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Aging is accompanied by many physiological changes. These changes can
progressively lead to many types of cardiovascular diseases. During this process
blood vessels lose their ability to maintain vascular homeostasis, ultimately resulting
in hypertension, stroke, or myocardial infarction. Increase in DNA damage is one of
the hallmarks of aging and can be repaired by the DNA signaling and repair system.
In our study we show that long non-coding RNA Aerrie (linc01013) contributes to the
DNA signaling and repair mechanism. Silencing of Aerrie in endothelial cells impairs
angiogenesis, migration, and barrier function. Aerrie associates with YBX1 and together
they act as important factors in DNA damage signaling and repair. This study identifies
Aerrie as a novel factor in genomic stability and as a binding partner of YBX1 in
responding to DNA damage.

Keywords: LncRNA – long non-coding RNA, endothelial cell, aging, DNA damage, cardiovascular disease

INTRODUCTION

Cardiovascular disease (CVD) is the main cause of death worldwide at old age (Benjamin et al.,
2019). Structural and functional changes of the vasculature accumulate throughout life resulting
in increased arterial thickening, stiffness, and dysfunctional endothelium (Lakatta and Levy,
2003a). These changes result in increased systolic pressure, increased risk of development of
atherosclerosis, myocardial infarction, hypertension, and stroke (Lakatta and Levy, 2003b). Aging
is causally linked with many cellular changes leading to replicative senescence and inflammation.
Endothelial cell senescence is associated with reduced activity of endothelial nitric oxide synthase,
less responsiveness to hemodynamic forces, and inflammation (Wang et al., 2007; Kang et al., 2009;
Collins and Tzima, 2011). Senescence begins with shortening of telomeres that ultimately exposes
an uncapped free double-stranded chromosome end leading to activation of the DNA damage
response pathway (Childs et al., 2015). Understanding the mechanisms may open new paths for
intervention of CVDs.

The DNA damage response pathway is well described and is important to maintain the
genomic integrity of the aging cell. In response to DNA damage, multiple intra-cellular signaling
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cascades are activated in order to coordinate the appropriate
repair of DNA damage (Shiloh and Ziv, 2013; Blackford and
Jackson, 2017). This so-called DNA damage response (DDR) is
controlled by three phosphoinositide 3-kinase (PI3K)-related
kinases: Ataxia-telangiectasia mutated (ATM), ATM- and
Rad3- related (ATR), and DNA-dependent protein kinase
(DNA-PK) (Blackford and Jackson, 2017). Double-strand
breaks (DSBs) can be recognized by the Ku70/80 heterodimer,
leading to recruitment and activation of DNA-PK promoting
non-homologous end joining (NHEJ) (Davis et al., 2014).
DSBs are also recognized by the Mre11–Rad50–Nbs1 (MRN)
complex leading to either homologous recombination which
is not error-prone or NHEJ (Stracker and Petrini, 2011).
Capture of DNA ends by the MRN complex leads to the rapid
autophosphorylation of ATM (Bakkenist and Kastan, 2003).
Once activated, ATM phosphorylates histone protein H2AX
at serine 139 at the site of the DSB. H2AX is associated with
the recruitment of necessary DNA repair factors to the site of
DSB (Paull et al., 2000; Celeste et al., 2002). Additionally, ATM
phosphorylates cell-cycle checkpoint protein CHK2 (Marechal
and Zou, 2013). Both ATM and CHK2 are able to phosphorylate
P53, thereby inhibiting the interaction of P53 with ubiquitin
ligase MDM2, resulting in rapid P53 stabilization (Chehab et al.,
2000). Due to this stabilization, P53 can control cell fate decisions,
such as cell-cycle arrest, DNA repair, apoptosis, senescence, and
metabolic reprogramming (Li et al., 2012; Moulder et al., 2018).
Long non-coding RNAs (lncRNAs) are known to be involved
in DNA repair. Unraveling their implication in DNA repair
opens further possibilities in understanding the mechanisms
underlying CVD (Thapar, 2018; Haemmig et al., 2020).

Long non-coding RNAs are longer than 200 nucleotides,
transcribed by RNA pol-II, and are not translated into protein.
These transcripts share several properties with protein coding
RNAs, being 5’capped, spliced and 3’ polyadenylated (Guttman
et al., 2009). In contrast, some lncRNAs such as MALAT1
and MEN β are not polyadenylated, but a highly conserved
triple helical structure is generated at the 3’ end to stabilize
their structure (Wilusz et al., 2012). LncRNAs contribute to a
variety of physiological and pathophysiological cellular processes
in the cardiovascular system (Uchida and Dimmeler, 2015).
For example, they influence vessel outgrowth, remodeling, and
angiogenesis by regulation of cellular processes like proliferation,
apoptosis, and migration (Simion et al., 2019). The molecular
functions of lncRNAs are diverse and dependent on the
subcellular location. In the nucleus, lncRNAs are described
as post-transcriptional regulators by binding to chromatin
modifiers. Moreover, they regulate transcription by binding to
transcription factors, mRNA splicing by binding to pre-mRNAs,
and other various processes by binding to ribonucleic protein
components. In the cytoplasm lncRNAs regulated microRNA
function by acting as a miRNA sponge or they can bind to mRNA
to alter its stability (Boon et al., 2016).

We identified the novel lncRNA Aerrie and provide
experimental evidence for its involvement in the DNA damage
repair pathway in the cardiovascular system. We show that Aerrie
is expressed in the endothelium and is upregulated during aging.
Loss of Aerrie reduces endothelial function due to increased

DNA damage. Aerrie is associated with Y-Box protein 1 (YBX1)
and both are crucial for DNA damage repair. Overexpression of
Aerrie increased the efficiency of DNA repair upon genotoxic
damage. Together, these results show a crucial role of lncRNA
Aerrie in regulating endothelial cell aging.

MATERIALS AND METHODS

Cell Culture
Human umbilical vein endothelial cells (HUVECs) were
purchased from Lonza (batch p1028 and p1032) and cultured in
endothelial cell medium (ScienceCell, 1001), supplemented with
ECGS (ScienceCell, 1052), penicillin/streptomycin (ScienceCell,
0503), and 5% fetal bovine serum (ScienceCell, 0025). HUVECs
were used between passage 1 and 5 for experiments unless stated
otherwise. HUVECs were stimulated with unidirectional flow
with 20 dyn/cm2 for 72 h to induce laminar shear stress and
oscillatory flow with 20 dyn/cm2 for 14 h to induce turbulent
flow. For endothelial-to-mesenchymal (endMT) experiments,
HUVECs were stimulated with IL-1β and TGF-β2 for 72 h.
Hek293T cells were purchased from ATCC and cultured in
Dulbecco’s Modified Eagle Medium (Thermo Fisher, 31966021)
supplemented with 10% FCS, 1% Pyruvate, 1% D-glucose, and
1% penicillin/streptomycin, 1% minimum essential media non-
essential amino acid mix (Sigma-Aldrich, M7145). Cells were
cultured at 37◦C with 5% CO2. Cell numbers were determined
with the Countess II cell counter (Thermo Fisher). All cell types
were cultured at 37◦C in a 5% CO2 atmosphere and tested
negative for mycoplasma.

BiKE
Patients undergoing surgery for symptomatic or asymptomatic,
high-grade (>50% NASCET) (Naylor et al., 2003) carotid stenosis
at the Department of Vascular Surgery, Karolinska University
Hospital, Stockholm, Sweden, were enrolled in the Biobank
of Karolinska Endarterectomies (BiKE) study. Symptoms of
plaque instability were defined as transitory ischemic attack,
minor stroke, and amaurosis fugax. Patients without qualifying
symptoms within 6 months prior to surgery were categorized
as asymptomatic and indication for carotid endarterectomy
based on results from the Asymptomatic Carotid Surgery Trial
(ACST) (Halliday et al., 2010). Carotid endarterectomies (carotid
plaques) were collected at surgery (totally 127) and normal
artery controls were obtained from nine macroscopically disease-
free iliac arteries and one aorta from organ donors without
any history of cardiovascular disease (totally 10). All samples
were collected with informed consent from patients or organ
donors’ guardians. All human studies were approved by the
regional Ethics Committee. The BiKE study follows the principles
outlined in the declaration of Helsinki. The BiKE study cohort
demographics, details of sample collection, processing, and large-
scale profiling analyses were previously extensively described
(Perisic et al., 2013, 2016). The microarray dataset is available
from Gene Expression Omnibus (GSE21545). Global gene
expression profiles have been analyzed by Affymetrix HG-U133
plus 2.0 Genechip microarrays in 127 patients’ plaque tissues
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(n = 87 symptomatic and n = 40 asymptomatic) and n = 10
non-atherosclerotic (normal) arteries.

ISHD Samples
Left ventricular tissues from ISHD samples were acquired
from the University of Sydney (Sydney, NSW, Australia),
with the ethical approval of the Human Research Ethics
Committee (number 2012/2814). Explanted left ventricular heart
tissue of healthy donors was used as control samples; the
donors died from a non-cardiac cause, typically motor vehicle
accidents. These healthy donor samples were also acquired from
the University of Sydney. Patient information are shown in
Supplementary Table 1.

RT-qPCR
Total RNA from cultured HUVECs was isolated with direct-zol
RNA miniprep (Zymo Research, R2052) according to the
manufacturer’s protocol. For Real Time Quantitative PCR
(RT-qPCR) analysis, 100–1000 ng total RNA was reverse
transcribed using iScript cDNA synthesis Kit (Bio-Rad,
#1708891). RT-qPCR was performed with iQ SYBR Green
Supermix (Bio-RAD, #170-8886) in the Bio-Rad CFX96 Touch
Real-time PCR Detection system. Ribosomal protein, large,
P0 (RPLP0) or glyceraldehyde-3-phosphate dehydrogenase
(GAPDH) were used for normalization of the samples. Gene
expression analysis was done using the 2−1 CT method. Primer
sequences are listed in the Supplementary Table 2.

Nuclear and Cytoplasmic Cell
Fractionation
Nuclear and cytoplasmic RNA fractions were separated as
described in the literature (Gagnon et al., 2014). All steps
were performed on 4◦C. Briefly, HUVECs were collected by
cell scraping and centrifugation (5 min at 500 × g, 4◦C).
Cell pellets were treated with cytoplasmic lysis buffer [10 mM
Tris–HCl pH 7.5, 10 mM NaCl, 3 mM MgCl2, 0.5% Nonidet
P-40 (NP-40)] and incubated on ice for 5 min. Cells were spun
down and supernatants were collected as cytoplasmic fraction.
Pelleted nuclei were washed with cytoplasmic lysis buffer and
incubated with nucleic lysis buffer (10 mM Tris–HCl pH 7.5,
150 mM NaCl, 3 mM MgCl2) for 5 min on ice. Cytoplasmic
fraction and pelleted nuclei were treated with Trizol and RNA
was extracted from both fractions. Equal volumes of RNA were
used for cDNA synthesis.

LNA-GapmeRs/siRNAs
Cultured HUVECs were transfected at 50–70% confluence with
50 nM LNA-GapmeRs/siRNAs (Qiagen, Hilden, Germany) using
Lipofectamine RNAiMax (Life Technologies) according to the
manufacturer’s protocol in serum reduced OptiMEM medium
(Life Technologies). The medium was changed after 4 h of
transfection to ECM. Sequences of the LNA-GapmeRs/siRNAs
can be found in the Supplementary Table 2.

Lentiviral Constructs
Aerrie (NR_038981.1) full length cDNA was cloned into
pLenti4/v5 (Life Technologies). Lentivirus stocks were produced

in HEK293T cells using pCMV1R8.91 as packaging plasmid
and pMD2.G (Addgene#12259) as vesicular stomatitis virus
G glycoprotein envelope expressing plasmid (Zufferey et al.,
1997). Empty vectors were used as mock control. Transduction
was done for 24 h.

In vitro Sprouting Assay
Human umbilical vein endothelial cells were seeded in ECM
containing methylcellulose (20%) into a non-adherent round-
bottom 96-well plate to allow one spheroid to be formed per
well. Spheroids were collected after 24 h and embedded into
a collagen type I gel (BD Biosciences) in a 12-well plate.
After polymerization (30 min), ECM was added on top and
the plate was incubated for 24 h. Spheroids were fixated with
10% formaldehyde for 15 min and analyzed by bright field
microscopy (Olympus IX50, magnification: 10 × ) using the
Optimas 6.5 imaging software (Media cybernetics). Cumulative
and discontinuous sprout length of each spheroid was measured.
Subtraction of the cumulative sprout length from the maximal
distance of the migrated cell was defined as discontinuous
sprout length. For the rescue experiments with lentiviral Aerrie,
HUVECs were stimulated with 50 nM Doxorubicin (Sigma-
Aldrich, D1515-10MG) for 2 and 4 h. Equal volumes of DMSO
(Sigma-Aldrich, 472301) were used as control.

Scratch Wound Healing Assay
Cell migration chambers (Ibidi) were placed in a 24-well tissue
culture dish. Cells were seeded into each half-chamber and grown
overnight. After removal of the inserts, lateral cell migration
was visualized by bright field microscopy (EVOS XL AMG,
magnification: 4 ×). Pictures were taken at 0 and 6 h after
removal of the inserts. Quantitative assay analysis was performed
in ImageJ. The area covered by cells was determined for the
indicated time points.

Endothelial Barrier and Wound Healing
Endothelial barrier function was measured by the ECIS system
(Applied BioPhysics). 100,000 HUVECs were seeded per well
into a gelatin-coated (1%) 10WE plate (Applied BioPhysics).
Endothelial barrier integrity was analyzed after 24 h when cells
formed a stable monolayer. Barrier resistance (Rb) was measured
by applying an alternating current of 4000 Hz resulting in a
potential which is detected by the ECIS instrument Zθ (Applied
BioPhysics), impedance is determined according to Ohm’s
law. Cell migration was analyzed by inducing cell wounding
through lethal electroporation. Wound repair was observed over
a period of 4 h.

Western Blot Analysis
Human umbilical vein endothelial cells were lysed in Triton
X-100 buffer containing benzonase (Santa Cruz Biotechnology,
Cas 9025-65-4), protease inhibitors (Thermo Fisher, Halt) and
phosphatase inhibitors (Thermo Fisher, Halt) for 1 h on a
spinning wheel on 4◦C. After centrifugation with 15000 × g,
protein content was analyzed with Pierce BCA protein assay
kit (Thermo Fisher). 10 µg of protein was loaded on Sodium
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dodecyl sulfate (SDS) gels and blotted on 0.2 µm nitrocellulose
membranes (GE healthcare). GAPDH was used as a loading
control. Antibodies are listed in the Supplementary Table 3.

RNA Pulldown
Human umbilical vein endothelial cells were crosslinked with
50 mJ UV light and treated in lysis buffer (50 mM Tris–HCl,
150 mM NaCl, 0.5% NaCl, 0.5% NP-40, 80 U Ribolock protease
inhibitor (Thermo Fisher) and volumes were adjusted to 1 ml.
Streptavidin-coupled beads C1 (Thermo Fisher) were pre-
blocked using ytRNA (Thermo Fisher, AM7119) and glycogen
(Thermo Fisher, R0561). For selection of RNP complexes,
lysates were pre-cleared with 50 µl pre-blocked beads for
2 h at 4◦C and subsequently incubated with 100 pmol
2’O-MeRNA oligonucleotides targeting Aerrie or a scrambled
control oligonucleotide for 1 h at 37◦C. Sequence of the oligos
are listed in the Supplementary Table 2. RNP-oligonucleotide
complexes were captured using 25 µl pre-blocked (yeast tRNA,
glycogen; both 0.2 mg/ml) streptavidin C1 beads (Thermo Fisher)
for 1 h at 37◦C. Beads were washed thoroughly with washing
buffer (50 mM Tris–HCl pH8, 150 mM NaCl, 0.05% NP-40) and
eluted with biotin (250 mM) for 1 h at RT. Eluates were analyzed
by RT-qPCR and mass spectrometry.

Crosslinking RNA Immunoprecipitation
Human umbilical vein endothelial cells were crosslinked with
50 mJ UV light and lysed with total lysis buffer (50 mM, Tris–HCl
pH8, 150 mM, NaCl, 0.5% NP-40, and protease inhibitors). The
lysates were cleared by centrifugation at 15000 × g and incubated
with 50 µl protein G magnetic beads (Life Technologies) coated
with antibodies listed in the Supplementary Table 3, overnight at
4◦C, and then washed with lysis buffer containing 0.05% NP-40.
RNA was recovered after protein digestion with Proteinase
K (Thermo Fisher, EO0491) by phenol/chloroform/isoamyl
extraction and analyzed by RT-qPCR.

Mass Spectrometry
RNA pulldown eluates were analyzed by liquid
chromatography/MS using a QExactive Plus (Thermo Fisher)
mass spectrometer equipped with an ultra-high performance
liquid chromatography unit (Dionex Ultimate 3000, Thermo
Fisher) and a Nanospray Flex Ion-Source (Thermo Fisher). Data
analysis was performed in MaxQuant 1.5.3.30, Perseus 1.5.6.0,
and plotted in Excel (Microsoft Office).

Comet Assay
Human umbilical vein endothelial cells were stimulated with
50 nM Doxorubicin (Sigma-Aldrich, D1515-10MG) for 2 and
4 h ECM. As a positive control HUVECs were stimulated
with 500 µM H2O2. Equal volumes of DMSO (Sigma-Aldrich,
472301) were used as control. HUVECs were incorporated
in low melting agarose. Cells were lysed with lysis solution
(Trevigen, #4250-050-01). DNA was unwinded with alkaline
solution (200 mM NaOH, 1 mM EDTA). Electrophoresis was
performed at 24V and at least 300 mA for 30 min. Comets were
stained with SYBR gold (Thermo Fisher, S11494) for 30 min and

visualized with a Zeiss DIMI fluorescent microscope. Comets
were analyzed by Cometscore software (RexHoover).

SCRINSHOT RNA FISH
Subcellular RNA localization was analyzed by SCRINSHOT RNA
FISH (Sountoulidis et al., 2020). Briefly, cells were seeded in
1%-gelatin-coated 12-well removable slides (81201, Ibidi) and
fixated with 4% PFA after 24 h. Slides were treated with 0.1 M
HCl for permeabilization and dehydrated with alcohol to mount
hybridization chambers (Grace Bio-labs). After rehydration, the
cells were incubated for 30 min with blocking solution containing
0.1 M oligo-dT, Ampligase buffer, 0.05 M KCl, 20% formamide,
0.2 µg/µl BSA, 1 U/µl Ribolock (Thermo Fisher) and 0.2 µg/µl
tRNA’s (Ambion). Padlock probes were incubated for 15 min
55◦C and 120 min at 45◦C, washed with 10% formamide in
2× SSC and ligated with SplintR (NEB) for 16–24 h at 25◦C.
Rolling circle amplification was performed with 829 polymerase
(Lucigen) and the primer TAAATAGACGCAGTCAGT∗A∗A.
The amplified products were fixated with 4% PFA and detection
oligos were incubated at RT for 60 min. Coverslips were mounted
with SlowFadeTM Gold Antifade mounting medium.

Statistical Analysis
Data are expressed as mean ± standard error of the mean (SEM),
except the human data from BiKE which is expressed as mean
standard deviation. Graphpad Prism 8 was used for statistical
analysis. Data were tested with paired or unpaired Student’s t-test
or Mann-Whitney test when comparing two groups. Analysis of
variance (ANOVA) followed by Tukey’s post-test was performed
for multiple comparisons. Statistical significance was depicted as
follows: ∗P < 0.05, ∗∗P < 0.01, ∗∗∗P < 0.001, ∗∗∗∗P < 0.0001,
ns = not statistically significant.

RESULTS

Aerrie Is Expressed in Endothelial Cells
and Is Regulated by Aging
We identified lncRNA linc01013 in previously published RNA
sequencing analysis of HUVECs exposed to laminar shear
stress (20 dyn/cm2 for 72 h) compared to static conditions
(Doddaballapur et al., 2015). Linc01013, which we called Aerrie
(Age and EndMT Regulated RNA In Endothelium), is regulated
by shear stress (Figure 1A). Aerrie is downregulated under
laminar flow while it is upregulated by oscillatory flow. KLF2
is a well-known transcriptional regulator that relays effects of
laminar shear stress (Supplementary Figure 1A), accordingly
we observed that Aerrie is regulated by KLF2 (Supplementary
Figure 1B). Cellular senescence or aging is known to regulate
KLF2. In this sense, KLF2 is downregulated by aging in
endothelial cells (Boon et al., 2011; Warboys et al., 2014). On the
other hand, P21 levels are described to be increased in senescent,
aged or disturbed flow exposed endothelial cells (Katsuumi et al.,
2018). Therefore, we were interested whether Aerrie is regulated
by aging and other age-related diseases, such as atherosclerosis
and ischemic heart disease (ISHD). To this end, HUVECs
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FIGURE 1 | The lncRNA Aerrie is expressed in endothelial cells and is regulated by aging, shear stress, and endothelial-to-mesenchymal transition (endMT).
(A) Human umbilical vein endothelial cells (HUVECs) were exposed to laminar (72 h, 20 dyn/cm2) and oscillatory flow (14 h, 20 dyn/cm2). Expression levels of Aerrie
were measured by real-time quantitative PCR (RT-qPCR). Expression values are relative to static condition and normalized to GAPDH mRNA (n > 3). (B) Human
umbilical vein endothelial cells (HUVECs) were artificially aged by passing frequently until senescence is reached. Expression levels of Aerrie were measured by
RT-qPCR in early and late passages (p) (n = 4). (C) Human atherosclerotic plaques were collected, and microarray profiled (GSE21545). Expression levels of Aerrie
were plotted as normal healthy arteries (n = 10) versus atherosclerotic plaques (n = 127). From the atherosclerotic plaques, those from asymptomatic (n = 40) and
symptomatic patients (n = 87) were distinguished and expression levels of Aerrie were plotted. (D) HUVECs were stimulated with IL-1β and TGF-β2 to induce
endMT. Expression levels of Aerrie were measured by RT-qPCR (n = 3). (E) Human heart tissue of the left ventricle was isolated from healthy donor (n = 7) versus
ischemic heart disease (ISHD) patients (n = 7). Expression levels of Aerrie were measured by RT-qPCR. *p < 0.05; **p < 0.01; ***p < 0.001; ****p < 0.0001; ns, not
statistically significant.
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were artificially aged in vitro by serial passaging until cells
reached senescence. These cells showed increased size, disturbed
monolayer formation, and increased expression of Aerrie
(Figure 1B). Additionally, we observed that these senescent or
“aged” HUVECs have higher P21 levels, indicative of cellular
aging (Supplementary Figure 1C). One of the most prominent
age-associated vascular diseases, atherosclerosis, is known to
occur at sites of flow disturbance in arteries (Wang and Bennett,
2012). We examined the expression levels of Aerrie in normal
arteries, asymptomatic and symptomatic atherosclerotic plaques
from the BiKE study (Naylor et al., 2003). This analysis showed
that Aerrie is increased in atherosclerotic plaques. Additionally,
the upregulated expression is also observed in plaques from
symptomatic patients compared to asymptomatic atherosclerotic
patients (Figure 1C). Another hallmark of vascular aging is
endothelial-to-mesenchymal transition (endMT) (Fleenor et al.,
2012). To induce endMT, HUVECs are stimulated with IL-1β

and TGF-β2 cytokines for 72 h. This treatment resulted
in morphological changes, such as increased cell size and
elongation, loss of stable monolayer properties (Figure 1D), and
increased expression of mesenchymal markers (Supplementary
Figure 1D). Importantly, endMT induced the expression of
Aerrie (Figure 1D). Ischemic heart disease (ISHD) is common
in the older population and therefore of interest for this
study (Benjamin et al., 2019). In line with the aging-induced
expression of Aerrie, we observed increased expression of
Aerrie in ISHD tissue from the left ventricle (Figure 1E).
Taken together, these results identify Aerrie as an aging-
induced lncRNA.

Loss of Aerrie Induces Endothelial
Dysfunction
Aging impairs endothelial function such as proliferation and
migration and is linked to cellular senescence (Heiss et al.,
2005; Moriya and Minamino, 2017). To assess whether reduction
of Aerrie contributes to endothelial cell dysfunction, several
cellular assays were performed. Firstly, the localization of Aerrie
was determined by nuclear and cytoplasmic fractionation. We
used RPLP0 as a cytoplasmatic control and the lncRNA Malat1
as a nuclear control. We observed that lncRNA Aerrie is
localized in both fractions (Figure 2A). We further confirmed
the localization by SCRINSHOT RNA FISH (Figure 2B). To
fully deplete both nuclear and cytoplasmic localized Aerrie,
we used LNA-GapmeRs, after which Aerrie expression was
reduced by 90% (Figure 2B and Supplementary Figure 1E).
These oligonucleotides were designed according to our RNA-
sequencing data from HUVECs (Supplementary Figure 1F).
Depletion of Aerrie impaired HUVEC migration capabilities, as
quantified in the scratch assay after 6 h (Figure 2C). This was
further validated by performing a wound healing assay by electric
cell-substrate impedance sensing (ECIS). Accordingly, loss of
Aerrie resulted in slower barrier recovery of the endothelial
monolayer after lethal electroporation (Figure 2D). Furthermore,
ECIS was performed to assess monolayer integrity by measuring
the resistance of the monolayer. Barrier function was significantly
decreased upon Aerrie depletion (Figure 2E). Migration and

intact cell-cell contacts are important for angiogenic sprouting.
Therefore, we assessed the involvement of Aerrie in this process
by performing a 3D endothelial cell sprouting assay. Silencing of
Aerrie resulted in loss of cumulative sprout length and increased
discontinuous sprout length (Figures 2F,G). This suggests that
the loss of Aerrie may affect the ability of endothelial stalk
cells to follow tip cells during angiogenic sprouting. Taken
together, these results show that loss of Aerrie contributes to
endothelial dysfunction.

Depletion of Aerrie Activates DNA
Damage Response Mediated by
YBX1(2/3)
To understand the molecular function of Aerrie in the
endothelium, we aimed to identify protein interaction partners
of Aerrie. Therefore, we performed an RNA pulldown of
endogenous Aerrie followed by protein purification followed by
mass spectrometry. Among the many binding proteins, Y-Box
protein 1 (YBX1, also known as YB1) had the highest iBAQ
value, a measure of absolute protein abundance (Figure 3A;
Schwanhausser et al., 2011). The binding of YBX1 to Aerrie
was validated by crosslinking RNA immunoprecipitation (CLIP)
(Supplementary Figure 2A). YBX1 is a DNA/RNA binding
protein that is involved in cell differentiation and embryonal
development, stress response, and DNA repair in mammalian
cells (Lu et al., 2005; Alidousty et al., 2014; Guarino et al.,
2018). However, the exact mechanism of action of YBX1
remains elusive.

To further reveal the molecular function of Aerrie, we
decided to profile activation of signaling pathways, using a
phosphokinase assay (Figure 3B and Supplementary Figure 2B).
A noticeable increase of phosphorylation was observed for P53
and CHK-2, indicating an increase in activation of the DNA
damage signaling (Figure 3B). To confirm the activation of these
pathways, the phosphorylation levels of the proteins involved
in double- and single-strand break repair were determined.
Loss of Aerrie showed induced phosphorylation of ATM at
serine 1981, CHK-2 at tyrosine 68, H2AX at serine 139, and
P53 at serine 15 indicating increased activation of the double-
strand break repair (Figure 3C). At the same time increased
phosphorylation of proteins involved in single-strand break
repair was observed, such as ATR at serine 1989 and CHK1
at serine 317 (Figure 3D). To assess whether YBX1 plays a
role in the activation of DNA damage signaling upon loss of
Aerrie, we analyzed phosphorylation of DNA repair proteins
after silencing YBX1 and its homologs YBX2 and YBX3. The
rationale for this is that these homologs might compensate
for loss of YBX1 and it is also described that YBX1 can
regulate the expression of YBX3 (Lyabin et al., 2020). We
indeed observed that a single knockdown of YBX1 is less
robust than the knockdown of the entire family (Supplementary
Figure 2C). The combination of silenced YBX2 or YBX3 with
Aerrie does not result in a robust reduction of phosphorylated
ATM compared to the total knockdown of the YBX family
(Supplementary Figure 2C, 3C). Therefore, a knockdown of the
entire YBX family was performed in our studies. Interestingly,
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FIGURE 2 | The loss of Aerrie reduces migration, barrier function, and angiogenic sprouting in vitro. (A) HUVECs were fractionated into nucleus and cytoplasm.
RT-qPCR was performed to measure lncRNA Aerrie localization. RPLP0 was used as cytoplasmatic control and lncRNA Malat1 as a nuclear control (n = 3). (B–G)
HUVECs were treated with gapmeR (gap) targeting Aerrie or a respective control. (B) Subcellular localization of Aerrie in HUVECs was analyzed by SCRINSHOT RNA
FISH. Nuclei were visualized with DAPI. Arrows indicate Aerrie localization. HUVECS were visualized with DAPI on the 405 nm channel and Aerrie on the 488 nm
channel. (C) Scratch assay was performed with HUVECs for 6 h. The horizontal migration is calculated by the change in surface area (n = 7). (D) Electric
cell-substrate impedance sensing (ECIS) was performed to measure migration of HUVECs. The endothelial monolayer was damaged through lethal electroporation.
The recovery slope was determined between 1 to 2 h post wounding (n = 3). (E) ECIS was performed to measure the barrier function of the endothelial monolayer.
The resistance of the endothelial monolayer was determined after 24 h (n = 3). (F) Brightfield images of silenced Aerrie sprouts and its control. (G) Cumulative sprout
length was determined for continuous and discontinuous sprouts. (n = 3, at least 10 spheroids were measured per experiment). Quantification of the discontinuous
sprouts measured by the distance from the tip cell to the stalk cell. **p < 0.01; ****p < 0.0001; ns, not statistically significant.
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FIGURE 3 | Interaction of Aerrie with YBX1 is important for DNA damage signaling. (A) Aerrie-interacting proteins identified by mass spectrometry of RNA-antisense
purifications in HUVECs. Identified proteins are plotted against respective IBAQ values. (B–D) HUVECs were treated with gapmeR (gap) targeting Aerrie, siRNA (si)
targeting YBX1/2/3 or a respective control. (B) Phosphokinase levels of cell survival-related proteins (n = 4). Red dots are defined as the average level of
phosphorylation after silencing knockdown is decreased compared to its respective control. Blue dots are defined as the average level of phosphorylation after
silencing knockdown is increased compared to its respective control. (C) Phosphorylation levels of activated proteins in the double-strand break repair pathway were
analyzed by western blotting. Phosphorylated ATM at serine 1981, CHK-2 at tyrosine 68, H2AX at serine 139, and P53 at serine 15 were analyzed upon depletion of
Aerrie and YBX1 (n > 4). (D) Phosphorylation levels of activated proteins in the single-strand break repair pathway were analyzed by western blotting.
Phosphorylated ATR at serine 1989, CHK-1 at serine 317 were analyzed upon depletion of Aerrie and YBX1 (n = 3). *p < 0.05; **p < 0.01; ***p < 0.001; ns, not
statistically significant.

HUVECs without YBX1/2/3 showed no activation of the repair
pathway proteins (Figures 3C,D). Moreover, when Aerrie and
YBX1/2/3 were co-silenced, the activation of the repair pathway
was abolished, indicating a crucial role of YBX1 in DNA

repair signaling upon loss of Aerrie. YBX1 is described to be
involved in DNA damage, however, its mechanism of action
is not known (Kim et al., 2013; Alemasova et al., 2016). As
mentioned above, we have shown that loss of Aerrie results
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in impaired sprouting and that Aerrie is bound to YBX1. To
assess whether YBX1/2/3 are involved in endothelial function,
we analyzed angiogenic sprouting in endothelial cells with
depletion of YBX1/2/3 and Aerrie (Figure 4A). The loss of
YBX1/2/3 resulted in similar decrease of sprouting as the
inhibition of Aerrie (Figures 2F, 4B). However, discontinuous
sprouts were significantly more present (Figure 4B, right).
Co-silencing of Aerrie and YBX1/2/3 results in a reduced number
of discontinuous sprouts compared to silencing YBX1/2/3 alone.
This phenotype is comparable to knockdown of Aerrie alone,
suggesting that YBX1 and Aerrie have a common function and
that the phenotype can be explained due to inefficient DNA repair
during angiogenic sprouting.

Aerrie Is Involved in DNA Damage and
YBX1 Is Required for DNA Damage
Signaling
The loss of Aerrie induces endothelial dysfunction and shows
increased DNA damage signaling. Whether only DNA damage
signaling is disturbed or whether DNA damage itself is affected is
not known. To this end, we performed a comet assay. The comet
assay is a well-established assay that can determine the relative
amount of DNA damage of cells in all conditions (Olive and
Banath, 2006). Doxorubicin is a chemotherapeutical drug that
causes the DNA to remain open, damaged and unprotected,
leading to apoptosis (Tacar et al., 2013). In line with increased
DNA damage signaling upon Aerrie depletion (Figures 3C,D),
we observed increased DNA damage upon loss of Aerrie in
control and doxorubicin-treated cells (Figure 5A). However,
whereas silencing YBX1 rescues DNA damage signaling induced
by loss of Aerrie (Figures 3C,D), DNA damage itself is
not affected by silencing YBX1. This indicates that loss of
Aerrie induces DNA damage (and subsequent signaling), and
that YBX1 is required only for subsequent signaling and is

not involved in DNA damage induction after loss of Aerrie.
Furthermore, DNA damage signaling in HUVECs treated with
Doxorubicin is increased in all conditions (Figures 5B,C),
as assessed by western blotting. Despite of the silencing of
the YBX family, DNA damage signaling is still activated by
doxorubicin. This effect can be explained by other DNA damage
signaling activation that bypasses Aerrie and YBX1 (Paull,
2015). Taken together, the data suggests that knockdown of
Aerrie induces DNA damage, and that DNA damage repair
in turn requires Aerrie and YBX1 for efficient signaling
to repair the DNA.

Lentiviral Overexpression of Aerrie
Improves DNA Repair and Angiogenic
Sprouting
Next, we determined whether Aerrie gain-of-function inhibits
DNA damage and induces angiogenic sprouting. Therefore,
we overexpressed Aerrie by lentiviral transduction. Without
an exogenous DNA damage stimulus, Aerrie overexpression
does not affect DNA damage, as measured by comet assay
(Figure 6A). Inducing DNA damage using doxorubicin increases
the tail moment by two-fold and, interestingly, is reduced upon
overexpression of Aerrie (Figure 6A). Indeed, overexpression of
Aerrie reduces DNA damage and suggests that DNA repair is
enhanced. This effect is diminished when YBX1/2/3 is knocked
down, implying that YBX1 and Aerrie together are necessary to
have efficient DNA repair.

To identify whether impaired endothelial sprouting
after silencing Aerrie is caused by defect DNA repair
(Figure 2F), we stimulated endothelial spheroids overexpressing
Aerrie with doxorubicin. Indeed, overexpression of Aerrie
show improved angiogenic sprouting under doxorubicin
stimulation compared to mock (Figures 6B,C). Unexpectedly,
we also observed improved continuous sprouts when

FIGURE 4 | Loss of Aerrie and YBX1/2/3 result in impaired sprouting. (A,B) HUVECs were treated with gapmeR (gap) targeting Aerrie, siRNA (si) targeting YBX1/2/3
or a respective control. (A) Sprouting assay (B) Quantification of the continuous and discontinuous sprouts per condition. (n = 3, at least 10 spheroids per
experiment). Sprouts measured by the distance from the tip cell to the stalk cell. **p < 0.01; ****p < 0.0001; ns, not statistically significant.
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FIGURE 5 | Loss of Aerrie causes DNA damage and activation of signaling, while loss of YBX1/2/3 results in impaired DNA damage signaling. (A–C) HUVECs were
treated with gapmeR (gap) targeting Aerrie, siRNA (si) targeting YBX1/2/3 or a respective control. (A) DNA damage was quantified by comet assay. HUVECs were
stimulated with doxorubicin (Dox, 50 nM), embedded in low melting agarose, and stained with SYBR gold for imaging by fluorescence microscopy. Comets were
quantified by CometScore (n > 3, at least 50 comets per experiment). (B) Phosphorylation levels of activated proteins in the double-strand break repair pathway
were analyzed by western blotting. Phosphorylated ATM at serine 1981 and phosphorylated CHK-2 at tyrosine 68 were analyzed of Aerrie and YBX1 depleted
HUVECs (n > 3). (C) Phosphorylation levels of activated proteins in the single-strand break repair pathway were analyzed by western blotting. Phosphorylated ATR
at serine 1981 and CHK-1 at serine 317 were analyzed of Aerrie and YBX1 depleted HUVECs (n = 3). **p < 0.01; ****p < 0.0001; ns, not statistically significant.

YBX1/2/3 is knocked down in combination with Aerrie
overexpression. However, we did not observe a reduction
of discontinuous sprouts in the same condition, suggesting
that Aerrie overexpression is unable to rescue induction
of discontinuous sprouts in the absence of YBX1/2/3. The

increase of discontinuous sprouts by loss of YBX1/2/3
is the same effect we have observed in the previous
experiment (Figures 4A,B). A possible explanation for this
phenotype is a defect in proliferation on the long term
(Kotake et al., 2017).
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FIGURE 6 | Overexpression of Aerrie improves DNA repair and angiogenic sprouting and is impaired by loss of YBX1/2/3. (A–C) HUVECs were treated with lentivirus
(LV) for Aerrie overexpression and siRNA (si) targeting YBX1/2/3 or a respective control. (A) HUVECs with depleted Aerrie or YBX1 are stimulated with Doxorubicin
(50 nM) and embedded in low melting agarose stained with SYBR gold and imaged by fluorescence microscopy. Comets were quantified by CometScore. (n > 3, at
least 50 comets per experiment) (B) Sprouting assay performed with or without stimulation of Doxorubicin (50 nM). (C) Quantification of the continuous and
discontinuous sprouts per condition. Measured by the distance from the tip cell to the stalk cell. (n = 3, ≥10 spheroids per experiment). *p < 0.05; **p < 0.01;
***p < 0.001; ****p < 0.0001; ns, not statistically significant.

In summary, we show that the novel lncRNA Aerrie is
required for normal endothelial function. Aerrie is upregulated
by aging which may have implications for CVD. We show that

depletion of Aerrie causes detrimental effects that results in
impaired sprouting, migration, and barrier function. HUVECs
overexpressing Aerrie are less prone to DNA damage suggesting
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FIGURE 7 | Schematic overview of the function of lncRNA Aerrie and YBX1. Aerrie as an important factor in genomic stability and as a binding partner to YBX1 in
responding to genomic stress in endothelial cells.

more efficient DNA repair. Additionally, Aerrie interacts with
YBX1 and upon depletion of YBX1 and Aerrie, DNA damage
signaling is impaired and increased DNA damage is observed.
The interaction of Aerrie and YBX1 is needed for efficient DNA
repair to maintain proper angiogenic sprouting. In conclusion,
lncRNA Aerrie and YBX1 are important factors in DNA damage
repair in endothelial cells that may be needed to maintain
cardiovascular homeostasis (Figure 7).

DISCUSSION

Our results demonstrate that the novel lncRNA Aerrie is
an essential regulator of endothelial DNA repair and that
Aerrie expression is increased during aging. Loss of Aerrie
is accompanied by impaired angiogenic sprouting, migration,

and endothelial barrier function. Overexpression of Aerrie
improved DNA repair efficiency when the genome is damaged
by doxorubicin. YBX1 is an important binding partner of Aerrie
and it is essential to activate signaling of key components of the
DNA repair pathway (Figure 7).

Aerrie expression is increased with aging, disturbed flow, and
endMT in vitro (Figures 1A,B,D). Aerrie is expressed in arteries
and the heart and is increased in atherosclerotic plaques and
in ischemic hearts (Figures 1C,E). However, the regulation of
Aerrie by aging remains elusive. KLF2 is known to be regulated
by shear stress and acts as an atheroprotective factor (Fledderus
et al., 2007). Mechanistically, we observe that KLF2 regulates
Aerrie expression (Supplementary Figure 1B). Overexpression
of KLF2 decreases expression of Aerrie. Accordingly, we observe
repressed expression of Aerrie in vitro under laminar flow
(Figure 1A) when KLF2 expression is increased (Supplementary
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Figure 1A), while Aerrie expression is increased under
disturbed flow when KLF2 is decreased (Figure 1A and
Supplementary Figure 1A). Future studies will address the
potential role of KLF2 in controlling Aerrie expression during
aging. Another mechanism that regulates Aerrie is endMT. We
identify JMJD2B, a recently reported factor involved in endMT
(Glaser et al., 2020), as a potential regulator of Aerrie expression
(Supplementary Figure 2D), but whether JMJD2B is involved in
endothelial aging remains unknown.

Aerrie or LINC01013 has already been studied in Anaplastic
Large-Cell Lymphoma (ALCL). Chung et al. (2017) describes
Aerrie as an invasion activator of epithelial-to-mesenchymal
transition (EMT). EMT is a physiological process for embryonic
development, but is also found to play a role in fibrosis and
cancer (Stone et al., 2016). EndMT is described as an analogous
process in endothelial cells sharing similar cellular and molecular
events (Medici and Kalluri, 2012). In both processes, the cells
lose their adherens junctions and increase mesenchymal markers
to transition into a mesenchymal phenotype. Chung et al. has
shown that Aerrie regulates Snail to promote ALCL invasion.
However, we observed that Snail is not regulated by Aerrie in
HUVECs (Supplementary Figure 2E). Suggesting that Aerrie
have different functions in other cell types.

Aging is a complex process that has multiple effects on
the endothelium. One of the hallmarks of aging is increased
DNA damage (Donato et al., 2015). Our data show that
loss of Aerrie results in DNA damage and markers such
as ATM, CHK2, γH2AX, P53, ATR, CHK1 are activated.
Interestingly, overexpression of Aerrie enhances the DNA repair
capabilities and results in less DNA damage when stimulated with
doxorubicin (Figure 6A). The model that emerges from these
data is that an increase in Aerrie expression with aging likely
contributes to protection from endothelial dysfunction, but this
rescues mechanism is not sufficient to prevent aging-induced
endothelial dysfunction.

We showed that Aerrie controls DNA repair via YBX1
interaction. Loss of YBX1 reduces efficient DNA repair even in
the presence of Aerrie (Figure 6A). YBX1 has a broad function
in various cell types and is recognized as an oncogenic factor
in several tumors (Lim et al., 2019; Kim et al., 2020). YBX1
participates in post-transcriptional regulation, stress response
signaling, inflammation, and DNA damage (Guarino et al.,
2018; Wang et al., 2019; Hermert et al., 2020). YBX1 can
bind to the DNA close to the damage site with its cold shock
domain (Zhang et al., 2020). Together with Aerrie, this may
be necessary to recruit DNA damage repair proteins to ensure
proper DNA damage repair, such as ATM and ATR. It is unclear
whether and how the Aerrie-YBX1 complex recruits the DNA
repair proteins. However, reduction of YBX1 was sufficient
to abolish the activation of ATM, CHK2, P53, γH2AX, ATR,
and CHK1 in order to repair DNA damage (Figures 3B,C,
5B,C). A possible mechanism would be that upon loss of
Aerrie, YBX1 cannot be translocated to the nucleus (Koike
et al., 1997; Das et al., 2007). Without the translocation, DNA
repair proteins cannot be recruited or activated by Aerrie and
YBX1. Slightly higher expression of YBX1 is observed upon
knockdown of Aerrie, although the localization is not known

(Supplementary Figure 2F). For example, it is described that
the lncRNA TP53TG1 blocks the translocation of YBX1 to the
nucleus to repair the DNA (Diaz-Lagares et al., 2016). The study
provides evidence that epigenetic silencing of TP53TG1 results in
increased DNA damage resistance by YBX1 and the activation of
the PI3K/AKT pathway.

Mechanistically, YBX1 is known to be phosphorylated by
CHK1 at threonine 80 (Blasius et al., 2011). We have detected
an increase in phosphorylated CHK1 and other DNA damage
markers with loss of Aerrie. A possible explanation is that CHK1
regulates YBX1 and thereby regulates DNA repair. Dissociation
of YBX1 from the DNA repair mechanism can be achieved
by ubiquitination. It has been described that YBX1 can be
ubiquitinated by RBBP6 and its RING finger domain (Chibi
et al., 2008). Thus, dissociation of YBX1 from the DNA repair
machinery may be achieved by ubiquitination. LncRNA Aerrie
and YBX1 may be involved in a more complex and versatile
system than we have explored. A possible mechanism could
be that YBX1 and Aerrie are being recruited by DNA damage
sensing proteins such as ATM to enhance the DNA damage
signaling. In these events, ATM is capable to modulate the
function of CHK1 and CHK2 to slow down the cell cycle (Awasthi
et al., 2015). CHK1 subsequently activates YBX1 to complement
the DNA damage signaling to repair the DNA. Upon knockdown
of YBX1, the DNA repair signaling would not be activated when
DNA damage is present, which fits to our data.

Surprisingly, we discovered that overexpression of Aerrie and
the loss of YBX1/2/3 results in rescue of continuous sprouts
under stimulation of doxorubicin (Figures 6B,C). No rescue in
the sprouting assay was expected due to the increase of DNA
damage in the comet assay (Figure 6A). It is possible that the
reduction of DNA damage signaling by loss of YBX1 and the
inhibition of DNA damage by overexpressed Aerrie the cells can
survive apoptosis for a short period of time. In this sense, the
cells can undergo angiogenic sprouting and proliferation until
the threshold of accumulated DNA damage is reached. Also, the
amount of error prone repair can reach a limit until the cells
undergo apoptosis (Khanna, 2015). With the same thought, we
could argue that the rescue of continuous sprouts that we observe
(Figures 6B,C) is due to accumulated amount of error-repaired
DNA that results in cancerous cell growth.

In conclusion, this study provides evidence that lncRNA
Aerrie is required for proper DNA damage signaling,
via interaction YBX1, and for efficient DNA repair in
endothelial cells.
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Supplementary Figure 1 | (A) KLF2 mRNA expression in HUVECs stimulated
under static, laminar (20 dyn/cm2 for 72 h), or oscillatory flow (20 dyn/cm2 for
14 h). Expression levels of Aerrie were measured by real-time quantitative PCR
(RT-qPCR). Expression values are relative to static condition and normalized to
GAPDH mRNA (n > 3). (B) RNA expression levels of Aerrie and KLF2 measured in
lentiviral KLF2 induced HUVECs by RT-qPCR. Expression values are normalized to
RPLP0 RNA. (C) P21 RNA expression levels in early vs. late passaged HUVECs by
RT-qPCR. Expression values are normalized to RPLP0 RNA. (D) EndMT markers
SM22, snail, CNN1 expression levels of HUVECs and endMT induced HUVECs
measured by RT-qPCR. Expression values are normalized to RPLP0 RNA. (E)
Expression level of Aerrie after knockdown with LNA-GapmeR measured by
RT-qPCR. Expression values are normalized to RPLP0 RNA. (F) RNA-sequencing
of HUVECs at Aerrie region. The vertical lines indicate reads and the arches above
and below indicate splice junctions. 4 exons of 2 known validated transcripts of
Aerrie annotated in NCBI show reads, namely NR_038981.1, and NR146223.1.

Supplementary Figure 2 | (A) RT-qPCR of Aerrie from the elution of RNA
crosslinking immunoprecipitation (CLIP) experiments of YBX1. (B) Quantified
phosphorylation levels of proteins from the phosphokinase assay. (C)
Phosphorylation levels of activated ATM after separate YBX1, YBX2, and YBX3
knockdowns analyzed by western blotting. (D) EndMT was induced by IL-1β and
TGF-β2. Aerrie expression level were measured by RT-qPCR after JMJD2B
knockdown in endMT stimulated HUVECs. Expression values are normalized to
RPLP0 RNA. (E) Snail RNA expression levels in HUVECs by RT-qPCR. HUVECs
were treated gapmeR targeting Aerrie (gap) or a respective control. Expression
values are normalized to RPLP0 RNA. (F) YBX1 levels measured upon
knockdown of Aerrie by western blotting (n > 3).

Supplementary Table 1 | ISHD patient IDs with their corresponding information.
Left ventricular tissues from ISHD samples were acquired from the University of
Sydney (Sydney, NSW, Australia), with the ethical approval of the Human
Research Ethics Committee (number 2012/2814). Explanted left ventricular heart
tissue of healthy donors was used as control samples; the donors died from a
non-cardiac cause, typically motor vehicle accidents. The healthy donor samples
were also acquired from the University of Sydney.

Supplementary Table 2 | Gene silencing, qPCR primer and RNA pulldown oligo
sequences. (ST3) Antibody list used for Western blots and RNA IPs.

REFERENCES
Alemasova, E. E., Moor, N. A., Naumenko, K. N., Kutuzov, M. M., Sukhanova,

M. V., Pestryakov, P. E., et al. (2016). Y-box-binding protein 1 as a non-
canonical factor of base excision repair. Biochim. Biophys. Acta 1864, 1631–
1640. doi: 10.1016/j.bbapap.2016.08.012

Alidousty, C., Rauen, T., Hanssen, L., Wang, Q., Alampour-Rajabi, S., Mertens,
P. R., et al. (2014). Calcineurin-mediated YB-1 dephosphorylation regulates
CCL5 expression during monocyte differentiation. J. Biol. Chem. 289, 21401–
21412. doi: 10.1074/jbc.m114.562991

Awasthi, P., Foiani, M., and Kumar, A. (2015). ATM and ATR signaling at a glance.
J. Cell Sci. 128, 4255–4262. doi: 10.1242/jcs.169730

Bakkenist, C. J., and Kastan, M. B. (2003). DNA damage activates ATM through
intermolecular autophosphorylation and dimer dissociation. Nature 421, 499–
506. doi: 10.1038/nature01368

Benjamin, E. J., Muntner, P., Alonso, A., Bittencourt, M. S., Callaway, C. W.,
Carson, A. P., et al. (2019). Heart disease and stroke statistics-2019
update: a report from the American Heart Association. Circulation 139,
e56–e66.

Blackford, A. N., and Jackson, S. P. (2017). ATM, ATR, and DNA-PK: the trinity at
the heart of the DNA damage response. Mol. Cell 66, 801–817. doi: 10.1016/j.
molcel.2017.05.015

Blasius, M., Forment, J. V., Thakkar, N., Wagner, S. A., Choudhary, C., and Jackson,
S. P. (2011). A phospho-proteomic screen identifies substrates of the checkpoint
kinase Chk1. Genome Biol. 12:R78.

Boon, R. A., Hofmann, P., Michalik, K. M., Lozano-Vidal, N., Berghauser, D.,
Fischer, A., et al. (2016). Long noncoding RNA Meg3 controls endothelial cell
aging and function: implications for regenerative angiogenesis. J. Am. Coll.
Cardiol. 68, 2589–2591. doi: 10.1016/j.jacc.2016.09.949

Boon, R. A., Urbich, C., Fischer, A., Fontijn, R. D., Seeger, F. H., Koyanagi, M.,
et al. (2011). Kruppel-like factor 2 improves neovascularization capacity of
aged proangiogenic cells. Eur. Heart J. 32, 371–377. doi: 10.1093/eurheartj/
ehq137

Celeste, A., Petersen, S., Romanienko, P. J., Fernandez-Capetillo, O., Chen,
H. T., Sedelnikova, O. A., et al. (2002). Genomic instability in mice
lacking histone H2AX. Science 296, 922–927. doi: 10.1126/science.106
9398

Chehab, N. H., Malikzay, A., Appel, M., and Halazonetis, T. D. (2000). Chk2/hCds1
functions as a DNA damage checkpoint in G(1) by stabilizing p53. Genes Dev.
14, 278–288.

Chibi, M., Meyer, M., Skepu, A., Dj, G. R., Moolman-Smook, J. C., and Pugh, D. J.
(2008). RBBP6 interacts with multifunctional protein YB-1 through its RING
finger domain, leading to ubiquitination and proteosomal degradation of YB-1.
J. Mol. Biol. 384, 908–916. doi: 10.1016/j.jmb.2008.09.060

Frontiers in Cell and Developmental Biology | www.frontiersin.org 14 January 2021 | Volume 8 | Article 619079

https://www.frontiersin.org/articles/10.3389/fcell.2020.619079/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fcell.2020.619079/full#supplementary-material
https://doi.org/10.1016/j.bbapap.2016.08.012
https://doi.org/10.1074/jbc.m114.562991
https://doi.org/10.1242/jcs.169730
https://doi.org/10.1038/nature01368
https://doi.org/10.1016/j.molcel.2017.05.015
https://doi.org/10.1016/j.molcel.2017.05.015
https://doi.org/10.1016/j.jacc.2016.09.949
https://doi.org/10.1093/eurheartj/ehq137
https://doi.org/10.1093/eurheartj/ehq137
https://doi.org/10.1126/science.1069398
https://doi.org/10.1126/science.1069398
https://doi.org/10.1016/j.jmb.2008.09.060
https://www.frontiersin.org/journals/cell-and-developmental-biology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/cell-and-developmental-biology#articles


fcell-08-619079 December 29, 2020 Time: 17:7 # 15

Pham et al. Aerrie Controls DNA Damage Repair

Childs, B. G., Durik, M., Baker, D. J., and van Deursen, J. M. (2015). Cellular
senescence in aging and age-related disease: from mechanisms to therapy. Nat.
Med. 21, 1424–1435. doi: 10.1038/nm.4000

Chung, I. H., Lu, P. H., Lin, Y. H., Tsai, M. M., Lin, Y. W., Yeh, C. T., et al. (2017).
The long non-coding RNA LINC01013 enhances invasion of human anaplastic
large-cell lymphoma. Sci. Rep. 7:295.

Collins, C., and Tzima, E. (2011). Hemodynamic forces in endothelial
dysfunction and vascular aging. Exp. Gerontol. 46, 185–188. doi:
10.1016/j.exger.2010.09.010

Das, S., Chattopadhyay, R., Bhakat, K. K., Boldogh, I., Kohno, K., Prasad, R., et al.
(2007). Stimulation of NEIL2-mediated oxidized base excision repair via YB-
1 interaction during oxidative stress. J. Biol. Chem. 282, 28474–28484. doi:
10.1074/jbc.m704672200

Davis, A. J., Chen, B. P., and Chen, D. J. (2014). DNA-PK: a dynamic enzyme in
a versatile DSB repair pathway. DNA Repair (Amst) 17, 21–29. doi: 10.1016/j.
dnarep.2014.02.020

Diaz-Lagares, A., Crujeiras, A. B., Lopez-Serra, P., Soler, M., Setien, F., Goyal, A.,
et al. (2016). Epigenetic inactivation of the p53-induced long noncoding RNA
TP53 target 1 in human cancer. Proc. Natl. Acad. Sci. U.S.A. 113, E7535–E7544.

Doddaballapur, A., Michalik, K. M., Manavski, Y., Lucas, T., Houtkooper, R. H.,
You, X., et al. (2015). Laminar shear stress inhibits endothelial cell metabolism
via KLF2-mediated repression of PFKFB3. Arterioscler. Thromb. Vasc. Biol. 35,
137–145. doi: 10.1161/atvbaha.114.304277

Donato, A. J., Morgan, R. G., Walker, A. E., and Lesniewski, L. A. (2015). Cellular
and molecular biology of aging endothelial cells. J. Mol. Cell. Cardiol. 89,
122–135. doi: 10.1016/j.yjmcc.2015.01.021

Fledderus, J. O., van Thienen, J. V., Boon, R. A., Dekker, R. J., Rohlena, J., Volger,
O. L., et al. (2007). Prolonged shear stress and KLF2 suppress constitutive
proinflammatory transcription through inhibition of ATF2. Blood 109, 4249–
4257. doi: 10.1182/blood-2006-07-036020

Fleenor, B. S., Marshall, K. D., Rippe, C., and Seals, D. R. (2012). Replicative aging
induces endothelial to mesenchymal transition in human aortic endothelial
cells: potential role of inflammation. J. Vasc. Res. 49, 59–64. doi: 10.1159/
000329681

Gagnon, K. T., Li, L., Chu, Y., Janowski, B. A., and Corey, D. R. (2014). RNAi
factors are present and active in human cell nuclei. Cell Rep. 6, 211–221. doi:
10.1016/j.celrep.2013.12.013

Glaser, S. F., Heumuller, A. W., Tombor, L., Hofmann, P., Muhly-Reinholz,
M., Fischer, A., et al. (2020). The histone demethylase JMJD2B regulates
endothelial-to-mesenchymal transition. Proc. Natl. Acad. Sci. U.S.A. 117, 4180–
4187. doi: 10.1073/pnas.1913481117

Guarino, A. M., Troiano, A., Pizzo, E., Bosso, A., Vivo, M., Pinto, G., et al.
(2018). Oxidative stress causes enhanced secretion of YB-1 protein that restrains
proliferation of receiving cells. Genes (Basel) 9:513. doi: 10.3390/genes910
0513

Guttman, M., Amit, I., Garber, M., French, C., Lin, M. F., Feldser, D., et al.
(2009). Chromatin signature reveals over a thousand highly conserved large
non-coding RNAs in mammals. Nature 458, 223–227. doi: 10.1038/nature
07672

Haemmig, S., Yang, D., Sun, X., Das, D., Ghaffari, S., Molinaro, R., et al. (2020).
Long noncoding RNA SNHG12 integrates a DNA-PK-mediated DNA damage
response and vascular senescence. Sci. Transl. Med. 12:eaaw1868. doi: 10.1126/
scitranslmed.aaw1868

Halliday, A., Harrison, M., Hayter, E., Kong, X., Mansfield, A., Marro, J., et al.
(2010). 10-year stroke prevention after successful carotid endarterectomy for
asymptomatic stenosis (ACST-1): a multicentre randomised trial. Lancet 376,
1074–1084. doi: 10.1016/s0140-6736(10)61197-x

Heiss, C., Keymel, S., Niesler, U., Ziemann, J., Kelm, M., and Kalka, C. (2005).
Impaired progenitor cell activity in age-related endothelial dysfunction. J. Am.
Coll. Cardiol. 45, 1441–1448. doi: 10.1016/j.jacc.2004.12.074

Hermert, D., Martin, I. V., Reiss, L. K., Liu, X., Breitkopf, D. M., Reimer, K. C.,
et al. (2020). The nucleic acid binding protein YB-1-controlled expression of
CXCL-1 modulates kidney damage in liver fibrosis. Kidney Int. 97, 741–752.
doi: 10.1016/j.kint.2019.10.024

Kang, L. S., Reyes, R. A., and Muller-Delp, J. M. (2009). Aging impairs flow-induced
dilation in coronary arterioles: role of NO and H(2)O(2). Am. J. Physiol. Heart
Circ. Physiol. 297, H1087–H1095.

Katsuumi, G., Shimizu, I., Yoshida, Y., and Minamino, T. (2018). Vascular
senescence in cardiovascular and metabolic diseases. Front. Cardiovasc. Med.
5:18. doi: 10.3389/fcvm.2018.00018

Khanna, A. (2015). DNA damage in cancer therapeutics: a boon or a curse? Cancer
Res. 75, 2133–2138. doi: 10.1158/0008-5472.can-14-3247

Kim, A., Shim, S., Kim, Y. H., Kim, M. J., Park, S., and Myung, J. K. (2020).
Inhibition of Y box binding protein 1 suppresses cell growth and motility in
colorectal cancer. Mol. Cancer Ther. 19, 479–489. doi: 10.1158/1535-7163.mct-
19-0265

Kim, E. R., Selyutina, A. A., Buldakov, I. A., Evdokimova, V., Ovchinnikov, L. P.,
and Sorokin, A. V. (2013). The proteolytic YB-1 fragment interacts with DNA
repair machinery and enhances survival during DNA damaging stress. Cell
Cycle 12, 3791–3803. doi: 10.4161/cc.26670

Koike, K., Uchiumi, T., Ohga, T., Toh, S., Wada, M., Kohno, K., et al.
(1997). Nuclear translocation of the Y-box binding protein by ultraviolet
irradiation. FEBS Lett. 417, 390–394. doi: 10.1016/s0014-5793(97)
01296-9

Kotake, Y., Arikawa, N., Tahara, K., Maru, H., and Naemura, M. (2017). Y-box
binding protein 1 is involved in regulating the G2/M phase of the cell cycle.
Anticancer Res. 37, 1603–1608. doi: 10.21873/anticanres.11490

Lakatta, E. G., and Levy, D. (2003a). Arterial and cardiac aging: major shareholders
in cardiovascular disease enterprises: part I: aging arteries: a “set up” for
vascular disease. Circulation 107, 139–146. doi: 10.1161/01.cir.0000048892.
83521.58

Lakatta, E. G., and Levy, D. (2003b). Arterial and cardiac aging: major shareholders
in cardiovascular disease enterprises: part II: the aging heart in health: links
to heart disease. Circulation 107, 346–354. doi: 10.1161/01.cir.0000048893.
62841.f7

Li, T., Kon, N., Jiang, L., Tan, M., Ludwig, T., Zhao, Y., et al. (2012). Tumor
suppression in the absence of p53-mediated cell-cycle arrest, apoptosis, and
senescence. Cell 149, 1269–1283. doi: 10.1016/j.cell.2012.04.026

Lim, J. P., Nair, S., Shyamasundar, S., Chua, P. J., Muniasamy, U., Matsumoto, K.,
et al. (2019). Silencing Y-box binding protein-1 inhibits triple-negative breast
cancer cell invasiveness via regulation of MMP1 and beta-catenin expression.
Cancer Lett. 452, 119–131. doi: 10.1016/j.canlet.2019.03.014

Lu, Z. H., Books, J. T., and Ley, T. J. (2005). YB-1 is important for late-stage
embryonic development, optimal cellular stress responses, and the prevention
of premature senescence. Mol. Cell. Biol. 25, 4625–4637. doi: 10.1128/mcb.25.
11.4625-4637.2005

Lyabin, D. N., Eliseeva, I. A., Smolin, E. A., Doronin, A. N., Budkina, K. S.,
Kulakovskiy, I. V., et al. (2020). YB-3 substitutes YB-1 in global mRNA binding.
RNA Biol. 17, 487–499. doi: 10.1080/15476286.2019.1710050

Marechal, A., and Zou, L. (2013). DNA damage sensing by the ATM and ATR
kinases. Cold Spring Harb. Perspect. Biol. 5:a012716. doi: 10.1101/cshperspect.
a012716

Medici, D., and Kalluri, R. (2012). Endothelial-mesenchymal transition and its
contribution to the emergence of stem cell phenotype. Semin. Cancer Biol. 22,
379–384. doi: 10.1016/j.semcancer.2012.04.004

Moriya, J., and Minamino, T. (2017). Angiogenesis, cancer, and vascular aging.
Front. Cardiovasc. Med. 4:65. doi: 10.3389/fcvm.2017.00065

Moulder, D. E., Hatoum, D., Tay, E., Lin, Y., and McGowan, E. M. (2018). The
roles of p53 in mitochondrial dynamics and cancer metabolism: the pendulum
between survival and death in breast cancer? Cancers (Basel) 10:189. doi:
10.3390/cancers10060189

Naylor, A. R., Rothwell, P. M., and Bell, P. R. (2003). Overview of the
principal results and secondary analyses from the European and North
American randomised trials of endarterectomy for symptomatic carotid
stenosis. Eur. J. Vasc. Endovasc. Surg. 26, 115–129. doi: 10.1053/ejvs.2002.
1946

Olive, P. L., and Banath, J. P. (2006). The comet assay: a method to measure DNA
damage in individual cells. Nat. Protoc. 1, 23–29. doi: 10.1038/nprot.2006.5

Paull, T. T. (2015). Mechanisms of ATM activation. Annu. Rev. Biochem. 84,
711–738. doi: 10.1146/annurev-biochem-060614-034335

Paull, T. T., Rogakou, E. P., Yamazaki, V., Kirchgessner, C. U., Gellert, M., and
Bonner, W. M. (2000). A critical role for histone H2AX in recruitment of
repair factors to nuclear foci after DNA damage. Curr. Biol. 10, 886–895. doi:
10.1016/s0960-9822(00)00610-2

Frontiers in Cell and Developmental Biology | www.frontiersin.org 15 January 2021 | Volume 8 | Article 619079

https://doi.org/10.1038/nm.4000
https://doi.org/10.1016/j.exger.2010.09.010
https://doi.org/10.1016/j.exger.2010.09.010
https://doi.org/10.1074/jbc.m704672200
https://doi.org/10.1074/jbc.m704672200
https://doi.org/10.1016/j.dnarep.2014.02.020
https://doi.org/10.1016/j.dnarep.2014.02.020
https://doi.org/10.1161/atvbaha.114.304277
https://doi.org/10.1016/j.yjmcc.2015.01.021
https://doi.org/10.1182/blood-2006-07-036020
https://doi.org/10.1159/000329681
https://doi.org/10.1159/000329681
https://doi.org/10.1016/j.celrep.2013.12.013
https://doi.org/10.1016/j.celrep.2013.12.013
https://doi.org/10.1073/pnas.1913481117
https://doi.org/10.3390/genes9100513
https://doi.org/10.3390/genes9100513
https://doi.org/10.1038/nature07672
https://doi.org/10.1038/nature07672
https://doi.org/10.1126/scitranslmed.aaw1868
https://doi.org/10.1126/scitranslmed.aaw1868
https://doi.org/10.1016/s0140-6736(10)61197-x
https://doi.org/10.1016/j.jacc.2004.12.074
https://doi.org/10.1016/j.kint.2019.10.024
https://doi.org/10.3389/fcvm.2018.00018
https://doi.org/10.1158/0008-5472.can-14-3247
https://doi.org/10.1158/1535-7163.mct-19-0265
https://doi.org/10.1158/1535-7163.mct-19-0265
https://doi.org/10.4161/cc.26670
https://doi.org/10.1016/s0014-5793(97)01296-9
https://doi.org/10.1016/s0014-5793(97)01296-9
https://doi.org/10.21873/anticanres.11490
https://doi.org/10.1161/01.cir.0000048892.83521.58
https://doi.org/10.1161/01.cir.0000048892.83521.58
https://doi.org/10.1161/01.cir.0000048893.62841.f7
https://doi.org/10.1161/01.cir.0000048893.62841.f7
https://doi.org/10.1016/j.cell.2012.04.026
https://doi.org/10.1016/j.canlet.2019.03.014
https://doi.org/10.1128/mcb.25.11.4625-4637.2005
https://doi.org/10.1128/mcb.25.11.4625-4637.2005
https://doi.org/10.1080/15476286.2019.1710050
https://doi.org/10.1101/cshperspect.a012716
https://doi.org/10.1101/cshperspect.a012716
https://doi.org/10.1016/j.semcancer.2012.04.004
https://doi.org/10.3389/fcvm.2017.00065
https://doi.org/10.3390/cancers10060189
https://doi.org/10.3390/cancers10060189
https://doi.org/10.1053/ejvs.2002.1946
https://doi.org/10.1053/ejvs.2002.1946
https://doi.org/10.1038/nprot.2006.5
https://doi.org/10.1146/annurev-biochem-060614-034335
https://doi.org/10.1016/s0960-9822(00)00610-2
https://doi.org/10.1016/s0960-9822(00)00610-2
https://www.frontiersin.org/journals/cell-and-developmental-biology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/cell-and-developmental-biology#articles


fcell-08-619079 December 29, 2020 Time: 17:7 # 16

Pham et al. Aerrie Controls DNA Damage Repair

Perisic, L., Aldi, S., Sun, Y., Folkersen, L., Razuvaev, A., Roy, J., et al. (2016).
Gene expression signatures, pathways and networks in carotid atherosclerosis.
J. Intern. Med. 279, 293–308. doi: 10.1111/joim.12448

Perisic, L., Hedin, E., Razuvaev, A., Lengquist, M., Osterholm, C., Folkersen, L.,
et al. (2013). Profiling of atherosclerotic lesions by gene and tissue microarrays
reveals PCSK6 as a novel protease in unstable carotid atherosclerosis.
Arterioscler. Thromb. Vasc. Biol. 33, 2432–2443. doi: 10.1161/atvbaha.113.
301743

Schwanhausser, B., Busse, D., Li, N., Dittmar, G., Schuchhardt, J., Wolf, J., et al.
(2011). Global quantification of mammalian gene expression control. Nature
473, 337–342. doi: 10.1038/nature10098

Shiloh, Y., and Ziv, Y. (2013). The ATM protein kinase: regulating the cellular
response to genotoxic stress, and more. Nat. Rev. Mol. Cell Biol. 14, 197–210.

Simion, V., Haemmig, S., and Feinberg, M. W. (2019). LncRNAs in vascular
biology and disease. Vascul. Pharmacol. 114, 145–156. doi: 10.1016/j.vph.2018.
01.003

Sountoulidis, A., Liontos, A., Nguyen, H. P., Firsova, A. B., Fysikopoulos, A.,
Qian, X., et al. (2020). SCRINSHOT enables spatial mapping of cell states in
tissue sections with single-cell resolution. PLoS Biol. 18:e3000675.

Stone, R. C., Pastar, I., Ojeh, N., Chen, V., Liu, S., Garzon, K. I., et al. (2016).
Epithelial-mesenchymal transition in tissue repair and fibrosis. Cell Tissue Res.
365, 495–506. doi: 10.1007/s00441-016-2464-0

Stracker, T. H., and Petrini, J. H. (2011). The MRE11 complex: starting from the
ends. Nat. Rev. Mol. Cell Biol. 12, 90–103. doi: 10.1038/nrm3047

Tacar, O., Sriamornsak, P., and Dass, C. R. (2013). Doxorubicin: an update on
anticancer molecular action, toxicity and novel drug delivery systems. J. Pharm.
Pharmacol. 65, 157–170. doi: 10.1111/j.2042-7158.2012.01567.x

Thapar, R. (2018). Regulation of DNA double-strand break repair by non-coding
RNAs. Molecules 23:2789. doi: 10.3390/molecules23112789

Uchida, S., and Dimmeler, S. (2015). Long noncoding RNAs in cardiovascular
diseases. Circ. Res. 116, 737–750. doi: 10.1161/circresaha.116.302521

Wang, J. C., and Bennett, M. (2012). Aging and atherosclerosis: mechanisms,
functional consequences, and potential therapeutics for cellular senescence.
Circ. Res. 111, 245–259. doi: 10.1161/circresaha.111.261388

Wang, M., Zhang, J., Jiang, L. Q., Spinetti, G., Pintus, G., Monticone, R.,
et al. (2007). Proinflammatory profile within the grossly normal aged human
aortic wall. Hypertension 50, 219–227. doi: 10.1161/hypertensionaha.107.
089409

Wang, S., He, F., Li, Z., Hu, Y., Huangfu, N., and Chen, X. (2019). YB1 protects
cardiac myocytes against H2O2 induced injury via suppression of PIAS3 mRNA
and phosphorylation of STAT3. Mol. Med. Rep. 19, 4579–4588.

Warboys, C. M., de Luca, A., Amini, N., Luong, L., Duckles, H., Hsiao, S., et al.
(2014). Disturbed flow promotes endothelial senescence via a p53-dependent
pathway. Arterioscler. Thromb. Vasc. Biol. 34, 985–995. doi: 10.1161/atvbaha.
114.303415

Wilusz, J. E., JnBaptiste, C. K., Lu, L. Y., Kuhn, C. D., Joshua-Tor, L., and Sharp,
P. A. (2012). A triple helix stabilizes the 3’ ends of long noncoding RNAs
that lack poly(A) tails. Genes Dev. 26, 2392–2407. doi: 10.1101/gad.204438.
112

Zhang, J., Fan, J. S., Li, S., Yang, Y., Sun, P., Zhu, Q., et al. (2020). Structural
basis of DNA binding to human YB-1 cold shock domain regulated
by phosphorylation. Nucleic Acids Res. 48, 9361–9371. doi: 10.1093/nar/
gkaa619

Zufferey, R., Nagy, D., Mandel, R. J., Naldini, L., and Trono, D. (1997). Multiply
attenuated lentiviral vector achieves efficient gene delivery in vivo. Nat.
Biotechnol. 15, 871–875. doi: 10.1038/nbt0997-871

Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Copyright © 2021 Pham, Bink, Stanicek, van Bergen, van Leeuwen, Tran, Matic,
Hedin, Wittig, Dimmeler and Boon. This is an open-access article distributed
under the terms of the Creative Commons Attribution License (CC BY). The use,
distribution or reproduction in other forums is permitted, provided the original
author(s) and the copyright owner(s) are credited and that the original publication
in this journal is cited, in accordance with accepted academic practice. No use,
distribution or reproduction is permitted which does not comply with these terms.

Frontiers in Cell and Developmental Biology | www.frontiersin.org 16 January 2021 | Volume 8 | Article 619079

https://doi.org/10.1111/joim.12448
https://doi.org/10.1161/atvbaha.113.301743
https://doi.org/10.1161/atvbaha.113.301743
https://doi.org/10.1038/nature10098
https://doi.org/10.1016/j.vph.2018.01.003
https://doi.org/10.1016/j.vph.2018.01.003
https://doi.org/10.1007/s00441-016-2464-0
https://doi.org/10.1038/nrm3047
https://doi.org/10.1111/j.2042-7158.2012.01567.x
https://doi.org/10.3390/molecules23112789
https://doi.org/10.1161/circresaha.116.302521
https://doi.org/10.1161/circresaha.111.261388
https://doi.org/10.1161/hypertensionaha.107.089409
https://doi.org/10.1161/hypertensionaha.107.089409
https://doi.org/10.1161/atvbaha.114.303415
https://doi.org/10.1161/atvbaha.114.303415
https://doi.org/10.1101/gad.204438.112
https://doi.org/10.1101/gad.204438.112
https://doi.org/10.1093/nar/gkaa619
https://doi.org/10.1093/nar/gkaa619
https://doi.org/10.1038/nbt0997-871
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/cell-and-developmental-biology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/cell-and-developmental-biology#articles

	Long Non-coding RNA Aerrie Controls DNA Damage Repair via YBX1 to Maintain Endothelial Cell Function
	Introduction
	Materials and Methods
	Cell Culture
	BiKE
	ISHD Samples
	RT-qPCR
	Nuclear and Cytoplasmic Cell Fractionation
	LNA-GapmeRs/siRNAs
	Lentiviral Constructs
	In vitro Sprouting Assay
	Scratch Wound Healing Assay
	Endothelial Barrier and Wound Healing
	Western Blot Analysis
	RNA Pulldown
	Crosslinking RNA Immunoprecipitation
	Mass Spectrometry
	Comet Assay
	SCRINSHOT RNA FISH
	Statistical Analysis

	Results
	Aerrie Is Expressed in Endothelial Cells and Is Regulated by Aging
	Loss of Aerrie Induces Endothelial Dysfunction
	Depletion of Aerrie Activates DNA Damage Response Mediated by YBX1(2/3)
	Aerrie Is Involved in DNA Damage and YBX1 Is Required for DNA Damage Signaling
	Lentiviral Overexpression of Aerrie Improves DNA Repair and Angiogenic Sprouting

	Discussion
	Data Availability Statement
	Ethics Statement
	Author Contributions
	Funding
	Acknowledgments
	Supplementary Material
	References


