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Abstract

Rationale: Endothelial cell senescence leads to endothelial dysfunction, thereby promoting the progression of atherosclerosis.
Super-enhancers are crucial epigenetic cis-regulatory elements whose extensive reprogramming drives aberrant transcription in human
diseases. However, the underlying mechanisms by which super-enhancers regulate endothelial cell senescence remain unclear. This study
reveals the effect of liquid-liquid phase separation (LLPS) mediated by super-enhancer-driven core transcription factor FOXPI on
endothelial cell senescence.

Methods: The landscape of super-enhancers, chromatin accessibility, and transcriptome profiling were characterized during endothelial
cell senescence by conducting CUT&Tag-seq with antibodies against H3K27ac, H3K4mel, and H3K4me3, along with assays for ATAC-seq
and RNA-seq. The Coltron algorithm was used to identify core transcription factors in the process of endothelial cell senescence.
Fluorescence recovery after photobleaching (FRAP), dCas9-KRAB CRISPRi, and the Optodroplet assay were utilized to confirm the phase
separation properties of FOXP1. Functional experiments were employed to elucidate the effect of FOXP1 on endothelial cell senescence
through LLPS.

Results: Senescent endothelial cells undergo significant changes in their epigenome. FOXPI is identified as a core transcription factor,
driven by super-enhancers, which delays endothelial cell senescence and inhibits atherosclerosis. Moreover, FOXP1 undergoes LLPS, which
the 19 phase-forming amino acids within the intrinsically disordered region of FOXPI are capable of maintaining its ability to delay
endothelial cell senescence. Mechanistically, FOXP1 activates the target gene SESN3 and inhibits the mTORCI signaling pathway through
phase separation, a key event in delaying endothelial cell senescence. The clinical evidences support the potential role of FOXPI and
SESN3 as protective factors against atherosclerosis.

Conclusion: FOXP1 undergoes phase separation at its super-enhancer, recruiting transcription coactivators to form condensates. These
condensates, in turn, facilitate binding with the SESN3 promoter and inhibit the mTORCI signaling pathway, thereby delaying endothelial
cell senescence.
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Introduction

Endothelial cell senescence contributes to  progression of atherosclerotic plaques [1-3]. The
endothelial dysfunction, a key event driving the vascular endothelium functions as a systemically
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disseminated organ, executing distinct functions that
involve complex mechanisms, including epigenetic
alterations, senescence, inflammatory stimuli,
mechanotransduction, metabolism, and other
processes [1]. Alteration of epigenetic information,
which functions as a molecular switch for gene
expression regulation, represents a reversible driver
of the aging process [4, 5]. Mammalian cell identity is
maintained by H3K27ac-rich super-enhancers, a
process that occurs prenatally [6, 7]. Recent studies
have shown that the intrinsically disordered regions
(IDRs) of transcriptional coactivators form
phase-separated condensates at these
super-enhancers [8, 9]. Within these condensates of
liquid-liquid  phase separation (LLPS), the
transcriptional apparatus is compartmentalized,
providing insights into the mechanisms that regulate
key cell identity genes [10]. In this context, elucidating
the structures of LLPS condensates remains
challenging, and effective intervention methods for
targeting endothelial cell senescence are currently
lacking.

Aberrant transcriptional events play a critical
role in the pathogenesis and progression of diseases,
typically governed by a group of core transcription
factors regulated by super-enhancers [11]. These core
transcription factors not only regulate the expression
of their own target genes but also bind to each other’s
super-enhancer regions to form core transcriptional
regulatory circuitry (CRC) [12]. As a member of the
forkhead box (Fox) family of transcription factors,
FOXP1 regulates cell growth, differentiation,
angiogenesis, and cardiac development [13-15].
Previous studies have indicated that FOXP1 regulates
age-related processes, including mesenchymal stem
cell senescence and ovarian aging [16, 17]. Recently,
increasing evidence has suggested that phase
separation plays a crucial role in transcriptional
regulation [18-20]. However, it remains unclear
whether FOXP1 undergoes liquid-liquid phase
separation at super-enhancers, thereby regulating
endothelial cell senescence.

In this study, we characterized the epigenomic
landscape of endothelial cell senescence and found
that the core transcription factor FOXP1 regulated by
super-enhancers can delay endothelial cell
senescence, alleviate endothelial dysfunction and
atherosclerosis. FOXP1 forms LLPS condensates in
which 19 key phase-forming amino acids located in
the IDR1 region maintain the ability of FOXP1 to
delay endothelial cell senescence. Additionally,
FOXP1 activates the expression of the downstream
target gene SESN3 through LLPS, thereby inhibiting
the mTORC1 pathway. There is no doubt that phase
separation represents a promising therapeutic target,
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which can significantly broaden drug development
strategies for undruggable transcription factors.
Critically, direct SESN3 activators can also serve as a
novel clinical intervention approach. Our results
highlight a novel epigenetic and phase separation
mechanism in endothelial cell senescence and
endothelial dysfunction, providing insights into
potential targets for anti-atherosclerosis.

Results

Chromatin profiles were characterized during
endothelial cell senescence

To characterize active cis-regulatory elements
and accessible chromatin regions during endothelial
cells senescence, we established a replicative
senescence model by successive passaging of primary
HUVECs. Subsequently, cells from four distinct stages
were selected for RNA-seq, ATAC-seq (Assay for

Transposase Accessible Chromatin with
high-throughput  sequencing) and CUT&Tag
(Cleavage Under Targets and Tagmentation)

sequencing of H3K27ac (active enhancers), H3K4mel
(active/equilibrium enhancers), H3K4me3 (active
promoters). The stages were categorized as EP (Early
Passage), MP (Middle Passage), M-LP (Middle-Late
Passage), and LP (Late Passage). Late passage cells
exhibited increased senescence-associated
B-galactosidase (SA-B-gal) staining (Figure 1A),
accompanied by reduced proliferative capacity and
attenuated tubule formation (Figure S1A-B). The

replicative  senescent genes, including TP53,
CDKN2A, and CDKNZ2B, exhibited elevated
expression during senescence, whereas the
endothelial ~ dysfunction-associated gene eNOS

showed a gradual decrease in expression (Figure 1B).
As anticipated, the correlation of H3K27ac enrichment
diminished progressively with the serial passaging of
endothelial cells (Figure S1C).

A high degree of correlation was observed
between ATAC-seq and histone-modified CUT&Tag
enrichment, with peak overlaps between ATAC and
H3K27ac exceeding 60% in all cases, thus confirming
the important roles of histone modifications in
chromatin accessibility (Figure 1D, Figure S2A).
Furthermore, quality control analysis indicated that
the insert fragment size distribution in ATAC-seq
libraries was appropriate, that the ATAC signals
following quantile normalization were displayed as
box plots, and that the Q30 score for the ATAC,
CUT&Tag, and RNA-seq reads was approximately
90%, with a mapping ratio to the human genome
exceeding 75% (Figure S2B-F). Similar to ATAC
occupancy, the H3K27ac and H3K4mel peaks were
predominantly located in intronic and intergenic
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regions, with a minor proportion at proximal
promoters (Figure S1D). This was distinct from the
H3K4me3 pattern, which exhibited the highest
enrichment at promoter regions (Figure SID).
Super-enhancers are defined as clusters of enhancers
with exceptionally high densities of H3K27ac, a
hallmark of active gene expression that plays a crucial
role in determining cell identity. Here, we observed
that the number of super-enhancers in senescent cells
exhibited a reduction (Figure 1E), while chromatin
accessibility displayed an opposite trend (Figure 1C),
suggesting that the epigenetic landscape undergoes
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dysregulation during the process of endothelial cell
senescence. We identified all peaks across four stages,
and the number of peaks observed in the genome
indicates a more pronounced difference between the
young and senescent stages of endothelial cells (Table
S1). The accessible chromatin profiles were then
clustered into two groups at the center of the ATAC
peaks: (I) active promoters and (II) enhancers (Figure
1F). Overall, we established the chromatin landscape
of endothelial cell senescence to facilitate further
analysis.
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Figure 1. Identification and characterization of super-enhancer profiles during endothelial cell senescence. (A) Schematic diagram identifying epigenetic changes
in early-passage (EP, P5, n = 3), middle-passage (MP, P15, n = 3), middle-late-passage (M-LP, P22, n = 3), and late-passage (LP, P30, n = 3) human umbilical vein endothelial cells.
(B) Standardized RNA-seq data presented as a heatmap of senescence-related genes, colors represent fold change values after MP, M-LP, and LP were all compared to EP. (C)
Total number of peaks in ATAC-seq. (D) Peak overlap rate between H3K27ac and ATAC-seq signal. (E) Enhancer-ranking hockey stick diagram defined by H3K27ac, enhancers
above the inflection point of the curve have abnormally strong H3K27ac signals and are defined as super-enhancers. (F) ATAC-seq and CUT&Tag signals of either histone
markers are grouped into two clusters by the k-means clustering algorithm at + 3 kb windows around the center of ATAC peaks.
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Super-enhancers undergo significant changes
during vascular endothelial cell senescence

To explore altered patterns of epigenomic
super-enhancers, we first identified promoter,
enhancer, and super-enhancer elements across the
four stages of endothelial cells described above. The

differential promoter-, enhancer- and
super-enhancer-associated genes were subjected to
principal component analysis (PCA), which

successfully separated into group-specific traits
(Figure 2A-C). Next, the differential super-enhancers
were identified based on the signal density of
H3K27ac, with the peaks showing increased
divergence as senescence progressed (Figure 2D).
Importantly, genes associated with super-enhancers
were expressed at significantly higher levels
compared to typical enhancers (Figure 2E). In
accordance with previous studies, we defined gained
or lost enhancers and super-enhancer as those with an
absolute value of the fold change (FC) of the H3K27ac
reads per kilobase per million reads (RPKM) was > 2,
an absolute difference > 0.5 [21, 22]. Subsequently,
these differential enhancers were classified into eight
groups: E1 (EP gain), E2 (EP loss), E3 (MP gain), E4
(MP loss), E5 (M-LP gain), E6 (M-LP loss), E7 (LP
gain), E8 (LP loss) (Figure S3A-B). As expected, the
gained enhancer of each stage has the highest
H3K27ac signal density (Figure 2F). Genes directly
regulated by gained or lost super-enhancers were
identified using HOMER. Interestingly, genes
regulated by gained enhancers in young cells, such as
endothelial nitric oxide synthase (eNOS), exhibit
higher expression levels, while CDKN2A displays the
opposite pattern (Figure 2G). Furthermore, we
analyzed the differences in chromatin accessibility
across the four stages (Figure S3C), noting that more
peaks were shared between EP and MP than those
between EP and M-LP or LP (Figure S3D). This
finding indicates that the genome underwent
significant divergence at the senescent stage,
exhibiting a greater degree of differentiation in
regulatory elements compared to the proliferating
stages. The gene expression levels were positively
correlated with its chromatin accessibility during
endothelial cell senescence (Figure S3E).

Given the key roles of enhancers and
super-enhancers in the process of transcriptional
activation, we compared the distinct four stages of
endothelial cells in pairs to identify gained or lost
super-enhancers and enhancers based on the
aforementioned criteria (Figure S4A-D). The
integration of RNA-seq data from pairwise
comparisons of four stages of cells reveals that the
expression levels of genes associated with gained or

1389
lost  super-enhancers and enhancers were
up-regulated or down-regulated accordingly.

Changes were more pronounced in comparisons
between stages with greater age difference (e.g, LP vs.
EP) than in those between stages of similar age (e.g,
MP vs. EP) (Figure S4B and D). These results suggest
that the epigenetic remodeling associated with aging
exhibits characteristics of phased accumulation. Gene
ontology (GO) pathway analysis revealed that
enhancer-related genes gained in M-LP and LP were
enriched in fundamental processes of senescence,
including negative regulation of endothelial cell
proliferation and migration, response to hypoxia, and
TGF-p signaling pathway. In contrast, loss of
super-enhancer in MP, M-LP, and LP were enriched
in cellular response to oxidative and chemical stress,
and regulation of Wnt signaling pathway (Figure
S5A-F). The above results suggest that differential
super-enhancers in senescent endothelial cells are
associated with an aberrant transcriptional
programme.

The regulatory network formed by core
transcription factors was characterized during
the process of endothelial cell senescence

It has been demonstrated that aberrant
transcriptional events play a pivotal role in the
development of diseases [23]. To construct the core
transcriptional regulatory circuitry during the process
of endothelial cell senescence, the Coltron package
was applied to the H3K27ac CUT&Tag data described
above, identifying the core transcription factors
(Figure 3A). As senescence progresses, the number of
core transcription factors gradually decreases,
indicating a significant change in transcriptional
events (Figure 3A). Particularly, FOXO3, a classical
longevity gene, has been shown that dysregulation of
FOXO3 contributes to a variety of vascular
aging-related diseases [24-27]. It was identified as a
core transcription factor specifically in EP (young
endothelial cells), but not in other cell generations
(Figure 3A). To identify the transcription factor that
delays endothelial cell senescence, the genes
annotated with the gained enhancers of EP were
intersected with the core transcription factors of EP,
sorting out 17 candidate transcription factors with
clique enrichment (Figure 3B, table S2). Interestingly,
FOXP1 exhibited the most significant difference in the
enrichment of the CRC clique between the young and
the senescent stages (Figure 3C). In the regulatory
network with FOXO3 as the central node, FOXP1
exhibits a mutual regulatory relationship with FOXO3
(as indicated by double arrows) (Figure 3D). Our
RNA-seq data illustrate changes in the expression of
candidate transcription factors across four stages
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(Figure S6A). As anticipated, the expression of FOXP1
is down-regulated in senescent endothelial cells and
the aortas of aged mice (Figure 3E-F). Consistently,
FOXP1 levels are similarly reduced upon
H;O;-induced oxidative stress senescence (Figure
3G). Importantly, FOXP1 exhibited low expression in
the intima of aged mice (Figure 3H-1). Subsequently,
by analyzing published single-cell data from the
aortas of 4-, 26-, and 86-week-old mice, we found that
macroendotheliocytes (MacroECs) exhibit higher gene
set activity related to cellular senescence [28]. Thus,
we conducted pseudotime trajectory analysis on
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MacroECs and observed the upregulation of Cdknla
and the downregulation of Foxpl as age increased
(Figure 3J-K). Furthermore, we analyzed the human
carotid atheroma RNA-seq data (GEO: GSE43292),
comprising 32 DMIT (distant macroscopically intact
tissues) and 32 CP (core of the plaque) samples. The
expression of FOXP1 in DMIT was found to be higher
than in CP (Figure S6B). These results indicate that
FOXP1 may function as a pivotal transcription factor
associated with endothelial cell senescence and
atherosclerosis.
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transcription factors ranked by clique enrichment across four stages of cells. (D) A FOXO3-centered network in EP showing super-enhancer-based regulatory relationships. (E)
Western blot analysis of FOXP1 expression in young and senescent HUVECs. Y: young, S: senescent. (F) Western blot analysis of FOXP1 expression in the aortas of young (n
= 6) and old (n = 4) mice. (G) Western blot analysis of FOXP1 expression in HUVECs treated with 100 pM H,O> (n = 3). (H) Immunofluorescence staining of FOXPI in the
aortas of young and old mice. 2M: 2 months, 23M: 23 months (n = 3 mice per group). (I) RT-qPCR analysis of FOXP1 expression in the intima of young and aged mice (n = 3 mice
per group). (J) Clustering of different cell types in mice arteries. (K) Changes in Cdknla and Foxpl expression levels along the pseudo-time trajectory. Data are presented as

means + SD, Student's t-test, **P < 0.01.

FOXP1 expression was down-regulated in
endothelial cells upon treatment with JQ1 and THZ1
(Figure S6C), inhibitors of BRD4 and CDK7
(components of the super-enhancer complex) [29, 30].
Epigenomic profiling revealed robust co-enrichment
of H3K27ac, ATAC-seq accessibility, and H3K4me3
signals at a predicted super-enhancer region around
the FOXP1 gene locus (Figure S6D). To functionally
validate the activity of the predicted FOXP1
super-enhancer, its constituent enhancer elements
were cloned individually into pGL3-promoter
luciferase reporter vector and then transfected into
HEK293T cells. Robust reporter activities were
observed for all tested enhancer components,
consistent with the high enrichments of H3K27ac and
H3K4mel in these regions (Figure S6E). Next, we
specifically targeted the three most active enhancer
elements (E3-E5) using the dCas9-KRAB CRISPRi
method, which combines a deactivated Cas9 (dCas9)
with the Kriippel-associated box (KRAB) repressor
domain to selectively inhibit gene expression by
binding to specific DNA sequences [31, 32]. Western
blot and RT-qPCR analyses showed that single guide
RNAs (sgRNAs) targeted these enhancers
significantly reduced FOXP1 expression (Figure S6F).
Taken together, these results suggest that FOXP1 is
transcriptionally activated by a super-enhancer,
which is responsible for its high-expression in the
early stage of endothelial cell.

FOXPI1 delays endothelial cell senescence,
alleviates endothelial dysfunction and
atherosclerosis

To further investigate the function of FOXP1,
FOXP1 was knocked down and overexpressed in
endothelial cells wusing siRNA and lentivirus,
respectively. Interestingly, the downregulation of
FOXP1 wusing either the siRNA or the
dCas9-KRAB-sgRNA CRISPRi system significantly
promotes cellular senescence, while simultaneously
inducing  hyperpermeability, inhibiting  tube
formation, and suppressing cell proliferation (Figure
S7A-]). Conversely, the overexpression of FOXP1
exhibits an opposite trend (Figure S7K-O), suggesting
that FOXP1 can delay vascular endothelial cell
senescence and alleviate endothelial dysfunction. To
elucidate the impact of FOXP1 on vascular endothelial
senescence and atherosclerosis in vivo, ApoE
knock-out (KO) mice were injected with recombinant

adeno-associated virus 9 (AAV9) carrying FOXP1
under the control of an endothelial-specific promoter
ICAM2 (ICAM2-AAV9-FOXP1) (Figure 4A). Aortas
were sampled after a 12-week period of a high-fat diet.
Immunofluorescence staining was conducted to
confirm the successful delivery of FOXP1 in
endothelial cells (Figure 4B). A comparison was made
of the nitric oxide (NO, a marker of endothelial
dysfunction) [33] concentration in the serum, and
treatment with AAV9-FOXP1 significantly increased
NO levels compared to AAV-con (Figure 4C).
Consistently, the AAV9-FOXP1 treatment exhibited a
greater expression of eNOS than the AAV9-con
(Figure 4D). These results suggest that FOXP1 has a
significant  effect in  alleviating endothelial
dysfunction. Moreover, the AAV9-FOXP1 treatment
reduced the expression of pl6, p21, and p53 in the
intima compared to the AAV9-con (Figure 4E, Figure
S8A-B). In addition, en face analyses of atherosclerotic
senescent and plaque areas in the whole aortas and
the aortic roots revealed that FOXP1 protected against
endothelial senescence and atherosclerosis (Figure
4F-I). Endothelial-specific overexpression of FOXP1
inhibited atherosclerotic plaque formation (Figure 4]).
Importantly, treatment with AAV9-FOXP1 showed
lower expression of Vcaml and Icaml compared to
AAV9-con (Figure 4K). These results suggest that
FOXP1 can delay endothelial cell senescence, alleviate
endothelial dysfunction and atherosclerosis.

FOXP1 condensation at the super-enhancer
region exhibits phase separation properties

Recent studies have indicated that many TFs
may form phase-separated condensates to exert their
transcriptional regulatory effects [34-36]. Therefore,
research was conducted to determine whether FOXTP1,
as a master transcription factor, could also undergo
phase separation. In our study, we first examined the
subcellular distribution of endogenous FOXP1 and
observed the formation of nuclear puncta in
endothelial cells (Figure 5A), suggesting its potential
capacity for phase separation. IDR-containing
proteins  constitute a  significant class  of
macromolecules that exhibit physiological phase
separation [37, 38]. AlphaFold structural prediction
revealed that FOXP1 contains extensive IDRs,
accounting for approximately 70% of its primary
sequence (Figure 5B).
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Next, an enhanced green fluorescent protein
(EGFP)-FOXP1 fusion protein was expressed in
immortalized human umbilical cord vein endothelial
cells (HUVECs-SV40) and HEK293T cells. As
predicted, FOXP1 exhibited droplet-like puncta in the
nucleus, in contrast to the uniform and diffuse
distribution of EGFP throughout the cell (Figure 5C,
Figure S9A). It has been demonstrated that BRD4, a
phase-separated protein, is susceptible to disruption
by 1,6-hexanediol (1,6-HD), a chemical compound
known to disrupt condensates [39]. Treatment of
BRD4 with 1,6-HD resulted in the dissolution of the
BRD4 droplets (Figure 5D). A similar response was
observed with FOXP1 droplets, which exhibited LLPS
properties (Figure 5E). Moreover, time-lapse imaging
revealed that EGFP-FOXP1 droplets underwent
spontaneous fusion and fission (Figure 5F, Movie 1).
Fluorescence recovery after photobleaching (FRAP)
assays further verified the rapid exchange kinetics of
FOXP1 droplets (Figure 5G, Movie 2). These findings
strongly suggest that the FOXP1 protein possesses
LLPS properties in vascular endothelial cells. For in
vitro validation, we purified full-length EGFP-FOXP1
protein from E. coli (Figure 5H). The recombinant
EGFP-FOXP1 protein spontaneously formed dynamic
droplets that underwent fusion over time (Figure 5I,
Movie 3) and these droplets were could also be
disrupted by 1,6-HD (Figure 5]). Single-molecule
fluorescence in situ hybridization (FISH) coupled with
EGFP-FOXP1 fusion expression plasmid revealed
spatial colocalization of FOXP1 condensates with its
super-enhancer (Figure 5K). The use of dCas9-KRAB
CRISPRi to mediate the suppression of
super-enhancer activity through sgRNAs resulted in
the disruption of FOXP1 LLPS (Figure 5L), suggesting
that FOXP1 forms condensates at super-enhancers.

FOXPI1 delays endothelial cell senescence
through IDR1-dependent LLPS

Recent studies have indicated that the low
complexity of IDRs contributes to LLPS [40, 41].
Utilizing IUPred2A [42], two potential IDR regions of
FOXP1 were identified: IDR1 (357-460 aa) and IDR2
(563-677 aa) (Figure 6A-B). To assess the importance
of two IDRs, expressing truncation variants of FOXP1
revealed that the deletion of IDR1 abolished FOXP1
LLPS in cells, whereas IDR2 did not (Figure 6C). To
further explore its role, the recombinant
EGFP-FOXP1-IDR1 protein was purified (Figure 6D),
and the droplet formation assay was performed with
varying concentrations (from 1.6 to 10 pM).
EGFP-FOXP1-IDR1 formed spherical droplets in a
concentration-dependent  manner (Figure 6E).
EGFP-FOXP1-IDR1 droplets were disrupted by
1,6-hexanediol (Figure S9B) and exhibited rapid FRAP
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recovery (Figure S9C). Since phase separation
proteins are typically highly responsive to changes in
environmental factors such as salt concentration and
molecular crowding, it has been demonstrated that
PEG 4000 promotes phase separation, whereas high
concentrations of sodium chloride inhibit this process
(Figure S9D-E). Moreover, the turbidity of the
EGFP-FOXP1-IDR1 protein solution at the same
concentration was observed to gradually increase
with the addition of PEG 4000 (Figure S9F). The
optical density (OD) of the EGFP-FOXP1-IDR1
protein solution at 600 nm (OD600) was measured
using a UV spectrophotometer. And it was observed
that the OD600 increased in direct proportion to the
concentration of PEG 4000 (Figure S9F). Droplet
fusion experiments revealed that the EGFP-FOXP1-
IDR1 droplets separated for a short time and then
fused again (Figure S9G). Furthermore, some droplets
exhibit the characteristics of a spherical shell (Figure
S9H). Collectively, these results establish FOXP1 as a
phase-separating protein both in vitro and in vivo, with
the IDR1 domains being essential for FOXP1 LLPS.

Intriguingly, neither isolated IDR1 nor IDR2
exhibited autonomous condensation (Figure 6F).
OptoDroplet assays revealed the inducibility of blue
light on IDR1-Cry2PHR condensates, but not on
IDR2-Cry2PHR (Figure 6G). Additionally, the LLPS
deficiency caused by the deletion of IDR1 can be
rescued through fusion with phase-separating
domains, such as those found in FUS or hnRNPA1
IDR (Figure S10). To identify the minimal sequences
of key phase-separation residues, we followed the
strategy of truncated IDR1 (Figure 6H). The fine
truncations of sequences from 357-375 aa, 357-400 aa,
and 357-420 aa abolished puncta formation, strikingly.
The removal of 376-460 aa led to ectopic cytoplasmic
condensation (Figure 6l), indicating a
context-dependent manner of phase separation.
Therefore, 357-375 aa is confirmed to be essential for
the liquid-liquid phase separation of FOXP1.

To elucidate the relationship between
FOXPl-mediated LLPS and endothelial cell
senescence, the EGFP-FOXP1 fusion plasmid was
packaged into lentiviral particles and subsequently
used to transduce both young and senescent
endothelial cells. Live-cell imaging revealed larger
and more numerous FOXP1 droplets in young
endothelial cells (Figure 6]), and the FRAP assay
showed a slower rate of fluorescence recovery in
young endothelial cells compared to senescent
endothelial cells (Figure 6K), suggesting that the
phase separation of FOXP1 may be involved in the
regulation of endothelial cell senescence.
1,6-hexanediol performs the same function of
disrupting LLPS in the endothelial cells stably
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expressing EGFP-FOXP1 (Figure 6L). Considering the  the impact of disrupting FOXP1 phase separation on
fact that phase separation differs between young and  cellular senescence.
senescent endothelial cells, we further investigated
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three-dimensional structure of the FOXPI protein. (C) Phase separation was observed after transient transfection of pcDNA3.1-EGFP-FOXP1 plasmid into HUVECs-SV40. (D)
10% 1,6-HD treatment for 5 min resulted in the disappearance of endogenous BRD4 condensates. (E) The disappearance of FOXPI phase separation after treatment with 10%
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1,6-HD for 5 minutes in HUVECs-SV40. (F) Time-lapse imaging to record the fusion (white circle) and fission (yellow circle) of EGFP-FOXPI protein droplets occurring over
time. (G) Images of fluorescence recovery of HUVECs-SV40 expressing EGFP-FOXPI recorded by FRAP assay (left), quantification of fluorescence intensity during FRAP assay
(right). (H) Coomassie Brilliant Blue staining of purified recombinant EGFP-FOXP1 proteins after being resolved on SDS-PAGE. (I) Time-lapse DIC microscopy captures
spontaneous fusion events between EGFP-FOXPI droplets. (J) Disappearance of EGFP-FOXPI droplets after 10% 1,6-HD treatment for 5 min. (K) To identify the colocalization
between FOXPI's super-enhancer and FOXP1 condensates, the probes for DNA-FISH were designed at FOXP1's super-enhancer region, EGFP-FOXP1 plasmid were
transfected into HEK293T cells to form condensates. (L) Phase separation of FOXP1 was observed in HEK293T cells co-transfected with dCas9-KRAB super-enhancer and
EGFP-FOXP1 plasmids, n = 4 biological replicates. Data are presented as means * SD, one-way ANOVA, **P < 0.001.
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Figure 6. FOXPI exhibits enhanced phase-separated condensate formation in young endothelial cells. (A) Disease-associated mutations mapped onto FOXP1
and disorder as [lUPred2A score. (B) Schematic representation of the IDR region of FOXPI. (C) Comparative analysis of condensate formation in HEK293T cells expressing
full-length EGFP-FOXP1 versus those with deletions of IDR1 or IDR2. (D) Coomassie Brilliant Blue staining of purified recombinant EGFP-FOXP1-IDR1 proteins resolved by
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SDS-PAGE. (E) Images of the density and number of droplets of EGFP-FOXPI-IDRI1 proteins in different concentrations. (F) The transfection of EGFP-FOXPI-IDR1 or
EGFP-FOXP1-IDR2 fragments into HEK293T cells did not exhibit LLPS. (G) The optoDroplet assay was conducted with time-lapse imaging at a wavelength of 488 nm, following
the fused expression of the blue photoreceptor protein Cry2PHR with either IDRI or IDR2. (H) Schematic of IDRI truncation strategy. (I) Phase separation was observed after
truncation of IDRI1; at least 100 HEK293T cells were counted. (J) Representative confocal images of FOXP1 condensates in young and senescent HUVECs stably expressing
EGFP-FOXPI. (K) FRAP analysis of EGFP-FOXP1 condensates in young and senescent HUVECs. Time-lapse images (left); quantification of fluorescence intensity during FRAP
assay (right). (L) Condensates that stably expressed EGFP-FOXP1 were disrupted by 1,6-hexanediol. (M) Multiplexed CRISPRi design: Three sgRNAs were designed in the
promoter region of FOXPI and ligated to dCas9-KRAB vector using tRNA sequences in tandem, which were packaged into lentivirus and then infected with HUVECs. (N)
Western blot analysis for His in HUVECs transduced with lentiviruses expressing His-EGFP, His-EGFP-FOXPI and His-EGFP-FOXP1 (A357-375). (O-P) SA-B-gal staining (O)
and tube formation assay (P) in HUVECs with dCas9-KRAB CRISPRi-mediated knockdown of endogenous FOXPI followed by overexpression of EGFP, EGFP-FOXPI and
EGFP-FOXP1 (A357-375) variants, respectively. Data are presented as means + SD, one-way ANOVA in |, O and P; Student's t-test in K, *P < 0.05, **P < 0.01, ***P < 0.001.

Endogenous FOXP1 expression was knocked
down in endothelial cells using the dCas9-KRAB
CRISPRi system (Figure 6M). Subsequently, the
wild-type FOXP1 plasmid (FOXP1), the truncated
FOXP1 plasmid (FOXP1-A357-375), and the empty
vector (EGFP) were overexpressed, respectively. Each
of these plasmids was fused to express EGFP and His
tags (Figure 6N). SA-B-gal staining and tube
formation assays indicated that overexpression of
FOXP1 significantly delayed endothelial senescence
and alleviated endothelial dysfunction. Conversely,
deletion of the 19 phase-separation key residues
diminished this effect (Figure 60-P). In conclusion,
these results emphasize the significant role of FOXP1
phase separation in delaying endothelial cell
senescence.

FOXPI1-mediated LLPS delays endothelial cell
senescence by activating SESN3 expression

Considering the established role of LLPS in the
function of FOXP1, particularly in relation to
endothelial senescence, this study sought to
investigate the potential of FOXP1 phase separation as
a regulatory mechanism. Among the differentially
expressed genes (DEGs) after FOXP1 knockdown, the
mTORC1 pathway was significantly enriched (Figure
7A). To determine whether FOXP1 phase separation
mechanistically inhibits mTORC1 signaling, we
quantified the phosphorylation levels of mTOR and
its downstream effectors (p70S6K and S6) across
EGFP, EGFP-FOXP1, and EGFP-FOXP1 (A357-375)
variants. Both Western blot and immunofluorescence
results confirmed that the disruption of FOXP1 LLPS
activates the mTORC1 signaling pathway (Figure
7B-C). Integrative analysis of the Aging Atlas
database [43] and DEGs upon FOXP1 knockdown
revealed that 12 genes were enriched. Among these,
SESN3 emerged as the sole target gene requiring
regulation by FOXP1 (Figure 7D). Recent studies have
provided compelling evidence indicating that SESN3
is a repressor of mTORC1 [44]. Similar to FOXP1,

SESN3 was downregulated in senescent endothelial
cells (Figure 7E). Importantly, SESN3 exhibited low
expression in the intima of aged mice (Figure 7F). The
dCas9-SunTag sgARRAY-mediated in situ labeling
revealed that endogenous FOXP1 condensates
colocalized with the SESN3 promoter in cells (Figure
7G). Through CUT&Tag-qPCR analysis of His
antibody, we confirmed that FOXP1 highly occupies
the SESN3 promoter region, while FOXP1 (A357-375)
demonstrates a significant reduction in binding to this
locus (Figure 7H). Notably, our data suggested that
FOXP1-mediated LLPS elevates SESN3 expression
(Figure 71). The knockdown of SESN3 resulted in an
increase in cellular senescence among endothelial
cells (Figure 7]). Consistently, the knockdown of
SESN3 can reverse the senescent phenotype induced
by the overexpression of FOXP1 (Figure 7K).
Moreover, FOXP1 condensates colocalize with other
epigenetic regulators, such as RNA polymerase II,
BRD4, H3K4mel, and others, indicating the complex
interplay among FOXP1 LLPS, epigenetic states, and
gene transcription, emphasizing their closely
interconnected regulatory mechanisms (Figure S11).
Overall, these findings revealed that FOXP1 forms
condensates with transcriptional coactivators and
subsequently increases the expression of SESN3, an
inhibitor of the mTORC1 signaling pathway, thereby
delaying endothelial cell senescence.

FOXPI1 and SESN3 are potential protective
factors against atherosclerosis

In this study, RNA FISH demonstrated that the
expression of FOXP1 and SESN3 was upregulated in
the endothelium of distal regions of human carotid
atherosclerotic plaques compared to proximal regions
(Figure 8A). Moreover, the expression of FOXP1 was
positively correlated with SESN3 and negatively
correlated with CDKN2A, MMP9, and ICAM1 in
human atherosclerosis plaques (Figure 8B). These
results suggest that FOXP1 and SESN3 have a
potential protective effect against atherosclerosis.
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Figure 7. FOXP1 LLPS drives SESN3 transcriptional activation and then inhibits mTORCI signaling. (A) GO enrichment analysis was conducted for DEGs
following siFOXPI treatment. (B) Western blot assay to evaluate the impact of FOXP1 LLPS on the phosphorylated forms of mTOR, S6, and P70-S6K in HUVECs. (C)
Immunofluorescence assay for the effect of FOXP1 LLPS on p-S6 and p-P70-S6K in HEK293T cells. (D) The venn diagram indicates that 154 DEGs after FOXPI knockdown
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intersect with 503 known senescent-related genes in the Aging Atlas. (E) RNA and protein levels of SESN3 were examined in young and senescent HUVECs. (F)
Immunofluorescence staining of SESN3 in the aortas of young and aged mice. 2M: 2 months, 23M: 23 months. (G) The SESN3 promoter was visualized using the dCas9-SunTag
system and analyzed for colocalization with endogenous FOXPI in HEK293T cells. (H) CUT&Tag-qPCR assays for the ability of EGFP, EGFP-FOXPI and EGFP-FOXPI
(A357-375) variants to bind to the SESN3 promoter region. (I) RNA and protein levels were examined to detect the effect on SESN3 after disruption of FOXP1 LLPS in HUVECs.
(J) SA-B-Gal staining of HUVEC:s after knockdown of SESN3. (K) SA-B-Gal staining of HUVECs transduced with lentivirus overexpressing FOXPI followed by knockdown of
SESN3 using siRNA. Data are presented as means + SD, one-way ANOVA in H, |, ] and K; Student's t-test in E, *P < 0.05, **P < 0.01, ***P < 0.001.
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Figure 8. The expression of FOXP1 was positively correlated with SESN3 in human carotid plaques. (A) FISH images of human carotid atherosclerotic plaques
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undergoes phase separation at its super-enhancer, recruiting transcription coactivators to form condensates. These condensates, in turn, facilitate binding with the SESN3
promoter and inhibit the mTORCI signaling pathway, thereby delaying endothelial cell senescence.
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Discussion

The information theory of aging proposes that
the loss of epigenetic information is the primary
driver of aging [45]. Vascular endothelial cell
senescence leads to endothelial dysfunction, which in
turn accelerates the formation and development of
atherosclerotic plaques [3]. In this study, we utilized
CUT&Tag, ATAC-seq, and RNA-seq technologies to
comprehensively characterize the super-enhancer
landscape, chromatin accessibility, and gene
expression patterns during the process of vascular
endothelial cell senescence. Our findings revealed that
the senescent endothelial cells undergo significant
alterations in their epigenome and chromatin
accessibility. Specifically, the levels of H3K27ac in
senescent cells were notably diminished, whereas
chromatin accessibility was increased. Further
integrated analysis of CUT&Tag and RNA-seq data
revealed  that FOXP1  functions as a
super-enhancer-driven core transcription factor in
endothelial cells, and is enriched in the gain enhancer
of young endothelial cells, exhibiting upregulation in
the intima of young mice. Moreover, our data support
the notion that FOXP1 undergoes phase separation
dependent on 357-375 aa, which delays endothelial
cell senescence by driving the transcriptional
activation of SESN3 and subsequently inhibiting the
mTORC1 signaling pathway (Figure 8C). Thus,
targeting transcriptional activation mediated by
FOXP1 phase separation presents a promising
strategy for intervening in endothelial cell senescence.

Super-enhancers frequently regulate cell identity
genes and are often mutated, which is associated with
complex traits and genetic diseases [46, 47]. We
previously reported that LINC01503, driven by a
super-enhancer, promotes the progression of
esophageal squamous cell carcinoma [48]. Although
the significant role of super-enhancers in various
diseases has been widely reported [47, 49, 50], their
precise mechanism in regulating vascular endothelial
cell senescence remains unclear. Recent studies have
indicated that the transcriptional coactivators BRD4
and MED1 can form phase-separated droplets at
super-enhancers [8]. MEDI1-IDR droplets can
compartmentalize and concentrate the transcription
apparatus from nuclear extracts, thereby controlling
the expression of key genes [8]. We discovered that
inhibiting the activity of FOXP1's super-enhancer
results in the disruption of FOXP1 LLPS, suggesting
that phase separation of FOXP1 occurs at its
super-enhancer. At the molecular level, the key amino
acids responsible for the phase separation of FOXP1
are crucial for maintaining its function in delaying
endothelial cell senescence. Mechanistically, FOXP1
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binds to the promoter region of the target gene SESN3,
activating its expression and subsequently suppres-
sing the mTORC1 signaling pathway, a pivotal
process in endothelial cell senescence. Our results
provide the first evidence of a connection between
super-enhancer and endothelial cell senescence.

Due to the collision of various proteins and
nucleic acid molecules, the cell-like structure is
ultimately formed through multivalent weak
interactions, resulting in the compartmentalization
within the cell [37, 51]. An increasing number of
studies suggest a close association between abnormal
phase separation and the onset and progression of
various diseases. Specifically, the phase separation of
FUS has been identified as a key biological process in
the senescence of hematopoietic stem cells. Targeting
this abnormal phase separation may represent a
significant approach to delaying hematologic aging
and addressing aging-related pathologies [52]. A
recent study has reported that the transcriptional
activator SGF29 recruits transcriptional regulatory
elements to form biological condensates through
phase separation, thereby accelerating cell senescence
[53]. In this study, we identified that the 19
phase-forming amino acids essential for FOXP1 LLPS
were located at IDR1, which maintains the ability of
FOXP1 to delay endothelial cell senescence. Moreover,
by integrating epigenetic regulation with phase
separation theory, our study not only expands the
scope of vascular aging research through a
multidisciplinary framework, but also unveils novel
avenues to explore "epigenetic-phase separation"
mechanisms in vascular aging-related diseases.

Forkhead box proteins P (Foxps) are large
modular transcription factors that bind to DNA via
their highly conserved forkhead DNA-binding
domain [54]. FOXP1, known for controlling cell
differentiation, proliferation, and development [13,
55-57], has been implicated in protecting against
pathological cardiac remodeling and improving
cardiac dysfunction [58]. Previous studies have
reported that transcriptional activity of FOXP1 is
modulated by  tissue-specific = homo-  and
heterodimeriszation via a leucine zipper motif [54].
We identified that the phase separation of FOXP1
depends on its 357-375 aa, which are located within
the leucine zipper motif. This suggests that the
dimerization of FOXP1 is potentially necessary for
and may even facilitate its condensation. A previous
study demonstrated that the DNA-binding domain of
basic leucine zipper (bZIP) prevents FUS-CREB3L2
liquid condensates from transiting into a gel state,
ensuring the highly efficient activation of low-grade
fibromyxoid sarcoma-specific genes [59]. FOXP1
proteins differ in that they are capable of forming

https://lwww.thno.org



Theranostics 2026, Vol. 16, Issue 3

homodimers or heterodimers with subfamily
members. The dimerization domain is localized to an
evolutionarily conserved leucine zipper motif.
Therefore, the defective anti-senescence function of
FOXP1 (A357-375) may result from both the abolition
of phase separation and the impact on dimerization.
Here, our study offers a novel finding that
FOXP1-mediated phase separation sustains the ability
to delay endothelial cell senescence, thereby
contributing to endothelial homeostasis and
anti-atherosclerosis. However, further investigation is
required to understand the impact of FOXP1 LLPS
disruption on endothelial cell senescence and
atherosclerosis in vivo, as well as the peptide targeting
FOXP1 LLPS.

SESN3 functions as a critical antioxidant stress
protein that negatively regulates the mTORCI1
signaling pathway [44, 60]. mTORC1 activity
stimulates protein and lipid biosynthesis by
phosphorylating p70 Ribosomal protein S6 kinase
(p70S6K) and the eukaryotic translation initiation
factor 4E-binding proteins (4E-BPs) [61]. Previous
studies have demonstrated that mTORC1 activity
increases with age, inhibiting mTORC1 can extend
both lifespan and healthspan in yeast, worms, and
mice [62-64]. In this study, SESN3 exhibited high
expression in young endothelial cells, and its
downregulation markedly promoted endothelial cell
senescence. FOXP1 phase separation inhibited the
downstream effectors of mTORC1 (p70S6K and S6).
Overall, our findings provided evidence
demonstrating the activation of SESN3 expression
and the inhibition of mTORC1 signaling through
FOXP1 phase separation.

In conclusion, we characterized the genomic
landscape of endothelial cell senescence and revealed
the critical role of the super-enhancer-driven core
transcription factor FOXP1 in delaying endothelial
cell senescence, alleviating endothelial dysfunction
and reducing atherosclerosis. Notably, FOXP1 forms
LLPS condensates in young endothelial cells, which
sustain its ability to resist endothelial cell senescence.
We further found that FOXP1 promotes the
expression of its downstream target gene SESN3
through phase separation, thereby suppressing the
mTORC1 signaling pathway. These findings not only
clarify the essential role of FOXP1 in maintaining
endothelial homeostasis but also provide a direct
target for the development of small-molecule drugs
based on transcription factor features or phase
separation. Notably, our work highlights the potential
of SESNB3-targeted agents as novel intervention
method for atherosclerosis, thereby offering a
promising  therapeutic  strategy  to  inhibit
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atherosclerotic progression by delaying endothelial
cell senescence.

Methods

Patients and tissue specimens

Human carotid atherosclerotic plaques were
obtained from patients undergoing carotid
endarterectomy surgery at Affiliated Huizhou First
Hospital, Guangdong Medical University. All patients
or their guardians have signed an informed consent
form prior to participation in the study. This study
was carried out in accordance with the principles of
the Declaration of Helsinki, and the research protocol
was approved by the Ethics Committee of the
Affiliated Huizhou First Hospital, Guangdong
Medical University under ethical approval number
KYLL-2024-126-01.

Mouse experiments

All animal procedures were approved by the
Institutional Animal Care and Use Committee of
Guangdong Medical University under approval
number GDY2004009. C57BL/6] mice and ApoE KO
mice were purchased from Shanghai Model
Organisms Center, Inc. For AAV9 generation and
injection, AAV9 vector was constructed by WZ
Biosciences Inc. ApoE KO mice were restrained, and
their tails were injected with AAV9-con or
AAV9-FOXP1 at a dose of 5 x 10 viral particles in a
100 pL volume of sterile PBS. Subsequently, they were
fed a 12-week Western Diet (Guangdong medical
laboratory animal center, WD) before being sacrificed.
For studies on endothelial cell senescence and
atherosclerosis, mice were anesthetized using
continuous inhalation of 2.5% isoflurane gas. Hearts
were then isolated from the mice and processed for
frozen embedding. Aortas were collected from the
base of the ascending aorta to the iliac bifurcation for
the measurement of aortic en face senescence and
atherosclerosis. The aortic roots and whole aortas
were stained with SA-B-gal and Oil Red O to quantify
the degree of senescence and atherosclerosis. The
quantification was performed using Image]. For the
isolation of endothelial RNA, mice were anesthetized
using continuous inhalation of 2.5% isoflurane gas.
The thoracic cavity was then opened to expose the
heart and aorta. The aorta was longitudinally incised,
and endothelial cells were lysed in situ by perfusing
the luminal surface with TRIzol delivered from a
syringe for 10 seconds. The TRIzol effluent was
immediately collected and processed for total RNA
extraction following the manufacturer's instructions.
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Antibodies and reagents

The following antibodies and reagents were
used: anti-H3K27ac (Abcam, ab4729, 1:50 for
CUT&Tag, 1:1000 for IF), anti-H3K4mel (Abcam,
ab8895, 1:50 for CUT&Tag, 1:1000 for IF),
anti-H3K4me3 (Abcam, ab8580, 1:50 for CUT&Tag,
1:1000 for IF), anti-H3K9me3 (Abcam, ab8898, 1:500),
anti-FOXP1 (Abclonal, A23442, 1:200 for IF, 1:1000 for
WB), anti-SESN3 (Proteintech, 11431-2-AP, 1:200 for
IF, 1:1000 for WB), anti-His (Thermo, MA1-21315,
1:1000), anti-CD31 for mice (BioLegend, 102502,
1:150), anti-GAPDH (Proteintech, 60004-1, 1:5000),
Goat anti-Rabbit IgG (Vazyme, Ab207, 1:50 for
CUT&Tag), Goat anti-Mouse IgG, HRP (Beyotime,
A0216, 1:5000), Goat anti-Rabbit IgG, HRP (Beyotime,
A0208, 1:5000), anti-mTOR  (CST, 2983T),
anti-p-mTOR (MCE, HY-P80837), anti-S6 (HuaBio,
HA601214, 1:1000), anti-p-S6 (HuaBio, HA721589,
1:1000), anti-P70-S6K (HuaBio, HA722520, 1:1000),
anti-p-P70-S6K (HuaBio, HA721803, 1:1000), anti-IgG
(Proteintech,  30000-0-AP, 1:5000), anti-ICAM1
(Abcam, ab119871, 1:200), anti-VCAM1 (CST, 39036S,
1:400), anti-p16 (CST, D7C1M, 1:50 for IF, 1:1000 for
WB), anti-DYKDDDDK (Thermo, MA1-91878, 1:400),
anti-MED1 (Abclonal, A1724, 1:400), anti-RNA pol II
(HuaBio, HA721880, 1:400), anti-CTCF (HuaBio,
ET1703-90, 1:400), Goat anti-Mouse Alexa Fluor Plus
488 (Proteintech, RGAMO002, 1:1000), Goat anti-Rabbit
Alexa Fluor Plus 555 (Proteintech, RGARO003, 1:1000),
Goat anti-Rat Alexa Fluor Plus 647 (Abbkine, A23640,
1:1000), Goat anti-Rabbit Alexa Fluor Plus 488
(Proteintech, RGAR002, 1:1000), Goat anti-Mouse
Alexa Fluor Plus 647 (Proteintech, SA00014-10,
1:1000), Goat anti-Mouse Alexa Fluor Plus 555
(Proteintech, RGAMO003, 1:1000), Fluoromount-G
(southernbiotech, 0100-01), His-tag Protein
Purification Kit (Beyotime, P2226), Phanta mix
(Vazyme, P525-02-AA), SYBR qPCR mix (Vazyme,
Q712), Golden Gate mix (Abclonal, RM20590),
Seamless mix (Abclonal, RM20523), BsmBI (NEB,
R07395), Kpnl (NEB, 1618), Xhol (NEB, 1635), Mlul
(NEB, 1619), Nhel (NEB, 1622), EcoRI (NEB, 1611), Stu
I (Yeasen, 15031ES), Lambda Exonuclease (Beyotime,
D7084), goat serum (Invitrogen, 16210064),
SDS-PAGE Gel Kit (Bio-Rad, 1610185), Enhanced BCA
Protein Assay Kit (Beyotime, P0010), BeyoClick EAU
Kit (Beyotime, C0078S), CELLSAVING (NCM Biotech,
C40100), DMEM (BaiDi Biotechnology, L100-500),
TRIzol (Invitrogen, 15596018CN), FITC-labeled
Dextran (Beyotime, ST2930), RIPA (Beyotime,
P0013B), the Hyperactive Universal CUT&-Tag Assay
Kit for Illumina (Vazyme, TD904), VAHTS DNA
Clean Beads (Vazyme Biotech, N411), Lipo8000
(Beyotime, CO0533FT), polyethyleneimine (PEI)
(Servicebio, G1802), Lipofectamine™ RNAIMAX
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(Invitrogen, 13778100), PMSF (Beyotime, ST507),
endothelial cell growth medium (ScienCell, 1001),
0.25% Trypsin-EDTA (Gibco, 25200056), Oil Red O
(Sigma, 1320-06-5), Senescence [-Galactosidase
Staining Kit (Beyotime, C0602), Double-Luciferase
Reporter Assay Kit (Beyotime, RG029S), TruePrep
DNA Library Prep Kit V2 (Vazyme, TD501), JQ-1
(MCE, HY7869), THZ1 (MCE, HY80013), SplintR
buffer (NEB, B0375S), SplintR Ligase (NEB, M0375L),
glycerol (Sigma-Aldrich, G5516), BSA (Sigma-Aldrich,
B2064), EquiPhi29 buffer (Thermo Fisher Scientific,
A39391), Equi Phi29 DNA polymerase (Thermo Fisher
Scientific, A39391), dNTP (Thermo Fisher Scientific,
R0182) and 1,6-hexanediol (Sigma, 240117).

Cell culture

Primary HUVECs were purchased from
ScienCell, and cultured in endothelial cell growth
medium supplemented with 5% FBS, 1% ECGS, 1%
penicillin/streptomycin at 37 °C under a humidified
atmosphere containing 5% CO,. A replicative
senescence model was established by passaging the
HUVECs when they reached 80%-90% density,
typically every 2 or 3 days.

CUT&Tag-seq and CUT&Tag qPCR

The library preparation for CUT&Tag was
performed as previously reported [65]. We collected
1.5 x 10° HUVECs at different stages using 0.05%
trypsin digestion and performed subsequent library
construction with the Hyperactive Universal
CUT&Tag Assay Kit. Briefly, cells were washed with
500 pL of wash buffer and centrifuged at 600 x g for 5
min at room temperature. The cell pellet was
resuspended in 100 pL of wash buffer. A total of 10 pL
of ConA beads was washed twice with 100 pL of
binding buffer, and then added to the cells, followed
by incubation at room temperature for 10 min. After
removal of the supernatant, the cells bound to the
magnetic beads were resuspended in 50 pL of
antibody buffer containing 1 pg of antibodies
(H3K27ac, H3K4mel, H3K4me3) and incubated
overnight at 4 °C. Subsequently, 1 pL of goat
anti-rabbit IgG diluted in 50 pL of Dig-wash buffer
was added to the cells and incubated with rotation for
1 h at room temperature. The cells were gently
washed three times with 200 pL of Dig-wash bulffer,
and then 2 pL of pA/G-Tnp and 98 pL of Dig-300
buffer were added to each sample. After incubating at
room temperature for 1 h, the samples were gently
washed three times with 200 pL of Dig-300 buffer.
Next, 10 pL of 5 x Tagmentation DNA Buffer (TTBL)
mixed with 40 pL of Dig-300 buffer was added to each
sample, and the samples were incubated at 37 °C for 1
h. DNA extraction was performed by adding 5 pL of
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proteinase K, 100 pL of buffer L/B, and 20 pL of DNA
extraction beads, followed by incubation at 55 °C for
10 min. For library amplification, 15 pL of extracted
DNA was mixed with 25 pL of 2 x CAM, P5 Primer,
and P7 Primer. The H3K27ac library was amplified for
13 cycles, while the H3K4mel and H3K4me3 libraries
were amplified for 11 cycles. To purify the PCR
products, 2 x VAHTS DNA Clean Beads was added,
followed by incubation at room temperature for 5
min. After purification, paired-end sequencing was
performed on the NovaSeq 6000 platform with three
biological replicates at Novogene Biotech Co., Ltd.

For CUT&Tag qPCR, added 5 pL Stop Buffer to
the resuspended DNA Extract Beads Pro from the
DNA extraction step, mix thoroughly, and incubate at
95 °C for 5 min. Centrifuge instantaneously, place the
8-plex tubes on a magnetic rack, and transfer the
supernatant to a new 8-plex tube after the solution is
clarified (30 s - 2 min). The supernatant obtained was
the fragmented DNA, which was used for qPCR. The
primers used for CUT&Tag-qPCR are listed in Table
S3.

Data analysis of CUT&Tag-seq

For CUT&Tag-seq data, reads were mapped to
the human reference genome (hgl9) using Bowtie2
(version 2.4.5) [66]. The aligned BAM files were
subjected to quality control using SAMtools [67], and
only uniquely mapped reads were retained for further
analysis. Significant peaks were called using MACS2,
with the exception of the -q 0.01 parameter, all other
parameters were set to default values [68]. BigWig
files were generated from the BAM files using
bamCoverage from deepTools [69], with the following

parameters: -binSize 10 -effective GenomeSize
2864785220 and normalized using RPKM. CUT&Tag
signal of H3K27ac was used to define

super-enhancers, ROSE was employed for enhancer
and super-enhancer identification, along with the
annotation of relevant genes [7]. Spearman correlation
coefficient analysis based on the read coverages for
genomic regions for Bigwig files was performed using
deepTools  multiBigwigSummary  [69].  Peak
distributions were analyzed by ChlPseeker package
[70].

ATAC-seq

5 x 10* HUVECs at different stages were
collected by 0.05% trypsin digestion and resuspended
the samples in 1 x phosphate-buffered saline (PBS).
The cells were centrifuged at 500 g, 4 °C for 5 min, and
the cell pellet was then resuspended in 50 pL of
ice-cold lysis buffer containing 10 mM Tris-HCI (pH
7.4), 10 mM NaCl, 3 mM MgCl,, and 0.1% (v/v) Igepal
CA-630. The cell suspension was placed on ice for 2
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min to allow cell lysis, followed by centrifugation at
500 x g for 5 min at 4 °C to collect the nuclei. The lysed
cells were then transferred to sterile PCR tubes and
subjected to transposition reaction and library
construction using the TruePrep DNA Library Prep
Kit V2. For the transposition reaction and library
construction, the lysed cell samples were mixed with
5 x TTBL, TTE-Mix V50, and ddH>O according to the
kit instructions. The mixture was heated at 37 °C for
30 min to facilitate the fragmentation reaction.
Afterward, 5 x TAB, PPM, P5 Primer, and P7 Primer
were added to the enzymatically treated products
purified using VAHTS DNA Clean Beads. The DNA
library was obtained by performing 15 cycles of PCR
amplification. Subsequently, the library was purified
and subjected to paired-end sequencing on the
NovaSeq 6000 platform with two biological replicates
at Novogene Biotech Co., Ltd.

Data analysis of ATAC-seq

For ATAC-seq data, reads were aligned to the
human reference genome (hgl9) using Bowtie2
(version 2.4.5) [66]. The aligned BAM files underwent
quality control using SAMtools [67], and only

uniquely mapped reads were retained. PCR
duplicates ~ were  removed  using  Picard
(http:/ /broadinstitute.github.io/ picard/) for

subsequent analysis. Significant peaks were called
using MACS2, with the exception of the -q 0.01
parameter, all other parameters were set to default
values [68]. BigWig files were generated from the
BAM files using bamCoverage from deepTools [69],
with the following parameters: -binSize 10
-effectiveGenomeSize 2864785220 and normalized
using RPKM. Peak distributions were analyzed by
ChlIPseeker package [70].

ATAC-CUT&Tag peak overlap: Overlap analysis
of ATAC-seq and H3K27ac CUT&Tag-seq peaks was
performed using the bedtools intersect -a
ATAC peaks.bed -b H3K27ac_peaks.bed -c¢ >
overlap_counts.bed [71]. The command was used to
identify the regions of overlap between the two peak
sets, and the output was saved in a BED format file.
The percentage of ATAC-seq peaks that overlapped
with H3K27ac CUT&Tag-seq peaks was calculated as
the total length of overlapping regions divided by the
total length of ATAC-seq peaks.

ATAC-Seq fragment plot

The insert size distribution plot for ATAC-seq
was generated by extracting fragment length
information from the ninth column of the BAM file
using the Samtools view command [67]. The extracted
fragment length information was then imported into
R statistical software for visualization. The insert size
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distribution plot was generated by plotting the
frequency of each fragment length on the y-axis
against the fragment length on the x-axis using the
ggplot2 package in R statistical software.

RNA-seq

TRIzol reagent was utilized for the isolation of
total RNA according to the manufacturer's
instructions. Subsequently, the extracted RNA was
sent to Guangzhou Epibiotek Co., Ltd. for further
processing, including cDNA library preparation and
[llumina sequencing using a NovaSeq 6000 platform
with paired-end read configuration.

Data analysis of RNA-seq

For RNA-Seq data, reads were mapped to the
human reference genome (hg19) using hisat2 (version
2.1.0). SAMtools was employed to perform quality
control on the aligned BAM files, retaining only
uniquely mapped reads [67]. The quantification of
reads was conducted using featureCounts. TPM
values that represent gene expression were generated
using R statistical software. DESeq2 was utilized for
differential expressed gene analysis with Log2 (fold
change) = 1 and P value < 0.05. BigWig files were
generated from the BAM files using bamCoverage
from deepTools [69].

Principal component analysis

The plotPCA tool of deepTools was utilized to
analyze the enhancer, promoter, and super-enhancer
profiles of HUVECs at different stages.

Identification of differential enhancer,
promoter, super-enhancer

For different stages of HUVECs, the bedtools
subtract command was used to identify
specific-enhancer, promoter, or super-enhancer. This
command was employed to identify differential
regions between two sets of peaks. For instance,
regions in set A were subtracted from regions in set B,
the parameter -A was used to remove all overlapping
regions. Taking super-enhancers as an example for
finding gain or loss elements: firstly, all BAM files
were merged, and the MACS2 call peak algorithm
was applied to identify the peaks of super-enhancer.
The count value of super-enhancer peaks in the BAM
files was then calculated. Subsequently, the
differential expression analysis was performed using
the DESeq2 package in R statistical software.
Differential peaks were determined based on the
criteria of |Log2 fold change| >1 and P value < 0.05.
Upregulation indicated gain, while downregulation
indicated loss. Finally, the HOMER software was
employed to annotate the genes associated with the
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differential peaks.

Gene ontology (GO) analysis

The R package clusterProfiler was utilized to
identify  significantly ~enriched GO biological
processes, applying a p-value cutoff of 0.05 and a
g-value cutoff of 0.05.

CRC identification

Coltron, a Python package, was used to build
transcriptional regulatory networks by integrating
H3K27ac CUT&Tag data as the previous method
(https:/ / pypi.python.org/ pypi/coltron) [72]. In brief,
the interaction network of SE-associated TFs was
constructed using in-degree and out-degrees to
measure node connectivity. This quantifies the degree
of in-degree and out-degree regulation of core
transcription factors regulated by super-enhancers,
with in degree representing the ability to which
transcription factors are regulated by other core
transcription factors and out degree representing the
ability of transcription factors to regulate other core
transcription factors.

Plasmid construction, lentiviral packaging and
RNA interference

FOXP1 cDNA was derived from a HUVEC
cDNA library and then homologously recombined
into pcDNA3.1-EGFP, pET-28a (+), and pLVX vectors
using the Seamless Cloning Kit for the purposes of
transient transfection, protein purification, and
lentiviral packaging, respectively. Subsequently,
critical fragments were deleted through reverse PCR.
Lentivirus was packaged in HEK293T cells. Briefly,
lentiviral vector, packaging plasmid (psPAX2) and
coat protein plasmid (pMD2.G) were transfected at
3:2:1 ratio by polyethyleneimine (PEI) reagent. Viral
particles were collected 48 h after transfection, 0.45pm
filtered, and concentrated with 100K Centrifugal Filter
Unit. For RNA interference, Lipofectamine™
RNAIMAX was used according to the manufacturer's
instructions. SiIRNA and RNAiMAX were mixed
using Opti-MEM, and the mixture was incubated at
room temperature for 15 min and then dropped
evenly into HUVECs with approximately 70%
confluency. Three siRNAs targeting human FOXP1
and a nontargeting control siRNA were purchased
from RiboBio (Guangdong, China), and two siRNAs
targeting human SESN3 were purchased from
Tsingke Biotech (Beijing, China). The specific siRNA
sequences can be found in Table S5.

dCas9-KRAB CRISPRi and sgRNA construct
design

To modulate enhancer activities, we designed

https://lwww.thno.org



Theranostics 2026, Vol. 16, Issue 3

sgRNAs and subsequently integrated them into
dCas9-KRAB lentiviral vectors to facilitate the
repression of enhancers. The sgRNA sequence is
listed in Table S4. To suppress endogenous FOXP1
expression, we devised a multiplexed CRISPRi
strategy. Three sgRNAs were designed targeting the
promoter region of FOXP1 and were ligated to the
dCas9-KRAB vector using tRNA sequences in
tandem. These vectors were then packaged into
lentivirus and used to infect HUVECs. The sgRNA
sequences can be found in Table S4.

Padlock probe (PLP) hybridization and ligation

Cells were seeded on slides, fixed with 4% PFA
for 30 min, and dehydrated with 70%, 80%, and 100%
ethanol for 5 min each. InmEdge hydrophobic barrier
pen was used to create a reaction area. After digesting

with 0.5 U/pL blunt-end restriction enzyme Stu | at

37 °C for 1 h, washed three times with 1 x DEPC-PBST.
To digest the DNA double strands into single strand,
0.2 U/pL Lambda Exonuclease digestion was
performed at 37 °C for 30 min, followed by three
washes with 1 x DEPC-PBST. To hybridize the PLPs
with target single-stranded DNA, 01 pM of
phosphorylated PLPs in 6 x SSC and 10% formamide
was added on the slides and incubated for 4 h at 37
°C. After washing three times with 1 x DEPC-PBST,
PLPs was ligated by applying a ligation mix
containing 1 x SplintR buffer, 2.5 U/pL SplintR
Ligase, 50% glycerol, and 0.2 pg/pL BSA, and
incubated for 1 h at 37 °C. Then the slide was washed
three times with 1 x DEPC-PBST. The probe
sequences can be found in Table S5.

Rolling circle amplification (RCA)

First, 0.1 pM of RCA primers in 6 x SSC and 10%
formamide was added to the reaction area and
incubated for 1 h at 37 °C, allowing hybridization with
PLPs. RCA was initiated by applying a reaction mix in
DEPC-HO containing 1 x EquiPhi29 buffer, 0.1 U/pL
Equi Phi29 DNA polymerase, 1 mM dNTP, 5%
glycerol, 0.2 pg/pL BSA, and 1 mM DTT to the
reaction area and incubated overnight at 37 °C, then
washed three times with 1 x DEPC-PBST. Finally,
RCA products (RCPs) were visualized by being
hybridized with 0.1 pM fluorophore-conjugated
detection probes in 6 x SSC and 10% formamide for 30
min at room temperature. The slides were ready for
imaging after being mounted with SlowFade Gold
Antifade Mountant containing 0.5 pg/mL DAPL

SA-B-gal staining

SA-B-gal staining was performed using the
Senescence -Galactosidase Staining Kit following the
manufacturer's instructions. Briefly, cells or tissue
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were PBS-washed and fixed in SA-B-gal fixing
solution for 15 min at room temperature. After three
washes with PBS, cells or tissue were incubated with
the working solution at 37 °C overnight. Images were
acquired at 100 x magnification using an Eclipse
TS100 Inverted Microscope (Nikon Corporation) and
analyzed using the Image]J software (NIH) to quantify
the percentage of cells undergoing senescence based
on SA-P-gal signals.

In vitro permeability assay

The FITC-Dextran transendothelial flux was
quantitatively measured as an index of endothelial
permeability. A density of 105 cells/mL HUVECs was
seeded on transwell membranes and grown until they
formed a functional monolayer. Tracer FITC-dextran
(1 mg/mL) was added to the upper chambers of the
transwell system. The transfer of FITC-dextran across
the HUVECs monolayers was quantified after
incubation at 37 °C for 30 minutes, and samples were
then collected from the lower chambers. The
fluorescence was measured with a plate reader using
492 nm and 520 nm as the excitation and emission
wavelengths, respectively.

EdU assay

EdU staining was performed using the
BeyoClick EdU Kit following the manufacturer's
instructions.  Briefly, cells were fixed and
permeabilized, incubated with the addition of the
thymidine deoxyriboside analogue EdU, and labelled
with Alexa Fluor 488 or 594 by a subsequent click
reaction. The resulting proliferating cells exhibited
intense green or red fluorescence under fluorescence
microscopy. Images were acquired at 100 x
magnification using an EVOS Live-Cell Imager
System (Thermo Fisher) and analyzed using the
Image] software to quantify the percentage of
proliferating cells.

Tube formation

For tube formation, 70 pL matrigel was evenly
applied to the bottom of the 96-well plate and after
curing at 37 °C for 30 min, 8 x 103 cells were seeded
onto the matrigel and cultured. The endothelial cells
were observed to form tubes in about 4-6 h, and
images were collected and quantitatively analyzed by
Image]J software.

Immunofluorescence

Cells or frozen tissue sections were fixed with 4%
paraformaldehyde at room temperature for 15 min,
followed by three washes with PBS. Samples were
then blocked with 5% goat serum and 0.3% Triton
X-100 in PBS at room temperature for 1 h. Antibodies
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were diluted in 0.3% Triton X-100 in PBS and
incubated overnight at 4 °C. After three washes with
PBS, samples were incubated with secondary
antibodies and DAPI for 1 h at room temperature,
washed three additional times with PBS. Samples
were mounted with Fluoromount-G. Images were
captured using a confocal microscope (Leica SP8).
Detailed information of antibodies was listed in
antibodies and reagents.

Woestern blot

Tissues or cells were lysed in a lysis buffer
suitable for Western blot, which included a protease
inhibitor PMSF at a 1:100 dilution. The lysates were
then centrifuged at 10,000 rpm for 10 min at 4 °C, and
the supernatants were collected for analysis. Protein
concentrations were measured using a BCA protein
assay. The total proteins were separated using 12.5%
SDS-PAGE and subsequently transferred onto PVDF
membranes. Signals were detected using a
chemiluminescent HRP substrate.

Quantitative RT-PCR

The TRIzol reagent was used to isolate total RNA
following the manufacturer's instructions. A total of 1
pg of RNA was reverse-transcribed into
complementary DNA  (cDNA) using the
PrimeScriptTM RT Master Mix. Quantitative PCR was
conducted using the qPCR SYBR Master Mix on a
QuantStudio system, with GAPDH serving as the
internal control. Quantification was performed using
the comparative AACT method. The primer sequences
used were listed in Table S3.

Luciferase reporter assay

The enhancer elements were amplified by PCR
from the genomic DNA extracted from HUVECs and
cloned into the pGL3-Promoter luciferase reporter
vectors. The primers are included in Table S3. The
luciferase reporter plasmid and an internal control
plasmid Renilla luciferase vector was transfected into
HEK293T cells using Lipo8000. After 48 h of
transfection, the luciferase activity was measured by
the Double-Luciferase Reporter Assay Kit.

Live-cell imaging

HUVECs-5V40 or HEK293T cells were seeded in
glass bottom dishes. Transfection of
pcDNA3.1-EGFP-FOXP1 and mutant plasmids into
the cells was performed using Lipo8000, and imaging

was conducted 36 h later using confocal microscopy
(Leica SP8) at channel 488 nm.

1,6-hexanediol treatment
10% 1,6-hexanediol was diluted in PBS and
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added to the cells or recombinant protein solution for
5 min, then cells were fixed with 4% PFA for
Immunofluorescence staining or live-cell imaging
directly.

FRAP

FRAP assays were performed using a Leica SP§
confocal microscope. For FRAP experiments in vivo,
after transfection of EGFP-FOXP1 and mutant
plasmids in HUVECs-SV40 or HEK293T cells for 24 h,
turn on the FRAP mode of the microscope, a single
control image was acquired before bleaching, select
the bleached area to set the fluorescence to 100% laser
power (488 nm laser), bleaching was continued for 5 s
in the middle and then withdraw the fluorescence and
the recovery period was set to 60 s for observing the
changes in the droplets and recording fluorescent
signal. For FRAP experiments in vitro, droplets were
formed with 26 pM EGFP-FOXP1-IDR1 recombinant
protein in the presence of 125 mM NaCl and 7.5%
PEG 4000, the FRAP steps are as previously described.

Protein purification

The E. coli prokaryotic system was used to
express recombinant proteins, EGFP-FOXP1 and
EGFP-FOXP1-IDR1 sequences were ligated into
pET-28a (+)-6 x His vectors to transform BL21 (DE3)
competent cells. After coating the plate, single
colonies were picked and supplemented with 0.3 mM
isopropyl-p-d-thiogalactoside and incubated
overnight at 16 °C. The bacterial pellets were collected,
and then sonicated in a non-denaturing lysis buffer
with protease inhibitors. The lysates were spun and
added to BeyoGold His-tag Purification Resin which
had been pre-equilibrated with 5 volumes of the same
buffer. The slurry was poured into a column, washed
with buffer containing 10 mM imidazole and eluted
with elution buffer containing 20 mM imidazole. The
flow-through solution was collected, and analyzed by
SDS-PAGE gel to check the protein expression. The
protein solution was transferred into the dialysis bag,
and dialyzed at 4 °C for 12 h in 1 L dialysis buffer (50
mM Tris-HCl, pH = 7.5, 125 mM NaCl, 10% glycerol
and 1 mM DTT) with rotation. The dialyzed
recombinant protein was concentrated using
ultrafiltration and then quantified by BCA.

Optodroplet assay

The OptoDroplet assay was performed as
described previously [73]. Briefly, the fusion
expression of the Cry2PHR structural domain,
following FOXP1-IDR was transfected into HEK293T
cells, which were then subjected to time-series
scanning at a confocal microscope with a 488-nm
laser. One image was captured every 20 s for a period

https://lwww.thno.org
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of 10 min.

dCas9-SunTag to visualize SESN3 promoter

The plasmid involved in the dCas9-SunTag
system was a gift from Kang Tiebang Lab. The assay
was performed as described previously [74]. Briefly,
10 sgRNAs (sgARRAY) around the SESN3 promoter
were cloned into a pGL3-sgRNA backbone via Golden
Gate reaction. pTETON-dCas9-24*GCN4,
pTETon-scFv-GCN4-sfGFP and sgARRAY were
cotransfected into HEK293T cells for 6 h, and 0.5
pg/mL doxycycline was added into the medium.
After 18 h, the «cells were fixed for
immunofluorescence staining. Primary antibodies
were anti-FOXP1, secondary antibodies were Goat
anti-Rabbit Alexa Fluor Plus 555. Images were
captured using a confocal microscope (Leica SP8). The
sequences of the sgARRAY are provided in Table 54.

Statistical analysis

Statistical analysis was performed using
GraphPad Prism 9.4.1. Data are presented as mean +
SD. Before conducting parametric testing, the
normality of the distribution was confirmed using the
Shapiro-Wilk test (P > 0.05), and the homogeneity of
variance was verified using the Brown-Forsythe test
(P > 0.05). Correlation analysis was conducted using
Spearman coefficient. One-way ANOVA was used to
test for the effect of multiple levels of a factor on
quantitative data, and a two-tailed Student's t-test
was used to compare the differences between the two

groups. P < 0.05 was considered statistically
significant.
Abbreviations

BRD4: Bromodomain-Containing Protein 4;
CUT&Tag:  Cleavage  Under  Targets and
Tagmentation; EdU:  5-Ethynyl-2’-deoxyuridine;
FOXP1: Forkhead box protein P1; GO: Gene ontology;
H3K27ac: Histone H3 lysine 27 acetylation; H3K4mel:
Histone H3 lysine 4 monomethylation; H3K4me3:
Histone H3 lysine 4 trimethylation; H3K9me3:
Histone H3 lysine 9 trimethylation;, HUVEC: Human
umbilical vein endothelial cell; IDR: intrinsically
disordered region; 1,6-HD: 1,6-hexanediol; LLPS:
liquid-liquid phase separation; mTORC1: Mechanistic
target of rapamycin complex 1; SA-B-gal: Senescence
associated p-galactosidase; SE: Super-enhancer;
SESN3: Sestrin 3; siRNA: Small interfering RNA; TF:
Transcription factor.

Supplementary Material

Supplementary figures.
https:/ /www.thno.org/v16p1386s1.pdf

1407

Supplementary tables.

https:/ /www.thno.org/v16p1386s2.xIsx
Supplementary movie 1.

https:/ /www.thno.org/v16p1386s3.mp4
Supplementary movie 2.

https:/ /www.thno.org/v16p1386s4.mp4
Supplementary movie 3.

https:/ /www.thno.org/v16p1386s5.mp4

Acknowledgements

This work was supported by the National
Natural Science Foundation of China (82571787,
82071576, 82270460, 32570697); the Natural Science
Foundation of Guangdong Province (2021KCXTD
049); the Discipline Construction Project of
Guangdong Medical University  (45G24018G,
45G22306P); and Guangdong Medical University
Clinical + Basic Technology Innovation Special
Program Project (GDMULCJC2024097, GDMUZDCG
25001, GDMULCJC2025121). We thank Figure 8C for
its support from Home for Researchers
(www.home-for-researchers.com).

Author contributions

LM, XX, J.T. and J.X. conceived the project and
designed the studies. LM., Z.L,, D.T,, Y.Q., XL, J.Y.
and S.L. performed the molecular, biochemical and
mouse experiments. W.F. and M.S. assisted with the
public data analysis. M.Y., Y.L. and Z.Z. analyzed the
ATAC-seq, CUT&Tag and RNA-seq data. X.T.
conducted the FISH experiments. ].D. provided
valuable suggestions for the phase separation assay.
Y.X, Y.Q, HL. and Z.W. provided patient samples.
Z.L., SX. and X.L. contributed reagents or analytic
tools. L.M. wrote the manuscript. X.X,, J.T. and J.X.
revised the manuscript.

Data availability Statement

Our sequencing data are available through the
following Gene Expression Omnibus accession
number: GSE303848 and GSE303850. Other relevant
data that support the findings of this study are
available from the corresponding authors upon
reasonable request.

Competing Interests
The authors have declared that no competing

interest exists.

References

1. Augustin HG, Koh GY. A systems view of the vascular endothelium in health
and disease. Cell. 2024; 187: 4833-58.

2. Minamino T, Komuro I. Vascular cell senescence: contribution to
atherosclerosis. Circ Res. 2007; 100: 15-26.

https://lwww.thno.org



Theranostics 2026, Vol. 16, Issue 3

10.

11

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

Minamino T, Miyauchi H, Yoshida T, Ishida Y, Yoshida H, Komuro I
Endothelial cell senescence in human atherosclerosis: role of telomere in
endothelial dysfunction. Circulation. 2002; 105: 1541-4.

Lopez-Otin C, Blasco MA, Partridge L, Serrano M, Kroemer G. Hallmarks of
aging: An expanding universe. Cell. 2023; 186: 243-78.

Yang JH, Hayano M, Griffin PT, Amorim JA, Bonkowski MS, Apostolides JK,
et al. Loss of epigenetic information as a cause of mammalian aging. Cell. 2024;
187:1312-3.

Hnisz D, Abraham BJ, Lee TI, Lau A, Saint-André V, Sigova AA, et al.
Super-enhancers in the control of cell identity and disease. Cell. 2013; 155:
934-47.

Whyte WA, Orlando DA, Hnisz D, Abraham BJ, Lin CY, Kagey MH, et al.
Master transcription factors and mediator establish super-enhancers at key
cell identity genes. Cell. 2013; 153: 307-19.

Sabari BR, Dall'Agnese A, Boija A, Klein IA, Coffey EL, Shrinivas K, et al.
Coactivator condensation at super-enhancers links phase separation and gene
control. Science. 2018; 361.

Wang W, Qiao S, Li G, Cheng J, Yang C, Zhong C, et al. A histidine cluster
determines YY1-compartmentalized coactivators and chromatin elements in
phase-separated enhancer clusters. Nucleic Acids Res. 2022; 50: 4917-37.

Xie F, Zhou X, Ran Y, Li R, Zou J, Wan S, et al. Targeting FOXMI1 condensates
reduces breast tumour growth and metastasis. Nature. 2025; 638: 1112-21.
Muratani M, Deng N, Ooi WF, Lin S], Xing M, Xu C, et al. Nanoscale
chromatin profiling of gastric adenocarcinoma reveals cancer-associated
cryptic promoters and somatically acquired regulatory elements. Nat
Commun. 2014; 5: 4361.

Boyer LA, Lee TI, Cole MF, Johnstone SE, Levine SS, Zucker JP, et al. Core
transcriptional regulatory circuitry in human embryonic stem cells. Cell. 2005;
122: 947-56.

Shi C, Sakuma M, Mooroka T, Liscoe A, Gao H, Croce K], et al
Down-regulation of the forkhead transcription factor Foxpl is required for
monocyte differentiation and macrophage function. Blood. 2008; 112:
4699-711.

Pi ], Liu J, Chang H, Chen X, Pan W, Zhang Q, et al. Therapeutic efficacy of
ECs Foxpl targeting Hifla-Hk2 glycolysis signal to restrict angiogenesis.
Redox Biol. 2024; 75: 103281.

Wang Y, Wang X, Fang J, Chen X, Xu T, Zhuang T, et al. Cardiomyocyte
Foxpl-Specific Deletion Promotes Post-injury Heart Regeneration via
Targeting Usp20-HIFla-Hand1 Signaling Pathway. Adv Sci (Weinh). 2025; 12:
€2412124.

Li H, Liu P, Xu S, Li Y, Dekker JD, Li B, et al. FOXP1 controls mesenchymal
stem cell commitment and senescence during skeletal aging. ] Clin Invest.
2025; 135.

Wu M, Tang W, Chen Y, Xue L, Dai J, Li Y, et al. Spatiotemporal
transcriptomic changes of human ovarian aging and the regulatory role of
FOXP1. Nat Aging. 2024; 4: 527-45.

Zhang L, Tian M, Zhang M, Li C, Wang X, Long Y, et al. Forkhead Box Protein
K1 Promotes Chronic Kidney Disease by Driving Glycolysis in Tubular
Epithelial Cells. Adv Sci (Weinh). 2024; 11: €2405325.

Du M, Stitzinger SH, Spille JH, Cho WK, Lee C, Hijaz M, et al. Direct
observation of a condensate effect on super-enhancer controlled gene bursting.
Cell. 2024; 187: 331-44.e17.

Ahn JH, Davis ES, Daugird TA, Zhao S, Quiroga IY, Uryu H, et al. Phase
separation drives aberrant chromatin looping and cancer development.
Nature. 2021; 595: 591-5.

Yao X, Tan J, Lim KJ, Koh J, Ooi WF, Li Z, et al. VHL Deficiency Drives
Enhancer Activation of Oncogenes in Clear Cell Renal Cell Carcinoma. Cancer
Discov. 2017; 7: 1284-305.

Ye B, Fan D, Xiong W, Li M, Yuan J, Jiang Q, et al. Oncogenic enhancers drive
esophageal squamous cell carcinogenesis and metastasis. Nat Commun. 2021;
12: 4457.

Ott CJ, Federation AJ, Schwartz LS, Kasar S, Klitgaard JL, Lenci R, et al.
Enhancer Architecture and Essential Core Regulatory Circuitry of Chronic
Lymphocytic Leukemia. Cancer Cell. 2018; 34: 982-95.€7.

Ni YG, Berenji K, Wang N, Oh M, Sachan N, Dey A, et al. Foxo transcription
factors blunt cardiac hypertrophy by inhibiting calcineurin signaling.
Circulation. 2006; 114: 1159-68.

Chang ZS, Xia JB, Wu HY, Peng WT, Jiang FQ, Li J, et al. Forkhead box O3
protects the heart against paraquat-induced aging-associated phenotypes by
upregulating the expression of antioxidant enzymes. Aging Cell. 2019; 18:
€12990.

Willcox BJ, Tranah GJ, Chen R, Morris BJ, Masaki KH, He Q, et al. The FoxO3
gene and cause-specific mortality. Aging Cell. 2016; 15: 617-24.

Zhang W, Zhang S, Yan P, Ren ], Song M, Li ], et al. A single-cell
transcriptomic landscape of primate arterial aging. Nat Commun. 2020; 11:
2202.

Xie W, Ke Y, You Q, LiJ, Chen L, Li D, et al. Single-Cell RNA Sequencing and
Assay for Transposase-Accessible Chromatin Using Sequencing Reveals
Cellular and Molecular Dynamics of Aortic Aging in Mice. Arterioscler
Thromb Vasc Biol. 2022; 42: 156-71.

Sava GP, Fan H, Coombes RC, Buluwela L, Ali S. CDK7 inhibitors as
anticancer drugs. Cancer Metastasis Rev. 2020; 39: 805-23.

Bhagwat AS, Roe ]S, Mok BYL, Hohmann AF, Shi J, Vakoc CR. BET
Bromodomain Inhibition Releases the Mediator Complex from Select
cis-Regulatory Elements. Cell Rep. 2016; 15: 519-30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42,

43.

44,

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

56.

57.

58.

59.

1408

Gilbert LA, Larson MH, Morsut L, Liu Z, Brar GA, Torres SE, et al.
CRISPR-mediated modular RNA-guided regulation of transcription in
eukaryotes. Cell. 2013; 154: 442-51.

Gilbert LA, Horlbeck MA, Adamson B, Villalta JE, Chen Y, Whitehead EH, et
al. Genome-Scale CRISPR-Mediated Control of Gene Repression and
Activation. Cell. 2014; 159: 647-61.

Carlstrom M, Weitzberg E, Lundberg JO. Nitric Oxide Signaling and
Regulation in the Cardiovascular System: Recent Advances. Pharmacol Rev.
2024; 76: 1038-62.

Lu B, Zou C, Yang M, He Y, He ], Zhang C, et al. Pharmacological Inhibition of
Core Regulatory Circuitry Liquid-liquid Phase Separation Suppresses
Metastasis and Chemoresistance in Osteosarcoma. Adv Sci (Weinh). 2021; 8:
€2101895.

Shan L, Wang W, Du L, Li D, Wang Y, Xie Y, et al. SP1 undergoes phase
separation and activates RGS20 expression through super-enhancers to
promote lung adenocarcinoma progression. Proc Natl Acad Sci U S A. 2024;
121: 2401834121.

Gao C, Gao A, Jiang Y, Gao R, Guo Y, Peng Z, et al. Hypoxia-induced phase
separation of ZHX2 alters chromatin looping to drive cancer metastasis. Mol
Cell. 2025; 85: 1525-42.¢10.

Banani SF, Lee HO, Hyman AA, Rosen MK. Biomolecular condensates:
organizers of cellular biochemistry. Nat Rev Mol Cell Biol. 2017; 18: 285-98.
Sabari BR, Dall'Agnese A, Young RA. Biomolecular Condensates in the
Nucleus. Trends Biochem Sci. 2020; 45: 961-77.

Chong S, Dugast-Darzacq C, Liu Z, Dong P, Dailey GM, Cattoglio C, et al.
Imaging dynamic and selective low-complexity domain interactions that
control gene transcription. Science. 2018; 361.

Jonas F, Navon Y, Barkai N. Intrinsically disordered regions as facilitators of
the transcription factor target search. Nat Rev Genet. 2025.

Wake N, Weng SL, Zheng T, Wang SH, Kirilenko V, Mittal J, et al. Expanding
the molecular grammar of polar residues and arginine in FUS phase
separation. Nat Chem Biol. 2025.

Mészaros B, Erdos G, Dosztanyi Z. IUPred2A: context-dependent prediction
of protein disorder as a function of redox state and protein binding. Nucleic
Acids Res. 2018; 46: W329-w37.

Aging Atlas: a multi-omics database for aging biology. Nucleic Acids Res.
2021; 49: D825-d30.

Chen CC, Jeon SM, Bhaskar PT, Nogueira V, Sundararajan D, Tonic I, et al.
FoxOs inhibit mTORC1 and activate Akt by inducing the expression of
Sestrin3 and Rictor. Dev Cell. 2010; 18: 592-604.

Steenman M, Espitia O, Maurel B, Guyomarch B, Heymann MF, Pistorius MA,
et al. Identification of genomic differences among peripheral arterial beds in
atherosclerotic and healthy arteries. Sci Rep. 2018; 8: 3940.

Lu YR, Tian X, Sinclair DA. The Information Theory of Aging. Nat Aging.
2023; 3: 1486-99.

Yu J, Zhang Z, Chen Y, Wang ], Li G, Tao Y, et al. Super-Enhancer-Driven
IRF2BP2 is Activated by Master Transcription Factors and Sustains T-ALL Cell
Growth and Survival. Adv Sci (Weinh). 2025; 12: €2407113.

Morrison TA, Vigee ], Tovar KA, Talley TA, Mujal AM, Kono M, et al.
Selective requirement of glycosphingolipid synthesis for natural killer and
cytotoxic T cells. Cell. 2025.

Xie JJ, Jiang YY, Jiang Y, Li CQ, Lim MC, An O, et al. Super-Enhancer-Driven
Long Non-Coding RNA LINC01503, Regulated by TP63, Is Over-Expressed
and Oncogenic in Squamous Cell Carcinoma. Gastroenterology. 2018; 154:
2137-51.el.

Luo Z, Xia M, Shi W, Zhao C, Wang J, Xin D, et al. Human fetal cerebellar cell
atlas informs medulloblastoma origin and oncogenesis. Nature. 2022; 612:
787-94.

JiaD, Wang Q, Qi Y, Jiang Y, He ], Lin Y, et al. Microbial metabolite enhances
immunotherapy efficacy by modulating T cell stemness in pan-cancer. Cell.
2024; 187: 1651-65.e21.

Alberti S, Hyman AA. Biomolecular condensates at the nexus of cellular stress,
protein aggregation disease and ageing. Nat Rev Mol Cell Biol. 2021; 22:
196-213.

Tang B, Wang X, He H, Chen R, Qiao G, Yang Y, et al. Aging-disturbed FUS
phase transition impairs hematopoietic stem cells by altering chromatin
structure. Blood. 2024; 143: 124-38.

Yan K, Ji Q, Zhao D, Li M, Sun X, Wang Z, et al. SGF29 nuclear condensates
reinforce cellular aging. Cell Discov. 2023; 9: 110.

Li S, Weidenfeld J, Morrisey EE. Transcriptional and DNA binding activity of
the Foxpl/2/4 family is modulated by heterotypic and homotypic protein
interactions. Mol Cell Biol. 2004; 24: 809-22.

Dasen JS, De Camilli A, Wang B, Tucker PW, Jessell TM. Hox repertoires for
motor neuron diversity and connectivity gated by a single accessory factor,
FoxP1. Cell. 2008; 134: 304-16.

Hu H, Wang B, Borde M, Nardone J, Maika S, Allred L, et al. Foxpl is an
essential transcriptional regulator of B cell development. Nat Immunol. 2006;
7: 819-26.

Wang B, Weidenfeld J, Lu MM, Maika S, Kuziel WA, Morrisey EE, et al. Foxp1
regulates cardiac outflow tract, endocardial cushion morphogenesis and
myocyte proliferation and maturation. Development. 2004; 131: 4477-87.

Liu J, Zhuang T, Pi ], Chen X, Zhang Q, Li Y, et al. Endothelial Forkhead Box
Transcription Factor P1 Regulates Pathological Cardiac Remodeling Through
Transforming Growth Factor-p1-Endothelin-1 Signal Pathway. Circulation.
2019; 140: 665-80.

https://lwww.thno.org



Theranostics 2026, Vol. 16, Issue 3

60.

61.

62.

63.

64.

65.

66.

67.

68.

69.

70.

71.

72.

73.

74.

75.

Wang X, Jiang A, Meng Q, Jiang T, Lu H, Geng X, et al. Aberrant phase
separation drives membranous organelle remodeling and tumorigenesis. Mol
Cell. 2025; 85: 1852-67.e10.

Kopnin PB, Agapova LS, Kopnin BP, Chumakov PM. Repression of sestrin
family genes contributes to oncogenic Ras-induced reactive oxygen species
up-regulation and genetic instability. Cancer Res. 2007; 67: 4671-8.

Simcox J, Lamming DW. The central moTOR of metabolism. Dev Cell. 2022;
57: 691-706.

Kaeberlein M, Powers RW, 3rd, Steffen KK, Westman EA, Hu D, Dang N, et al.
Regulation of yeast replicative life span by TOR and Sch9 in response to
nutrients. Science. 2005; 310: 1193-6.

Long X, Spycher C, Han ZS, Rose AM, Miiller F, Avruch J. TOR deficiency in
C. elegans causes developmental arrest and intestinal atrophy by inhibition of
mRNA translation. Curr Biol. 2002; 12: 1448-61.

Ortega-Molina A, Lebrero-Fernandez C, Sanz A, Calvo-Rubio M,
Deleyto-Seldas N, de Prado-Rivas L, et al. A mild increase in nutrient
signaling to mTORC1 in mice leads to parenchymal damage, myeloid
inflammation and shortened lifespan. Nat Aging. 2024; 4: 1102-20.

Xu ], Song F, Lyu H, Kobayashi M, Zhang B, Zhao Z, et al. Subtype-specific 3D
genome alteration in acute myeloid leukaemia. Nature. 2022; 611: 387-98.
Langmead B, Salzberg SL. Fast gapped-read alignment with Bowtie 2. Nat
Methods. 2012; 9: 357-9.

Li H, Handsaker B, Wysoker A, Fennell T, Ruan J, Homer N, et al. The
Sequence Alignment/Map format and SAMtools. Bioinformatics. 2009; 25:
2078-9.

Zhang Y, Liu T, Meyer CA, Eeckhoute ], Johnson DS, Bernstein BE, et al.
Model-based analysis of ChIP-Seq (MACS). Genome Biol. 2008; 9: R137.
Ramirez F, Ryan DP, Griining B, Bhardwaj V, Kilpert F, Richter AS, et al.
deepTools2: a next generation web server for deep-sequencing data analysis.
Nucleic Acids Res. 2016; 44: W160-5.

Yu G, Wang LG, He QY. ChIPseeker: an R/Bioconductor package for ChIP
peak annotation, comparison and visualization. Bioinformatics. 2015; 31:
2382-3.

Quinlan AR, Hall IM. BEDTools: a flexible suite of utilities for comparing
genomic features. Bioinformatics. 2010; 26: 841-2.

Lin CY, Erkek S, Tong Y, Yin L, Federation AJ, Zapatka M, et al. Active
medulloblastoma enhancers reveal subgroup-specific cellular origins. Nature.
2016; 530: 57-62.

Shin Y, Berry ], Pannucci N, Haataja MP, Toettcher JE, Brangwynne CP.
Spatiotemporal ~ Control of Intracellular Phase Transitions Using
Light-Activated optoDroplets. Cell. 2017; 168: 159-71.e14.

Shao S, Chang L, Sun Y, Hou Y, Fan X, Sun Y. Multiplexed sgRNA Expression
Allows Versatile Single Nonrepetitive DNA Labeling and Endogenous Gene
Regulation. ACS Synth Biol. 2018; 7: 176-86.

1409

https://lwww.thno.org



