset of defini-
tive hematopoiesis [46]. It located in B compartment 
in nascent HSPC with low gene expression and chro-
matin accessibility, while changed to A compartment 
with higher expression and accessibility in fetal HSPC 
(Fig. 3D).

Next, we compared the strength of compartmen-
talization at the three HSPC stages. Visual inspection 
showed that the Pearson autocorrelation matrix for 
nascent HSPC appears less obvious (Fig. 3A). Compart-
ment scores (AB/AA + BB) were calculated and the result 
showed that score of nascent HSPC is significantly higher 
than fetal HSPC, indicating weaker compartmentaliza-
tion (p = 0.015, wilcox.test, Fig. 3E). Compartment score 
of fetal HSPC was also significantly higher than adult 
HSPC, implying the gradually obvious compartmentali-
zation during HSPC development (p = 0.033, wilcox.test, 
Fig. 3E). Saddle plot showed the same trend with increas-
ing separation of A and B compartments, especially from 
nascent to fetal stage (Fig.  3F). The above results indi-
cated that reorganization of compartmental structures 
and chromatin accessibility were associated with changes 
of gene expression and HSPC function during zebrafish 
HSPC developmental.

TADs largely kept stable but much weaker at nascent stage 
during HSPC development
At a finer scale, a total of 1760 and 1667 TADs were iden-
tified with median length of about 750 kb and 800 kb in 
nascent and fetal HSPC, respectively. Accuracy of TADs 
were verified by the lowest IS at aggregated TAD bound-
aries. The position of TADs remained largely unshifted 
during HSPC development (Fig.  S5A). There are 1044 
TADs were shared by all three stages, which is similar to 
that observed between adult HSPC and brain (Figs. 4A, 

S1D). In addition, when comparing two consecutive 
stages, about 60% TAD boundaries remained stable and 
not shifting more than one bin. This proportion is simi-
lar to that observed between two biological replicates 
(Fig. S5B).

Then, we compared TAD strength of the three stages 
of HSPC and found strength are much weaker in nascent 
HSPC. Insulation score (IS) of TAD boundaries in fetal 
HSPC is comparable with adult HSPC, with mean IS of 
− 0.530 and − 0.527, respectively (p = 0.92, paired t-test, 
Fig.  4B). However, IS of nascent HSPC is much higher 
than fetal HSPC, indicating weaker separation between 
TADs (mean IS = − 0.478, p = 0.07, paired t-test, Fig. 4B). 
Compared with nascent HSPC, fetal and adult HSPC 
showed increased intra-TAD interactions and decreased 
inter-TAD interactions in the stacked interaction profile 
centered on TAD boundaries (Fig.  4C). In order to dis-
sect the influence of changed TAD boundaries, we iden-
tified the top 1000 highly variable boundaries based on 
IS among the nearly 4000 bins that were used as TAD 
boundaries in any stage. The 1000 boundaries can be 
clustered into four categories, which correspond to the 
three developmental stages specific boundaries and com-
mon boundaries of nascent and fetal stages (Fig.  4D). 
Gene ontology analysis showed that genes encompassed 
in these stage-biased boundaries are associated with cell 
function of specific stage (Fig.  4E). For example, cluster 
2 showed active endocytic related pathways, consist-
ent with adult HSPC function of adaptive immunity. We 
observed some stage-specific functional genes located 
in variable boundaries. Insulation score near VAMP3, 
which is associated with endocytosis and facilitates 
membrane fusion [47, 48], is decreased in adult HSPC 
compared with fetal HSPC, accompanied by new TAD 
boundary establishment and VAMP3 upregulation in 
adult HSPC (Fig. 4F).

PU.1 potentially mediate promoter‑involved looping 
interactions in HSPC
We compared the finer scale loop structure of fetal and 
adult HSPC, due to the relatively limited valid pairs 
impaired loop detection of nascent HSPCs. A total of 
1395 loops were identified in fetal HSPC at the resolution 

(See figure on next page.)
Fig. 4  TAD structure kept relatively stable but much weaker in zebrafish nascent HSPC. A Venn graphs showing the overlap of TADs 
between different stages of HSPC. B Genome-wide insulation score profiles around TAD boundaries. C Observed/expected (O/E) aggregate plot 
of interaction profile centered on TAD boundaries for the three stages of HSPC. The upper left and lower right corners represent the strength 
of intra-TAD interactions, while the upper right and lower left corners represent the strength of inter-TAD interactions. D Heatmap showing 
the clustering of top 1000 variable TAD boundaries based on insulation score. Each row was one TAD boundary. E Gene ontology analysis for genes 
located within TAD boundary clusters. F Insulation score, TAD structure as well as RNA-seq signal was shown near vamp3 gene for fetal and adult 
HSPC
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of 10 kb (Fig. 5A). Of these, 1218 loops were shared (with 
both anchors shifting no more than one bin) between 
fetal and adult HSPC (Fig.  5B). Further quantitative 
analysis showed the alteration of loops is actually minor. 
We plot the APA profile of the 2971 adult HSPC-specific 
loops using nascent and fetal contact matrix, and found 
that interactions between anchors of these loops are also 
higher than neighboring regions in both nascent and fetal 
stages (Fig. S6A). In addition, cosine similarity of contact 
frequencies of these 2971 loops were as high as 0.87 and 
0.93 when comparing nascent with fetal HSPC and fetal 
with adult HSPC, respectively. These observations indi-
cated that adult HSPC specific contacts actually had been 
concentrated in nascent and fetal stages, which is further 
strengthened at adult HSPC.

We attempt to identify transcriptional factors with role 
in mediating chromatin interactions and transcriptional 
activation in zebrafish HSPC. Focusing on transcriptional 
regulatory loops, we did motif analysis on H3K27ac 
ChIP-seq peak regions located in loop anchors of adult 
HSPC. Result showed that in addition to ETS-domain 
transcription factor family, such as PU.1, 31 other  TFs 
were identified whose motifs are enriched (p < 0.01). As 
our results showed loop interactions of adult HSPC were 
already existed in nascent and fetal stages, so we paid 
attention to TFs that are expressed in all three stages. The 
homologs of 15 TFs in zebrafish are expressed in all three 
stages based on RNA-seq data (Fig.  5C). Several TFs 
with known function in HSPC development were identi-
fied, such as TAL1, RUNX1, GATA1 and PU.1 [38, 49]. 
The most enriched TFs are YY1 and PU1. In addition, 
expression of PU.1 was gradually increased, which may 
contribute the enhanced interaction strength of adult 
HSPC. However, YY1 transcriptional level kept relatively 
stable during HSPC development (Fig. 5C). These results 
indicated that PU.1 may mediate loop interactions in 
zebrafish HSPC.

In order to clarify the potential of identified TFs 
mediating loop structures and regulate transcrip-
tion, we utilized a common blood stem/progeni-
tor cell model HPC-7, which has ChIP-seq data of 5 
(PU.1, GATA2, RUNX1, SCL and MEIS1) out of the 

15 candidate TFs as well as high-resolution promoter-
capture Hi-C (pcHi-C) and RNA-seq data (GSE48086, 
GSE22178, E-MTAB-3954) [38–40]. We calculated the 
frequency of the 5 TF peaks that overlap with the inter-
acting fragments identified by pcHi-C, and compared it 
with randomly picked noninteracting control regions. 
All of the 5 TFs showed significant enrichment at inter-
acting regions indicating their potential role in genomic 
looping (Fig. 5D). We also calculated number of loops 
that have specific TF binding, and found PU.1 was most 
frequently present on loop anchor (Fig.  S6B). Nearly 
half of promoter-involved loops have PU.1 binding on 
both or one anchor. To investigate function of PU.1 in 
mediating chromatin loops, we directly compared the 
pcHi-C score of loops with both anchors, one anchor 
or no anchor having PU.1 binding. Although all these 
interactions were called as loops, interaction score are 
significantly higher for loops with both anchors hav-
ing PU.1 binding than loops with one anchor binding. 
The difference is also significant for loops with one 
PU.1 binding than no binding (Fig. 5E). The result indi-
cated that PU.1 may mediate or at least strengthen the 
looping interactions. We further analyzed influence 
of PU.1 binding to transcription. Genes were classi-
fied into three groups based on PU.1 occupancy on 
both anchors, one anchor or no anchor of loops con-
necting gene promoters. We found more proportion 
of genes are expressed and the gene expression level is 
significantly higher in genes with both anchors binding 
by PU.1 than genes with one anchor binding by PU.1 
(Fig.  5F and G). This difference is also obvious when 
comparing genes with one anchor binding by PU.1 and 
no anchor binding. Gene ontology analysis showed 
that genes with two loop anchors occupied by PU.1 
are enriched in ‘cell cycle’ and ‘immune system’ related 
pathways, in accordance with the rapid proliferation 
and multipotent hematopoietic differentiation of HPC7 
cells (Fig. 5H). Several well-known genes important for 
cell cycle and immune reaction having PU.1 binding on 
both anchors of loops connecting its promoter, such as 
Akt2 and Cdk2 (Figs. 5I and S6C) [50].

Fig. 5  PU.1 mediate promoter involved chromatin looping in adult HSPC. A Aggregate loop plots showing the strength of interactions 
between fetal HSPC loop anchors. B Overlap of loops between fetal and adult HSPC. C Bubble plots showing gene expression and TF motif 
enrichment identified at H3K27ac peak region in adult HSPC loop anchors. Enriched p-value was calculated by HOMER. D Bar chart showing 
the overlap proportion of the TF-binding peaks with the loop anchors (blue) or background random selected regions (orange) for HPC7 cell. E 
Interaction score for different groups of loops based on PU.1 occupancy on loop anchors. F Proportion of expressed genes for different groups 
of genes based on PU.1 occupancy on loops connecting gene promoter. G Transcriptional level for expressed genes in different groups as in E. H 
Gene ontology analysis for genes having loops connecting gene promoter with both anchors occupied by PU.1. I Promoter capture Hi-C loops, PU.1 
peaks and signal, as well as RNA-seq signal was present near Akt2 gene for HPC7 cell line

(See figure on next page.)
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Taken together, our results implied that PU.1 may 
mediate 3D genome looping interactions and poten-
tially regulate gene expression of HSPC.

Discussion
By integrating multi-omics datasets generated from 3D 
genome structure, transcriptome, chromatin accessibil-
ity as well as histone modification, this study reports the 
structural dynamic of multi-layered 3D genome and its 
contribution to shape HSPC ontogeny in zebrafish for the 
first time. In particular, PU.1 was detected and verified 
by public data that potentially mediates chromatin loop 
formation and regulates gene expression as well as HSPC 
characteristics.

We found that chromatin of zebrafish HSPC are 
organized into hierarchic structure with similar fea-
ture as mammalian cells. During development of HSPC, 
the obscure 3D genome structure in nascent HPSC 
was strengthened in fetal and adult HSPC at all layers, 
including compartments, TADs and loops. Integrating 
with studies in mouse, the reprogramming of chroma-
tin structure during HSPC development have common-
alities and specificity between species. Murine fetal and 
adult HSPCs preserved large-scale compartments and 
TADs structure, while intra-TAD interactions are more 
dynamic [15]. This is in accordance with our results, 
which showed highly similar contact frequency decay 
curves as well as conserved position and comparable 
strength for both compartments and TADs between 
zebrafish fetal and adult HSPC. The loop structure was 
more variable, with fewer loops and weaker strength 
in fetal HSPC compared with adult HSPC. However, 
although murine nascent HSPC did not show impaired 
chromatin structure [16], our results in zebrafish nascent 
HSPC illustrated more relaxed chromatin organization 
and compromised strength for compartmentalization 
and TADs. The disordered structure in zebrafish nascent 
HSPC was supported by changes in chromatin accessibil-
ity, gene expression as well as the chromatin entropy. This 
may underlie the substantial molecular and phenotypical 
differences between nascent and fetal HSPCs showed by 
previous studies [5, 51]. In addition, in agreement with 
3D structure in early mammalian embryos is obscure but 
gradually enhanced during development [52], the rela-
tively relaxed structure highlights a highly plastic state 
at the early stages of HSPC development and may be 
important for transitions from endothelial to hematopoi-
etic properties.

The ETS-family transcription factor PU.1 is a key regu-
lator of hematopoiesis. PU.1 is activated in HSPC and is 
expressed in mast cells, B cells, granulocytes, and mac-
rophages but is switched off in T cells. Previous studies 
illustrate that PU.1 play crucial roles in the development 

of both myeloid and lymphoid lineages as well as lym-
phoid-primed multipotent progenitors [53–55]. For 
HSPC, PU.1 is important for maintenance or expansion 
of HSPC number in murine fetal liver [56], and for hom-
ing and long-term engraftment in the bone marrow [57]. 
In addition, bone marrow HSCs disrupted with PU.1 
in  situ could not maintain hematopoiesis and were out-
competed by normal HSCs. PU.1 also limits hematopoi-
etic stem cell expansion and prevents exhaustion of adult 
HSPC [58]. These results illustrate multiple functions of 
PU.1 in HSPC development, maintenance and differen-
tiation [59]. We provided evidence that PU.1 may regu-
late HSPC gene expression through mediating chromatin 
loops. Some studies have illustrated PU.1 can function 
as loop mediator at specific loci or genes [60, 61]. As far 
as we know, for the first time, our results proposed the 
genome-widely structural function of PU.1 in mediating 
enhancer-promoter interactions in HSPC. In addition, 
the evidence from murine HPC7 support the conserva-
tion of PU.1 structural roles between species. One recent 
study in murine HSPC highlighted RUNX1 engaged 
in chromatin interactions and promoted hematopoie-
sis. Interestingly, RUNX1 and PU.1 were shown to have 
physical interactions [62], and the relationship of these 
two proteins as well as other interaction partners in 
mediating chromatin interactions in HSPC needs further 
investigation. In addition, more direct evidence, such as 
PU.1 HiChIP [63] or ChIP-loop [64], is needed to validate 
the function of PU.1 in mediating chromatin interactions. 
The rarity of in vivo HSPC especially in nascent and fetal 
stage is a limitation, and the analysis maybe achieved 
with the development of low-input detection methods in 
the future.

In summary, zebrafish is a widely used model system 
for HSPC research, and to our knowledge, this is the first 
research studying the feature of chromatin conformation 
and its dynamic during HSPC development in zebrafish. 
We revealed contribution of 3D genome reprogram-
ming to transcriptional regulation and HSPC fate tran-
sition. Zebrafish nascent HSPC is featured by the loose 
structure that  is not observed in mouse, which empha-
sized the species specificity. In addition, runx1-engaged 
enhancer-promoter interactions were found to promote 
hematopoiesis during the emergency of nascent HSPC 
in mouse. Our study paid more attention to the regula-
tory role of 3D genome to the development of HSPC 
and revealed PU.1 mediating chromatin loop formation 
and potentially regulating gene expression during HSPC 
development. We believe research from different species 
will expand our understanding of the regulation mecha-
nism of HSPC fate determination.
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Conclusions
Our findings demonstrate that the chromatin organiza-
tion of zebrafish HSPC resemble mammalian cells with 
similar hierarchical structure. Nascent HSPC is featured 
by loose conformation with obscure structure at all lay-
ers. Notably, PU.1 was identified as a potential factor 
mediating  the formation of promoter-involved loops 
and regulating gene expression of HSPC. Our results 
provided a global view of chromatin structure dynamics 
associated with development of zebrafish HSPC and dis-
covered key transcription factor involved in HSPC chro-
matin interactions, which will provide new insights into 
the epigenetic regulatory mechanisms underlying verte-
brate HSPC fate decision.

Abbreviations
HPSC	� Hematopoietic stem and progenitor cells
EHT	� Endothelial-to-hematopoietic transition
DA	� Dorsal aorta
AGM	� Aorta-gonad-mesonephros
CHT	� Caudal hematopoietic tissue
KM	� Kidney marrow
TFs	� Transcription factors
TADs	� Topological associated domains
APA	� Aggregated peak analysis
E	� Enhancer
P	� Promoter
JSD	� Jensen–Shannon divergence
VNE	� Von Neumann entropy
IS	� Insulation score

Supplementary Information
The online version contains supplementary material available at https://​doi.​
org/​10.​1186/​s13287-​024-​03798-x.

Supplementary Material 1: Figure S1. Chromatin conformation of zebrafish 
adult HSPC. (A) GenomeDisco scores showing the reproducibility of the 
Hi-C libraries. (B) Distribution of H3K27ac, H3K4me3 ChIP-seq and ATAC-
seq peak density in the A/B compartments. (C) Boxplot showing the pro-
portion of TAD boundaries overlapped with gene transcriptional start site 
(TSS) and compared with randomly selected regions having same length 
as TAD boundaries. (D) Venn graphs showing the overlap of TADs between 
adult HSPC and brain as well as between biological replicates of HSPC. (E) 
The enriched biological processes of genes located in tissue-specific TAD 
boundaries.

Supplementary Material 2: Figure S2. Interaction heatmap of all chromo-
somes at 100kb, 50kb and 10kb resolutions.

Supplementary Material 3: Figure S3. Global transcriptional and chromatin 
conformation changes during HSPC development. (A) GenomeDisco 
scores showing the reproducibility of the Hi-C libraries. (B) GenomeDisco 
scores of consecutive stages during HSPC development. (C) Clustering 
analysis of gene expression data for different stages of HSPC samples. 
(D) Volcano plot of differentially expressed genes (Fold change ≥ 2, Padj 
< 0.05) for consecutive stages during HSPC development. (E) Clustering 
analysis of ATAC-seq signal on accessible peak regions. (F) Volcano plot of 
differentially accessible regions based on ATAC-seq (Fold change ≥ 1.5, 
Padj < 0.05) for consecutive stages during HSPC development.

Supplementary Material 4: Figure S4. Changes of compartmentalization 
during zebrafish HSPC development. (A) Boxplot showing the distribu-
tion of transcript per million (TPM) expression value of genes in the A/B 
compartment for nascent and fetal HSPC. (B) Proportions of genome 
regions which switched compartments. (C) Enriched pathways of genes 
located in B2A switch region and upregulated from fetal to adult HSPC. 

(D) Distribution of ATAC-seq peak density in the A/B compartments for 
all developmental stages. (E) Overlap of differentially regulated ATAC-seq 
peaks from nascent to fetal HSPC with stage-specific compartment A 
regions. (F) The same as E, but from fetal to adult HSPC.

Supplementary Material 5: Figure S5. TADs kept relatively stable during 
zebrafish HSPC development.  (A) Illustration of stable TAD structure tak-
ing chr1: 7.8-11.1Mb as an example. (B) Bar plot showing overlap of TAD 
boundaries between biological replicates and successive developmental 
stages.

Supplementary Material 6: Figure S6. Candidate transcription factors medi-
ating chromatin looping interactions in HSPC. (A) Aggregate loop plots 
showing contact frequencies of adult HSPC-specific loops in nascent and 
fetal HSPC cells. (B) Frequency of HPC7 loops occupied by each transcrip-
tion factor. (C)  Same as 5H, but near Cdk2 gene.

Supplementary Material 1:

Acknowledgements
The authors declare that artificial intelligence is not used in this study.

Author contributions
WQZ and FFL conceived and designed the experiments. MH, XLL, YML and 
JYL performed the experiments, MH, FFL, BXX, YBL and HKL analyzed the data. 
MH, FFL and ZYA wrote the paper. WQZ and FFL revised the manuscript. All 
authors read and approved the final manuscript.

Funding
This work was supported by the Guangdong Natural Science Foundation 
(2023A1515030068, to Feifei Li), and the National Nature Science Foundation 
of China (grant no. 82270121, to Wenqing Zhang).

Availability of data and materials
All raw sequencing data generated in this study have been submitted to GEO 
under accession number GSE262185-GSE262188, and GSE262738. The data 
also deposited in the Genome Sequence Archive in the National Genomics 
Data Center [65], Beijing Institute of Genomics (BIG), Chinese Academy of 
Sciences (https://​ngdc.​cncb.​ac.​cn/) under accession numbers CRA014187 and 
can be viewed at https://​ngdc.​cncb.​ac.​cn/​gsa/s/​aPxmb​6T2.

Declarations

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Competing interests
The authors have declared no competing interests.

Received: 24 January 2024   Accepted: 10 June 2024

References
	1.	 Paffett-Lugassy NN, Zon LI. Analysis of hematopoietic development in the 

zebrafish. Methods Mol Med. 2005;105:171–98.
	2.	 Gore AV, Pillay LM, Venero Galanternik M, Weinstein BM. The zebrafish: 

a fintastic model for hematopoietic development and disease. Wiley 
Interdiscip Rev Dev Biol. 2018;7(3):e312.

	3.	 Bertrand JY, Chi NC, Santoso B, Teng S, Stainier DY, Traver D. Haematopoi-
etic stem cells derive directly from aortic endothelium during develop-
ment. Nature. 2010;464(7285):108–11.

	4.	 Boisset JC, van Cappellen W, Andrieu-Soler C, Galjart N, Dzierzak E, Robin 
C. In vivo imaging of haematopoietic cells emerging from the mouse 
aortic endothelium. Nature. 2010;464(7285):116–20.

https://doi.org/10.1186/s13287-024-03798-x
https://doi.org/10.1186/s13287-024-03798-x
https://ngdc.cncb.ac.cn/
https://ngdc.cncb.ac.cn/gsa/s/aPxmb6T2


Page 16 of 17He et al. Stem Cell Research & Therapy          (2024) 15:172 

	5.	 Rybtsov S, Ivanovs A, Zhao S, Medvinsky A. Concealed expansion of 
immature precursors underpins acute burst of adult HSC activity in foetal 
liver. Development. 2016;143(8):1284–9.

	6.	 Murayama E, Kissa K, Zapata A, Mordelet E, Briolat V, Lin HF, et al. Tracing 
hematopoietic precursor migration to successive hematopoietic organs 
during zebrafish development. Immunity. 2006;25(6):963–75.

	7.	 Mikkola HK, Orkin SH. The journey of developing hematopoietic stem 
cells. Development. 2006;133(19):3733–44.

	8.	 Ding Y, Liu Z, Liu F. Transcriptional and epigenetic control of 
hematopoietic stem cell fate decisions in vertebrates. Dev Biol. 
2021;475:156–64.

	9.	 Raghuwanshi S, Dahariya S, Kandi R, Gutti U, Undi RB, Sharma DS, et al. 
Epigenetic mechanisms: role in hematopoietic stem cell lineage com-
mitment and differentiation. Curr Drug Targets. 2018;19(14):1683–95.

	10.	 Bonev B, Cavalli G. Organization and function of the 3d genome. Nat 
Rev Genet. 2016;17(11):661–78.

	11.	 Zheng H, Xie W. The role of 3d genome organization in development 
and cell differentiation. Nat Rev Mol Cell Biol. 2019;20(9):535–50.

	12.	 Zhang C, Xu Z, Yang S, Sun G, Jia L, Zheng Z, et al. Taghi-C reveals 3d 
chromatin architecture dynamics during mouse hematopoiesis. Cell 
Rep. 2020;32(13):108206.

	13.	 Xu J, Song F, Lyu H, Kobayashi M, Zhang B, Zhao Z, et al. Subtype-
specific 3d genome alteration in acute myeloid leukaemia. Nature. 
2022;611(7935):387–98.

	14.	 Vilarrasa-Blasi R, Soler-Vila P, Verdaguer-Dot N, Russiñol N, Di Stefano M, 
Chapaprieta V, et al. Dynamics of genome architecture and chromatin 
function during human B cell differentiation and neoplastic transfor-
mation. Nat Commun. 2021;12(1):651.

	15.	 Chen C, Yu W, Tober J, Gao P, He B, Lee K, et al. Spatial genome re-
organization between fetal and adult hematopoietic stem cells. Cell 
Rep. 2019;29(12):4200-11.e7.

	16.	 Li CC, Zhang G, Du J, Liu D, Li Z, Ni Y, et al. Pre-configuring chromatin 
architecture with histone modifications guides hematopoietic stem 
cell formation in mouse embryos. Nat Commun. 2022;13(1):346.

	17.	 Ke Y, Xu Y, Chen X, Feng S, Liu Z, Sun Y, et al. 3d chromatin structures 
of mature gametes and structural reprogramming during mammalian 
embryogenesis. Cell. 2017;170(2):367-81.e20.

	18.	 Zhu W, Xu X, Wang X, Liu J. Reprogramming histone modification pat-
terns to coordinate gene expression in early zebrafish embryos. BMC 
Genomics. 2019;20(1):248.

	19.	 Corces MR, Trevino AE, Hamilton EG, Greenside PG, Sinnott-Armstrong 
NA, Vesuna S, et al. An improved ATAC-Seq protocol reduces back-
ground and enables interrogation of Frozen tissues. Nat Methods. 
2017;14(10):959–62.

	20.	 Picelli S, Faridani OR, Björklund AK, Winberg G, Sagasser S, Sandberg 
R. Full-length RNA-Seq from single cells using smart-Seq2. Nat Protoc. 
2014;9(1):171–81.

	21.	 Chen S, Zhou Y, Chen Y, Gu J. Fastp: an ultra-fast all-in-one FASTQ 
preprocessor. Bioinformatics. 2018;34(17):i884–90.

	22.	 Langmead B, Salzberg SL. Fast gapped-read alignment with Bowtie 2. 
Nat Methods. 2012;9(4):357–9.

	23.	 Li H, Handsaker B, Wysoker A, Fennell T, Ruan J, Homer N, et al. The 
sequence alignment/map format and samtools. Bioinformatics. 
2009;25(16):2078–9.

	24.	 Zhang Y, Liu T, Meyer CA, Eeckhoute J, Johnson DS, Bernstein BE, et al. 
Model-based analysis of Chip-Seq (Macs). Genome Biol. 2008;9(9):R137.

	25.	 Anders S, Pyl PT, Huber W. HTSeq-a Python framework to work with 
high-throughput sequencing data. Bioinformatics. 2015;31(2):166–9.

	26.	 Love MI, Huber W, Anders S. Moderated estimation of fold change 
and dispersion for RNA-Seq data with DESeq2. Genome Biol. 
2014;15(12):550.

	27.	 Kim D, Paggi JM, Park C, Bennett C, Salzberg SL. Graph-based genome 
alignment and genotyping with HISAT2 and HISAT-genotype. Nat Bio-
technol. 2019;37(8):907–15.

	28.	 Liao Y, Smyth GK, Shi W. Featurecounts: an efficient general purpose 
program for assigning sequence reads to genomic features. Bioinformat-
ics. 2014;30(7):923–30.

	29.	 Servant N, Varoquaux N, Lajoie BR, Viara E, Chen CJ, Vert JP, et al. HiC-Pro: 
an optimized and flexible pipeline for Hi-C data processing. Genome Biol. 
2015;16:259.

	30.	 Ursu O, Boley N, Taranova M, Wang YXR, Yardimci GG, Stafford Noble W, 
et al. GenomeDISCO: a concordance score for chromosome conforma-
tion capture experiments using random walks on contact map graphs. 
Bioinformatics. 2018;34(16):2701–7.

	31.	 Kruse K, Hug CB, Vaquerizas JM. FAN-C: a feature-rich framework for the 
analysis and visualisation of chromosome conformation capture data. 
Genome Biol. 2020;21(1):303.

	32.	 Lindsly S, Chen C, Liu S, Ronquist S, Dilworth S, Perlman M, et al. 
4DNvestigator: time series genomic data analysis toolbox. Nucleus. 
2021;12(1):58–64.

	33.	 Akgol Oksuz B, Yang L, Abraham S, Venev SV, Krietenstein N, Parsi KM, 
et al. Systematic evaluation of chromosome conformation capture assays. 
Nat Methods. 2021;18(9):1046–55.

	34.	 Quinlan AR, Hall IM. BEDTools: a flexible suite of utilities for comparing 
genomic features. Bioinformatics. 2010;26(6):841–2.

	35.	 Crane E, Bian Q, McCord RP, Lajoie BR, Wheeler BS, Ralston EJ, et al. 
Condensin-driven remodelling of X chromosome topology during dos-
age compensation. Nature. 2015;523(7559):240–4.

	36.	 Durand NC, Shamim MS, Machol I, Rao SS, Huntley MH, Lander ES, et al. 
Juicer provides a one-click system for analyzing loop-resolution Hi-C 
experiments. Cell Syst. 2016;3(1):95–8.

	37.	 Heinz S, Benner C, Spann N, Bertolino E, Lin YC, Laslo P, et al. Simple 
combinations of lineage-determining transcription factors prime Cis-
regulatory elements required for macrophage and B cell identities. Mol 
Cell. 2010;38(4):576–89.

	38.	 Wilson NK, Foster SD, Wang X, Knezevic K, Schütte J, Kaimakis P, et al. 
Combinatorial transcriptional control in blood stem/progenitor cells: 
genome-wide analysis of ten major transcriptional regulators. Cell Stem 
Cell. 2010;7(4):532–44.

	39.	 Wilson NK, Schoenfelder S, Hannah R, Sánchez Castillo M, Schütte J, 
Ladopoulos V, et al. Integrated genome-scale analysis of the transcrip-
tional regulatory landscape in a blood stem/progenitor cell model. Blood. 
2016;127(13):e12-23.

	40.	 Calero-Nieto FJ, Ng FS, Wilson NK, Hannah R, Moignard V, Leal-Cervantes 
AI, et al. Key regulators control distinct transcriptional programmes in 
blood progenitor and mast cells. Embo j. 2014;33(11):1212–26.

	41.	 Yang H, Luan Y, Liu T, Lee HJ, Fang L, Wang Y, et al. A Map of cis-
regulatory elements and 3d genome structures in zebrafish. Nature. 
2020;588(7837):337–43.

	42.	 Méndez-Ferrer S, Lucas D, Battista M, Frenette PS. Haematopoi-
etic stem cell release is regulated by circadian oscillations. Nature. 
2008;452(7186):442–7.

	43.	 Ding Y, Wang W, Ma D, Liang G, Kang Z, Xue Y, et al. Smarca5-mediated 
epigenetic programming facilitates fetal HSPC development in verte-
brates. Blood. 2021;137(2):190–202.

	44.	 Xue Y, Liu D, Cui G, Ding Y, Ai D, Gao S, et al. A 3d atlas of hematopoietic 
stem and progenitor cell expansion by multi-dimensional Rna-Seq analy-
sis. Cell Rep. 2019;27(5):1567-78.e5.

	45.	 Xia J, Kang Z, Xue Y, Ding Y, Gao S, Zhang Y, et al. A single-cell resolution 
developmental atlas of hematopoietic stem and progenitor cell expan-
sion in zebrafish. Proc Natl Acad Sci USA. 2021. https://​doi.​org/​10.​1073/​
pnas.​20157​48118.

	46.	 de Bruijn M, Dzierzak E. Runx transcription factors in the develop-
ment and function of the definitive hematopoietic system. Blood. 
2017;129(15):2061–9.

	47.	 McMahon HT, Ushkaryov YA, Edelmann L, Link E, Binz T, Niemann H, et al. 
Cellubrevin is a ubiquitous tetanus-toxin substrate homologous to a 
putative synaptic vesicle fusion protein. Nature. 1993;364(6435):346–9.

	48.	 Mishima S, Sakamoto M, Kioka H, Nagata Y, Suzuki R. Multifunctional 
regulation of VAMP3 in exocytic and endocytic pathways of RBL-2H3 
cells. Front Immunol. 2022;13:885868.

	49.	 Hwang D, Ishikawa LLW, Seyedsadr MS, Mari E, Kasimoglu E, Sahin Z, et al. 
Gata1 controls numbers of hematopoietic progenitors and their response 
to autoimmune neuroinflammation. Blood Adv. 2022;6(23):5980–94.

	50.	 Guerau-de-Arellano M, Piedra-Quintero ZL, Tsichlis PN. Akt isoforms in the 
immune system. Front Immunol. 2022;13:990874.

	51.	 McKinney-Freeman S, Cahan P, Li H, Lacadie SA, Huang HT, Curran M, 
et al. The transcriptional landscape of hematopoietic stem cell ontogeny. 
Cell Stem Cell. 2012;11(5):701–14.

	52.	 Li F, An Z, Zhang Z. The dynamic 3d genome in gametogenesis and early 
embryonic development. Cells. 2019;8(8):788.

https://doi.org/10.1073/pnas.2015748118
https://doi.org/10.1073/pnas.2015748118


Page 17 of 17He et al. Stem Cell Research & Therapy          (2024) 15:172 	

	53.	 Pang SHM, de Graaf CA, Hilton DJ, Huntington ND, Carotta S, Wu L, et al. 
PU.1 is required for the developmental progression of multipotent pro-
genitors to common lymphoid progenitors. Front Immunol. 2018;9:1264.

	54.	 DeKoter RP, Singh H. Regulation of B lymphocyte and macrophage devel-
opment by graded expression of PU.1. Science. 2000;288(5470):1439–41.

	55.	 DeKoter RP, Lee HJ, Singh H. PU.1 regulates expression of the interleukin-7 
receptor in lymphoid progenitors. Immunity. 2002;16(2):297–309.

	56.	 Kim HG, de Guzman CG, Swindle CS, Cotta CV, Gartland L, Scott EW, et al. 
The ETS family transcription factor PU.1 is necessary for the maintenance 
of fetal liver hematopoietic stem cells. Blood. 2004;104(13):3894–900.

	57.	 Fisher RC, Lovelock JD, Scott EW. A critical role for PU.1 in homing and 
long-term engraftment by hematopoietic stem cells in the bone marrow. 
Blood. 1999;94(4):1283–90.

	58.	 Chavez JS, Rabe JL, Loeffler D, Higa KC, Hernandez G, Mills TS, et al. PU.1 
enforces quiescence and limits hematopoietic stem cell expansion dur-
ing inflammatory stress. J Exp Med. 2021. https://​doi.​org/​10.​1084/​jem.​
20201​169.

	59.	 Iwasaki H, Somoza C, Shigematsu H, Duprez EA, Iwasaki-Arai J, 
Mizuno S, et al. Distinctive and indispensable roles of PU.1 in main-
tenance of hematopoietic stem cells and their differentiation. Blood. 
2005;106(5):1590–600.

	60.	 Watt S, Vasquez L, Walter K, Mann AL, Kundu K, Chen L, et al. Genetic per-
turbation of PU.1 binding and chromatin looping at neutrophil enhanc-
ers associates with autoimmune disease. Nat Commun. 2021;12(1):2298.

	61.	 Staber PB, Zhang P, Ye M, Welner RS, Nombela-Arrieta C, Bach C, et al. 
Sustained PU.1 levels balance cell-cycle regulators to prevent exhaustion 
of adult hematopoietic stem cells. Mol Cell. 2013;49(5):934–46.

	62.	 Minderjahn J, Schmidt A, Fuchs A, Schill R, Raithel J, Babina M, et al. 
Mechanisms governing the pioneering and redistribution capabilities of 
the non-classical pioneer PU.1. Nat Commun. 2020;11(1):402.

	63.	 Mumbach MR, Rubin AJ, Flynn RA, Dai C, Khavari PA, Greenleaf WJ, et al. 
HiCHiP: efficient and sensitive analysis of protein-directed genome archi-
tecture. Nat Methods. 2016;13(11):919–22.

	64.	 Horike S, Cai S, Miyano M, Cheng JF, Kohwi-Shigematsu T. Loss of silent-
chromatin looping and impaired imprinting of DLX5 in Rett syndrome. 
Nat Genet. 2005;37(1):31–40.

	65.	 Wang Y, Song F, Zhu J, Zhang S, Yang Y, Chen T, et al. Gsa: genome 
sequence archive. Genomics Proteomics Bioinform. 2017;15(1):14–8.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

https://doi.org/10.1084/jem.20201169
https://doi.org/10.1084/jem.20201169

	Reprogramming of 3D genome structure underlying HSPC development in zebrafish
	Abstract 
	Background 
	Methods 
	Results 
	Conclusions 

	Background
	Materials and methods
	Ethics approval and consent to participate
	Collection of zebrafish embryos
	Flow cytometry
	In situ sisHi-C library preparation
	ChIP-seq library preparation
	ATAC-seq library preparation
	RNA-seq library construction
	Sequencing reads pre-processing and quality control
	ChIP-seq and ATAC-seq data processing
	RNA-seq data analysis
	Hi-C data processing and visualization
	TF motif analysis
	HPC7 analysis

	Results
	Adult HSPC of zebrafish exhibits hierarchical chromatin structure similar to mammalian cells
	Dispersed chromatin structure in zebrafish nascent HSPC
	Coordination of compartments and chromatin accessibility in transcriptional regulation
	TADs largely kept stable but much weaker at nascent stage during HSPC development
	PU.1 potentially mediate promoter-involved looping interactions in HSPC

	Discussion
	Conclusions
	Acknowledgements
	References


