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BACKGROUND: Atrial fibrillation (AF) is the most common cardiac arrhythmia with a massive burden on global health. The
prevalence of AF increases dramatically with age and can be up to 18% in patients older than 80years. Telomeres, which are
short, repeated DNA sequences at the end of chromosomes, are known to act as a biological aging marker. In this study, we
investigated the relation of telomere shortening and AF in the context of atrial remodeling. Furthermore, we assessed changes
in the gene expression profiles of patients with AF according to telomere length (TL) and left atrial fibrosis.

METHODS: We included 72 patients undergoing catheter ablation for AF. Bipolar voltage maps were obtained to determine
left atrial low voltage areas as a surrogate for atrial fibrosis. TL was quantified and correlated to low voltage areas. 3" mRNA
sequencing was performed for gene expression profiling. Clonal hematopoiesis of indeterminate potential was assessed by
next generation sequencing. Telomerase reverse transcriptase knockout (Tert-) and telomerase RNA component knockout
(Terc™") mice were used to investigate the mechanistic impact of telomere shortening on atrial remodeling.

RESULTS: Patients with advanced left atrial fibrosis had shorter telomeres compared with patients with healthy left atria.
Furthermore, there was a strong correlation between the extent of left atrial low voltage areas, TL, and outcome after cath-
eter ablation of AF. 24 months after ablation, only 26.5% of patients with advanced fibrosis and short TL were in sinus rhythm
compared with 62.5% of patients with no/low fibrosis and long TL. Gene expression profiles and clonal hematopoiesis of inde-
terminate potential frequency differed in patients with AF with short and long telomeres. Finally, atrial tissue of mouse models
with shortened telomeres showed marked left atrial fibrosis and over-expression of fibrosis-related genes.

CONCLUSIONS: Telomere shortening is correlated with left atrial remodeling. Shorter telomeres are associated with a series of
molecular events which could eventually lead to cardiac fibrosis and perpetuate AF.
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in adults with a massive impact on global health.
In Europe, around 8 million adults suffered from AF
in 2016, which will presumably reach around 14 million
by 2060. AF is one of the major causes for stroke, heart

Atrial fibrillation (AF) is the most common arrhythmia

and mortality.’

The prevalence of AF is clearly associated with
age, affecting 0.12% to 0.16% of patients younger
than 49years and 13.5% to 17.8% of patients beyond
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CLINICAL PERSPECTIVE
What Is New?

Patients with atrial fibrillation and advanced
structural remodeling have shorter age-adjusted
telomeres.

e Telomere shortening is associated with sys-
temic inflammation and expansion of clonal he-
matopoiesis of indeterminate potential and may
therefore be mechanistically linked to left atrial
remodeling.

What Are the Clinical Implications?

e Telomere length can be used as a predictor for
left atrial fibrosis.

e Presence of left atrial low-voltage areas and
short telomeres are both associated with an
unfavorable treatment outcome after catheter
ablation for atrial fibrillation.

Nonstandard Abbreviations and Acronyms

CHIP clonal hematopoiesis of indeterminate
potential

LVA low voltage area

SR sinus rhythm

TERC telomerase RNA component

TERT telomerase reverse transcriptase

TL telomere length

80years of age.? The median age of diagnosis is ap-
proximately 75years. Aging is a multifactorial biological
process, leading to a progressive decline of physiolog-
ical functions. A major hallmark of aging is systemic
inflammation, also known as inflammaging, which can
lead to uncontrolled activation of fibrotic pathways,
with excessive accumulation of extracellular matrix
(ECM) and organ dysfunction. Therefore, organ fibro-
sis, including cardiac fibrosis, can commonly be de-
tected in the elderly.®

Atrial fibrosis, specifically left atrial fibrosis, is a hall-
mark of arrhythmogenic structural remodeling in pa-
tients with AF and is a major driver of the disease.*
Fibrosis plays an important role in the onset and per-
petuation of AF through structural and electrical remod-
eling processes. The mechanisms that lead to atrial
fibrosis are complex and not yet completely under-
stood. However, clinical observations suggest that the
aging process plays a central role in its pathogenesis.

Telomeres are short repeated DNA sequences
at the end of chromosomes that have a protective
function by preventing DNA damage responses and
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thereby reducing the risk of apoptosis.® With increas-
ing biological age, telomere shortening can be ob-
served leading to chromosomal instability.®” Therefore,
telomere length (TL) is considered to be a surrogate
marker representing cellular age and is also known
to be associated with age-related diseases including
those affecting the human heart.>89

The aim of this study was to investigate the relation-
ship between left atrial remodeling, biological aging,
and chronic inflammation. In addition, we aimed to
demonstrate a pathophysiological role of shortened
telomeres in the development and perpetuation of AF.

METHODS

The data that support the findings of this study are
available from the corresponding author upon reason-
able request.

Patients

A total of 72 patients >18 years who presented for cath-
eter ablation of symptomatic persistent AF at the uni-
versity hospital RWTH Aachen were included in this
study. All patients gave their informed consent. The
study was approved by the local ethics committee
(EK054/21).

Animals

All animal husbandry and experimental procedures
were conducted in accordance with the German Animal
Protection Law and approved by the local animal au-
thorities and performed according to the guidelines of
the institution. Two models of telomere shortened mice
were used, telomerase reverse transcriptase knockout
(Tert”) and telomerase RNA component knockout
(Terc™"). The Tert”~ mice were generated as described
previously.”® C57BL/6J mice with a null mutation in
the Tert gene were crossed until the fourth generation
(G4). The knockout Terc™"" G1 mice were bred with
C57BL/6J mice to generate heterozygote Terc™* mice.
Subsequently, the Terc”* mice were bred over multi-
ple generations to generate wild-type Terc** mice and
Terc™~ G1, G2, and G3. TL in leukocytes, spleen and
thymus for both lines was assessed by fluorescence-
in-situ hybridization."

Mapping and AF Ablation

Catheter ablation for AF including high density bipo-
lar voltage mapping has been described previously."
Shortly after transseptal puncture, sinus rhythm (SR)
was restored by cardioversion if necessary. A high-
density 3D anatomical voltage map was generated
using the Carto3 system (Biosense Webster, Johnson
and Johnson) and a Pentaray/Octaray mapping
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catheter. A minimum of 10000 voltage points were
acquired per patient. An electrogram <0.1 mV during
SR was identified as a low-voltage area (LVA), a known
surrogate for atrial fibrosis.'*!® The Carto-3 built-in soft-
ware was used to exclude the pulmonary veins and the
mitral annulus, and the percentage of LVAs from the
atrial corpus surface was calculated. Maps were color-
coded to distinguish substantial LVAs (<0.1 mV, shown
in red) from normal voltage (>0.5mV, shown in purple).
Patients were categorized into 2 groups according to
their extent of LVAs: 36 patients with no to less LVAs
(<10%) and 36 patients with advanced to massive LVAs
(>40%). Patients with intermediate LVAs (11%-39%,
n=41) were excluded from the study to avoid analyzing
individuals undergoing a transitional phase of disease
and to enhance the precision of the results.

Pulmonary vein isolation was performed with a
QDQOT micro ablation catheter (Johnson & Johnson),
following the “very high-power short duration” proto-
col with 5B0W energy delivery at the anterior wall and
90W at the posterior wall. Prior to ablation, a 20mL
blood sample was collected from a peripheral vein.
Patients were followed-up by 72-hour Holter-ECG re-
cordings at 3, 6, 12, and 24 months post ablation. In
addition, patients were instructed to seek ECG doc-
umentation when symptoms suggestive of AF oc-
curred. Recurrences were defined as documented AF
(12-lead-ECG or Holter-ECG with a duration >30sec-
onds after a blanking period of 3months).

TL Quantification

TL measurement was carried single-blinded as de-
scribed previously.'® Briefly, DNA isolation from periph-
eral blood was performed using DNeasy blood and
tissue kit (Qiagen, Hilden, Germany). 1.4 ng of genomic
DNA per reaction was used in the absolute Human TL
Quantification gPCR Assay Kit (ScienCell, Carlsbad,
CA, USA) and FastStart Essential DNA Green Master
(Roche, Basel, Switzerland). TL measurements are
given in T/S ratios, which are calculated based on the
number of copies of the telomere template (T) divided
by the single copy reference template (S), an ampli-
fied 100 bp region on human chromosome 17. All steps
were done according to the manufacturer’s protocol.
Peripheral blood samples of 104 healthy blood donors
of various ages were used as control group for age-
adaption."” Age-adapted TL is given as ATel T/S ratio.
Southern blot was performed to validate the quantita-
tive polymerase chain reaction (QPCR) results. Power
analysis indicated a power of 1 showing that despite
the unequal distribution of telomere lengths, the sample
size was adequate to reliably detect the observed ef-
fect. The reliability and consistency of the gPCR meas-
urements were insured through a validation process.
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The amplification efficiencies of primers ranged from
96% 1o 99.8%. The Inter-assay variability ranged from
0.54% to 3.4% and intra-assay variability ranged from
0.45% to 1.42% which indicate that the assay is both
accurate and reliable. Additional methods can be
found in Data S1.

Next-Generation Sequencing Analysis
250ng genomic DNA from peripheral blood was used
per test batch for next generation sequencing analy-
sis. Targeted amplicon sequencing was done on a
tabletop sequencer (MiSegDx, lllumina, California,
USA) using the MiSeq Reagent Kit V3 in the AmpliSeq
workflow (lllumina), as previously described.’® A self-
designed gene panel was used to detect somatic mu-
tations related to clonal hematopoiesis, including ABL,
ASXL1, BARD, CALR, CBL, CEBPA, CHEK2, CSF3R,
DNMTSBA, ETNK1, ETV6, EZH2, IDH1, IDH2, JAK2, KIT,
KRAS, MPL, NFE2, NRAS, PDGFRA, PTPN11, RUNX1,
SETBP1, SF3A1, SF3B1, SH3B2 (LNK), SRSF2, TCF12,
TET2, TP53, and U2AF1.'® Raw data were analyzed
with the lllumina RTA software (version 1.18.54) after
sequencing 250bp paired end and the SegNEXT
software (version 4.4.0, JSI medical systems GmbH,
Ettenheim, Germany) was used for alignment and vari-
ant calling. A variant allele frequency (VAF) threshold
of 2% and at least 10 reads (absolute) was chosen to
detect clonal variants in our cohort.

Epigenetic Age Prediction With
Pyrosequencing

Epigenetic age prediction was performed by targeted
DNA methylation analysis at 3 cytosine guanine dinu-
cleotides (CpGs), as described previously.'®® 300ng
of genomic DNA from peripheral blood was bisulfite
converted with the EZ DNA Methylation Kit (Zymo
Research, Irvine, USA). For pyrosequencing analysis,
DNA methylation at the 3 age-associated cytosine gua-
nine dinucleotides (CpG sites) that are associated with
the CCDC102B (coiled-coil domain-containing protein
102B), FHL2 (four and a half LIM domains protein 2),
and PDE4C (phosphodiesterase 4C) were amplified
using the PyroMark PCR kit (Qiagen), as described in
detail before.'®'® Pyrosequencing was then performed
on the PyroMark Q48 Autoprep system (Qiagen) using
the PyroMark Q48 Advanced Reagent Kit. The results
were analyzed using PyroMark Q48 Advanced soft-
ware. All steps were done according to the manufac-
turer’s protocol. Epigenetic age was then calculated as
follows:

Predicted age (in years)=8.21+0.91 DNAm™t2
—0.68 DNAmMCCPC1028 | 0 78 DNAM/PE4C
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Histological Analysis

Atrial tissue from 3months old Terc™~ and Tert”~ male
mice (WT, second generation, and third generation),
except for the Tert”’~ mice (fourth generation) where
the tissues were cryoprotected using optimal cutting
temperature compound, was fixed in 4% paraformal-
dehyde and embedded in paraffin. The sections were
cut into 4 um sections and mounted on glass slides.
Deparaffinization and rehydration were done in a se-
ries of xylol and ethanol. Heat induced antigen retrieval
(citrate buffer) was followed.

For cryosections, the slides were fixed in 4% parafor-
maldehyde for 5minutes and washed with 0.5% tween-
PBS. After blocking the tissues with 5% BSA diluted in
PBS, overnight incubation was done at 4 °C with pri-
mary antibodies against collagen | (1:100) (CL50151-AP,
Cedarlane) and titin (1:100) (TTN-3y, Myomedix). The
secondary antibodies used were FITC Affinipure don-
key anti-rabbit IgG (1:33) (711-095-152, Jackson
Immunoresearch) and Cy3 Affinipure goat anti-chicken
IgY (1:150) (103-165-155, Jackson Immunoresearch).
Mounting was done using Vectashield antifade mount-
ing medium with DAPI (Vectashield, vector Laboratories).
Imaging was performed using a Leica DM5500B micro-
scope and quantified with Image J software.

RNA Isolation and Quantitative Real Time
PCR

RNA was isolated from frozen left atrium tissue of mouse
using RNeasy mini kit (Qiagen). cDNA was transcribed
using the iScript cDNA synthesis kit (Biorad). Real time
PCR quantification of fibrosis markers smooth muscle
actin (Acta2), fibronectin (Fn), connective tissue growth
factor (Ctgf) and collagen 1a (Col1A2) was done using
the Takyon sybr green (Eurogentec) on the StepOnePlus
system (Applied Biosystems). Results were presented
as the fold change of target gene transcripts.

RNA Sequencing Profiling
RNA was isolated from the peripheral blood. 3" mRNA
sequencing libraries were prepared using the Collibri
RNA Library Prep Kit for lllumina (Thermo Fisher
Scientific). Libraries were assessed for quality, dena-
tured, diluted, and loaded onto a NextSeq High Output
v2.5 (75 cycles) flowcell. Single-end sequencing was
performed with 75 cycles on the lllumina NextSeq plat-
form according to the manufacturer’s instructions.
Gene ontology analysis was performed to elucidate
the functional roles of differentially expressed genes
using the clusterProfiler package in R.2° This analy-
sis categorized genes into biological processes, mo-
lecular functions, and cellular components. Enriched
gene ontology terms were identified based on adjusted
P values.
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Gene set enrichment analysis was performed using
clusterProfiler version 4.6.2, employing hallmark gene
sets from MSigDB.?! Pre-ranked gene lists, generated
from differential gene expression analysis, were put into
clusterProfiler to identify enriched biological pathways.
Enriched hallmark gene sets with a false discovery rate
q value <0.05 were considered significant, offering in-
sights into the biological processes associated with
the observed transcriptional changes.

Statistical Analysis

For patient samples, Student t test, Fisher exact test
or ANOVA was used. Correlation of clinical parameters
of patients with AF according to TL and LVA was done
by regression analysis. Power analysis was performed
with the G*Power software.??> Receiver operating char-
acteristic (ROC) analysis was done to show the pre-
diction value of LVAs and TL in atrial remodeling. The
unadjusted risks were estimated using the Kaplan—
Meier estimator with 95% Cls. For mice samples one-
way ANOVA and Student t test was used. Patient
sample values are represented as mean+SD and mice
sample values are represented as mean+SEM. Data
were analyzed using GraphPad Prism 10.

RESULTS

Characteristics and LVAs in Patients
Undergoing AF Ablation

The study population comprised 72 patients with AF
with symptomatic persistent AF who were scheduled
for catheter ablation at the University Hospital RWTH
Aachen. The mean age was 68.60+0.88years, 66.67%
were male and 33.33% were female, mean body mass
index (BMI) was 28.30+0.55kg/m? and the mean
CHA,DS,-VASc score was 2.90+0.15. All clinical char-
acteristics are listed in Table 1.

High density 3D-anatomical voltage maps were ob-
tained, and LVAs were quantified as a surrogate for left
atrial fibrosis. The mean percentage of LVAs (extent of
fibrotic areas from the whole left atrial surface area)
was 45%. We assigned the patients into 2 groups: 36
patients had no to low LVAs (<10% of the left atrial sur-
face), while 36 patients had advanced to massive LVAs
(>40% of the left atrial surface). A representative image
of a voltage map of a patient with minor LVAs and one
with advanced LVAs is shown in Figure 1.

Left Atrial Fibrosis Is Associated With
Shorter Telomeres

Telomere shortening was found in 62 of 72 patients
(Figure 2A). Patients with advanced LVAs presented a
higher prevalence of shorter telomeres, also when tel-
omere length was age-adjusted (Figure 2B). Absolute
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Table 1. Clinical Parameters of Patients With AF

Age, y 68.64+7.47
Male/Female 48 (66.67%)/24 (33.33%)
BMI, kg/m? 28.34+4.73
EHRA-Score 2.48+0.65
CHA,DS,-VASc score 2.86+1.28
Left atrial diameter, mm 42.30+4.03
Systolic blood pressure, mmHg 128.24+14.43
Diastolic blood pressure, mmHg 78.96+9.72
Previous PCI 14 (19.40%)
Previous myocardial infarction 8 (11.10%)
Mitral valve disease (>first degree) 5 (6.90%)

LV ejection fraction, % 48.90+8.59
Previous stroke 4 (5.60%)

AF indicates atrial fibrillation; BMI, body mass index; EHRA, European heart
rhythm association; LV, left ventricle; and PCI, percutaneous coronary intervention.

TL is shown in Figure S1. To validate the gPCR re-
sults, Southern blot analysis was performed to access
telomere length in a subset of samples (Figure S2).

Telomere Shortening in Atrial Fibrosis

Additionally, to rule out a potential influence of cy-
tomegalovirus  (CMV)—seropositivity on  telomere
length, CMV serostatus was obtained from all samples
(Figure S3). In our cohort, CMV status had no influence
on TL.

When TL was plotted against LVAs, 3 distinct groups
of patients could be identified (Figure 2A). We clus-
tered the patients in 3 groups: stage I: no/low fibro-
sis and long telomeres, stage II: no/low fibrosis and
short telomeres, stage lll: advanced fibrosis and short
telomeres.

Separate binary logistic regression analyses were
performed to correlate telomere length to clinical
parameters. We found that shorter telomeres were
more present in younger patients (62.61+6.93years
versus 69.61+7.13years). Left atrial diameter was sig-
nificantly enlarged in patients with shorter telomeres
(42.70+3.12mm versus 40.10+3.28 mm). Comorbidities
specifically myocardial infarction (Ml) and mitral valve
disease were significantly more common in patients
with AF with shorter telomeres (Table 2). Furthermore,

No/minor LVAs

Advanced/massive LVAs

Figure 1. Representative bipolar voltage maps from patients undergoing catheter ablation.

Patients were assigned to 2 groups: no/minor low voltage areas <10% and extensive low voltage areas >40%. Red color indicates
a low voltage area (<0.1mV) as a surrogate for fibrosis, purple represents healthy atrial tissue. AP indicates anterior-posterior view;
LIPV, left inferior pulmonary vein; LSPV, left superior pulmonary vein; MV, mitral valve; PA, posterior-anterior view; RIPV, right inferior

pulmonary vein; and RSPV, right superior pulmonary vein.

J Am Heart Assoc. 2025;14:e037512. DOI: 10.1161/JAHA.124.037512
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Figure 2. Patients with short telomeres show advanced atrial remodeling.

A, Age-adjusted telomere length (TL) correlates with low voltage area (LVAs). 49.29%
of all patients with persistent atrial fibrillation had ATel <O compared with age-adjusted
individuals without atrial fibrillation. 60% of these patients with delta TL<0 had advanced
LVAs. Patients could be assigned to 3 groups: stage | (long telomeres—no/low LVAs),
stage Il (short telomeres—no/low LVAs), stage Ill (short telomeres—advanced LVAs). B,
Patients with shorter telomeres had more prominent LVAs, (P=0.033, Fisher exact
test). C, Correlation of epigenetic age to chronological age. n=71-72. D, TL and fibrosis
correlates with treatment outcome after catheter ablation. 62.5% of patient in stage | (long
telomeres—no/low LVAs) were in stable sinus rhythm 24 months after ablation, whereas
50% of patient in stage Il (short telomeres—no/low LVAs) and only 26.5% of patients in
stage Il (short telomeres—advanced LVAs) were in stable sinus rhythm 24 months after

ablation. ATel age-adapted TL.

positive correlation was observed between epigene-
tic age prediction (as assessed by DNA methylation at
3 age associated cytosine guanine dinucleotide sites)
and chronological age (Figure 2C). However, no cor-
relation was found between epigenetic age and LVAs.

Ablation Success Is Positively Correlated
to TL and LVAs

Left atrial remodeling is known to be a negative pre-
dictor for successful ablation in patients with AF. We
therefore correlated AF-free survival with the presence
of LVAs and ATL. Figure 2D shows the age-adjusted
Kaplan—Meier curve on event-free survival after AF
catheter ablation. 62.50% patients in stage | were in
stable SR during the observation period of 24 months,
whereas 50% of patients in stage Il and 26.50% of pa-
tients in stage Ill were in SR 24 months after ablation.
We also correlated clinical parameters with the pres-
ence of LVAs and ATL (Table 3). The average age of pa-
tientsin stages |, Il and Il was 62.60+13.32, 67.27+11.80
and 71.31+6.65years, respectively. Left atrial diameter

J Am Heart Assoc. 2025;14:e037512. DOI: 10.1161/JAHA.124.037512

was greater in stage Il (43.37+4.51) compared with
stage Il (41.68+3.12) or stage | (40.10+3.28). Patients in
stage lll had a higher prevalence of comorbidities (Ml
19.44%, mitral valve disease 11.11%) compared with the
other 2 groups. Similarly, left ventricular ejection frac-
tion (LVEF) was less in stage Il (46.26+9.32) compared
with stage Il (51.60+7.30) and stage | (51.40+6.38).

ROC curve analysis was used to evaluate the
predictive value of age, left atrial diameter, LVAs and
LVAs with telomere length in determining recurrence
of AF after ablation. TL, in particular in combination
with LVAs, increased the predictive value of the test
(Figure S4).

TL and LVAs Result in Distinct
Transcriptome Patterns

Peripheral blood from all patients underwent 3 mRNA
sequencing. The expression profiles of the patients were
clustered according to their clinical stage and the differ-
entially expressed genes were subjected to gene ontol-
ogy and gene set enrichment analysis to illustrate their
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Table 2. Clinical Parameters of Patients With AF
According to Telomere Shortening

Patients with AF
Short telomere Long telomere
(n=62) (n=10) P value
Age, y 69.61+7.13 62.60+6.93 0.01*
Male/Female 41 (66.13%)/21 (33.87%) | 6 (60%)/4 (40%)
BMI, kg/m? 28.46+4.51 27.59+4.49 0.58
CHA,DS,-VASc score 2.97+1.41 2.20+1.48 0.15
Left atrial diameter, mm | 42.67+3.12 40.10+3.28 0.04*
Systolic blood 128.97+2.92 123.90+£3.78 0.25
pressure, mmHg
Diastolic blood 79.58+1.55 75.20+2.17 0.10
pressure, mmHg
Previous PCI 14 (22.58%) 0
Previous myocardial 8 (12.90%) 0
infarction
Mitral valve disease 5 (8.06%) 0
(>first degree)
LV ejection fraction, % 48.48+1.46 51.40+£2.02 0.23
Previous stroke 4 (6.45%) 2 (20%)
Blood parameters
Erythrocytes 4.72+0.09 4.78+0.11 0.62
Hemoglobin 1414£0.28 14.46+0.34 0.42
Hematocrit 42.05+0.72 42.59+0.85 0.59
Thrombocytes 229.34+21.19 253.50+19.63 0.29
Leukocytes 6.98+0.31 7.76+0.82 0.37
CRP 510+1.25 1.89+0.563 0.09
Glucose 109.73+3.93 111.70+13.62 0.89

P values were calculated using unpaired 2-tailed t test. AF indicates atrial
fibrillation; BMI, body mass index; CRP, C-reactive protein; LV, left ventricle;
and PCI, percutaneous coronary intervention.

*P<0.05.

functional associations. Comparing stage Ill with stage |,
we found enrichment of biological processes related to
myeloid cells (myeloid cell development, myeloid cell dif-
ferentiation and myeloid cell homeostasis), erythrocytes
(erythrocyte development, erythrocyte homeostasis,
and erythrocyte differentiation), heme metabolism and
the interferon gamma response pathway (Figure 3A).
Comparison of stage Ill with stage Il (Figure 3B) showed
upregulation of 8 gene ontology terms related to ECM
(collagen-containing ECM, ECM structural constituent,
complex of collagen trimers, collagen-activated tyrosine
kinase receptor signaling pathway, collagen trimer, ECM
organization, ECM structural constituent conferring ten-
sile strength, and collagen-activated signaling pathway).
Comparing stage lll with stage |, gene set enrichment
analysis also showed more enrichment of the heme
metabolism and interferon gamma response pathway
(Figure 3C). Gene set enrichment analysis of stage lll
when compared with stage | also increasing enrichment
of gene sets associated with epithelial mesenchymal
transition, angiogenesis, and myogenesis (Figure 3D).
The downregulated pathways are shown in Figure S5.
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Clonal Hematopoiesis of Indeterminate
Potential Is Associated With Telomere
Length

Recent findings suggest an association between clonal he-
matopoiesis of indeterminate potential (CHIP), which refers
to an age dependent expansion of leukocytes with preleu-
kemic mutations, and the development of AF.23 Therefore,
we subjected blood samples of all 72 patients with AF to
a next generation sequencing gene panel that detects so-
matic mutations related to clonal hematopoiesis.

Overall, the frequency of CHIP was 27.8% in our
cohort, which is higher than that reported in an age-
adjusted population.?* The most prevalent mutations
were found in DNMT3A (16.7%), TET2 (5.6%) and
ASXL1 (4.2%, Figure 4A). In addition, we observed a
higher frequency of CHIP in patients with shorter telo-
meres compared with patients with longer telomeres
(Figure 4B).

Mouse Models With Short Telomeres
Show Marked Left Atrial Fibrosis

TL is maintained by telomerase, a ribonucleoprotein
complex that synthesizes telomere repeats at the
end of chromosomes, in which the protein compo-
nent TERT possesses catalytic activity, while the non-
coding RNA TERC provides the template function for
telomeric repeats. Tert’~ and Terc™~ mice are known
to exhibit shortened telomeres and organ fibrosis,>?°
however, atrial tissue of these lines has not been inves-
tigated so far.

We analyzed left atrial remodeling in the 2nd to 4th
generation of Tert”~ and Terc~~ mice and found an en-
hanced degree of left atrial fibrosis compared with their
wildtype littermates (Figures 5A and 5B, Figure S6).
In addition, real time gPCR of atrial tissue with fibro-
sis markers Acta2, Col1A2, Fn, and Ctgf (Figure 5C)
showed activation of molecular processes resulting in
atrial remodeling.

DISCUSSION

AF is a complex disease with multiple interacting
mechanisms. The development of left atrial fibrosis is
a central common pathway and is associated with an
unfavorable treatment outcome. There is a clear as-
sociation between aging and the prevalence of AF,
however, age-related mechanisms that drive the pro-
gression of AF remain largely unclear.
Our study shows that

1. Left atrial remodeling, in particular the pres-
ence of left atrial LVAs as a surrogate marker
for fibrosis, is more frequent in patients with
shorter telomeres.
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Table 3. Clinical Parameters of Patients With AF According to Telomere Shortening and Fibrosis

Patients with AF
Stage | (n=10) Stage Il (n=26) Stage Il (n=36) P value
Age,y 62.60+13.32 67.27+11.80 71.3116.65 0.002*
BMI, kg/m? 27.59+4.49 28.97+4.51 28.10+5.03 0.07
CHA,DS,-VASc score 2.20+1.48 2.69+1.41 3.17+1.06 0.07
Left atrial diameter, mm 40.10+3.28 41.68+3.12 43.37+4.51 0.05*
Systolic blood pressure, mm Hg 128.90+11.97 129.12+14.58 128.86+15.11 0.59
Diastolic blood pressure, mm Hg 75.20+6.88 78.84+7.74 80.11+11.46 0.38
Previous PCI 0 2 (7.69%) 12 (33.33%)
Previous myocardial infarction 0 1(3.85%) 7 (19.44%)
Mitral valve disease (>first degree) 0 1 (3.85%) 4 (11.11%)
LV ejection fraction, % 51.40+6.38 51.60+7.30 46.26+9.32 0.03*
Previous stroke 2 (20%) 2 (7.69%) 1(2.78%)
Blood parameters
Erythrocytes 4.78+0.33 4.77+0.46 4.68+0.62 0.77
Hemoglobin 14.46+1.07 14.42+1.40 13.94+1.54 0.36
Hematocrit 42.59+2.67 43.03+3.67 41.34+4.80 0.28
Thrombocytes 253.50+62.06 253.85+108.05 211.64+55.51 0.07
Leukocytes 7.76+2.58 7.02+1.60 6.95+1.45 0.39
CRP 1.89+1.68 3.70+6.36 3.34+5.07 0.59
Glucose 111.70+43.07 105.31+£20.03 112.92+17.50 0.07

P values were calculated using one-way ANOVA. AF indicates atrial fibrillation; BMI, body mass index; CRP, C-reactive protein; LV, left ventricle; PCI,

percutaneous coronary intervention.
*P<0.05.

2. Shorter telomeres together with advanced LVAs
can act as a predictor for treatment outcome
after catheter ablation for AF.

3. Systemic 3'mRNA-Seq profiles and CHIP fre-
quency differ in patients with AF with short and
long telomeres.

4. Mouse models with shorter telomeres show en-
hanced left atrial remodeling, suggesting that
telomere shortening is actively involved in the
pathogenesis of AF.

Aging is a biological process with a gradual decline
of body functions which results in an increased risk for
many human diseases.?® Prevalence of AF is clearly as-
sociated with age, and its prevalence increases from
0.1% in individuals with <65years up to 18% in individu-
als with >80years.>?’

Telomere shortening is one of the hallmarks of
aging.?® As telomeres shorten, the DNA ends become
exposed, initiating a DNA damage response. This re-
sponse causes a cascade of molecular processes
leading to cellular senescence.® TL is believed to be a
marker of biological age, but it is not always concor-
dant with the chronological age of an individual.?®

It is known that patients with shorter telomeres have
an increased risk of developing various cardiovascular
disease such as coronary artery disease, myocardial

J Am Heart Assoc. 2025;14:e037512. DOI: 10.1161/JAHA.124.037512

infarction, atherosclerosis and congestive heart fail-
ure.?? Telomere shortening has also been linked to
(and can be used to screen for) hereditary and vari-
ous acquired diseases that are associated with excess
organ fibrosis, such as myeloproliferative neoplasms or
chronic myeloid leukemia.'®3'-34 For example, shorter
telomeres have been found in patients with liver fibro-
sis and type 2 diabetes mellitus®® as well as in pa-
tients with idiopathic pulmonary fibrosis.®® Our study
shows that telomere length is associated not only with
an increased risk of developing AF, but also with the
presence of left atrial fibrosis, suggesting a patho-
mechanistic link between aging and atrial remodeling.

After a follow-up of patients for 24 months, we found
that the group of patients with short telomeres and ad-
vanced fibrosis had a lower probability of event free
survival compared with the other 2 groups. This is con-
sistent with the study by Wang et al, which showed
that patients with short telomeres had a higher proba-
bility of AF progression from paroxysmal to persistent
AF compared with patients with long telomeres.®

In addition to TL, we performed epigenetic age
prediction and determined DNA methylation at 3 age-
associated cytosine guanine dinucleotide (CpQG) sites.
Interestingly, we found a good correlation between
chronological and biological age. However, we did
not find a correlation between epigenetic age and the
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Figure 3. Gene ontology (GO) and gene set enrichment analysis of differentially expressed genes (DEGs) in different
subgroups of patients according to telomere length (TL) and fibrosis.

A, GO comparison of DEGs of patients in stage Ill with stage I. B, GO analysis of DEGs of patients in stage Ill with stage Il. The
abscissa represents the gene ratio factor, and the ordinate represents the name of the GO terms. The size of each circle represents
the number of DEGs enriched in the corresponding process and colors represent the P value. C, GSEA analysis of patients in stage llI
compared with stage |. D, GSEA analysis comparing patients in stage lll vs stage Il. n=72. P<0.05 was considered significant. GSEA
indicates gene set enrichment analysis; and NES, normalized enrichment score.

presence of low-voltage areas. This suggests that,
while epigenetic aging is a valuable marker for overall
biological aging, it may not be influenced by a specific
localized cardiac pathology. We therefore hypothesize
that only telomere shortening, but not epigenetic age
or DNA methylation contributes mechanistically to left
atrial remodeling.

To further evaluate the molecular signaling mech-
anisms associated with telomere shortening, we an-
alyzed the transcriptome in the blood of our cohort.
Interestingly, we observed potential patterns of ex-
pression that appeared to vary according to the clini-
cal stage. For instance, patients in stage Il (advanced
fibrosis—short telomeres) compared with patients in
stage | (long telomeres—no LVAs) showed an apparent
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upregulation of transcripts that are often associated
with myeloid cell populations. Myeloid cells originate
from hematopoietic stem cells and play a crucial role
in the immune system. They are activated during in-
flammation and tissue damage and induce interferon-
gamma response during inflammation. 839

When comparing patients with stage Ill (advanced
fibrosis—short telomeres) to those with stage Il (no fi-
brosis—short telomeres), the most significantly enriched
gene families were associated with ECM and fibrosis.
ECM is a network composed of collagen, elastic fibers,
proteoglycans, hyaluronan and glycoproteins. ECM pro-
vides structural stability to cells and tissues. However
abnormal accumulation of ECM components is involved
in the pathological progression of fibrosis.*® Our data
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Figure 4. Clonal hematopoiesis of indeterminate potential in patients according
to telomere length.

A, The most frequent somatic mutations were found in DNMT3A, TET2, and ASXL1. B,
Clonal hematopoiesis of indeterminate potential frequency is higher in patients with atrial
fibrillation with short telomeres compared with patients with long telomeres (shown in
percentage), Fisher exact test, P=0.577. n=71. CHIP indicates clonal hematopoiesis of

indeterminate potential.

suggest that patients in stage Il (no fibrosis—short telo-
meres) have an intermediate phenotype on the molecu-
lar level, with activation of myeloid cells and inflammatory
pathways without the presence/activation of ECM,
whereas stage Il patients (short telomeres—significant
LVAs) demonstrate all features of full atrial myopathy. On
the other hand, patients in stage | (long telomeres—no
LVAs) do not exhibit any signs of inflammation or ECM
development. In these patients, AF can be considered
to be a pure electrical disease that can be treated by
catheter ablation with a good outcome.

CHIP, another age-associated phenomenon which
leads to a clonal expansion of blood cells with preleu-
kemic mutations, has been recently linked to various
cardiovascular diseases, including atrial fibrillation.?3
For example, somatic mutations in DNMT3A and TET2
can be frequently found in patients with AF.4!

Our study confirmed the higher-than-expected
prevalence of CHIP in the AF cohort. In particular,
we found a higher frequency of CHIP in patients with
short telomeres compared with patients with long telo-
meres. Since CHIP is known to be associated with a
pro-inflammatory state,*? our study may provide a con-
nection between aging, telomere shortening, chronic
inflammation, development of left atrial fibrosis and
atrial fibrillation.

To confirm that TL is mechanistically linked to left atrial
remodeling, we investigated atrial tissue from Terc™-
and Tert”~ mice, which are established mouse models
of short telomeres. With each successive generation,
these lines undergo progressive telomere shortening,
resulting in a reduction in telomere length.'® Remarkably,
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we found that the third and fourth generation of Tert”-
mice exhibited increased atrial fibrosis in contrast to both
wild-type and homozygous first- or second-generation
Terc™~ and Tert”~ mice. Similar findings have been ob-
served in lung*®“* and kidney tissue,***% as well as in
cardiac (ventricular) tissue,*® implying a substantial as-
sociation between telomere shortening and increased
fibrotic changes within the heart.

Based on studies associating telomere shortening
with numerous age-related diseases, telomeres are
being focused on as a target for novel therapeutic op-
tions. Adeno-associated virus serotype 9-mediated
overexpression of TERT in a mouse model of myocar-
dial infarction reduced the percentage of short telo-
meres, improved ventricular function, and reduced
mortality of mice due to heart failure.” Several studies
have been conducted with telomerase activators. One
of these, TA-65, extracted from Astragalus membrana-
ceus, demonstrated a reduction in short telomeres and
DNA damage in Tert’~ mice.*” Similarly, in cigarette
smoke induced small airway remodeling, TA-65 treat-
ment increased the expression of TERT, decreased
Transforming growth factor beta (TGF-f1) expression,
inhibited TGF-B1 induced myofibroblast differentiation
and reactive oxygen species production.*® These find-
ings as depicted in Figure 6, strongly indicate the im-
portance of telomerase as a promising target for future
therapeutic intervention and might also be a powerful
tool to combat AF.

We acknowledge several limitations in our study: TL in
our patients was assessed at one distinct time point
only; TL measurement at 2 different time points from

10
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Figure 5. Left atrial fibrosis in mouse models with shorter telomeres.

A, Representative pictures of immunofluorescence staining with antibody against collagen | and Titin and counterstaining with DAPI.
B, Quantification of collagen | (fibrosis) in wild-type (WT) and Tert”~ fourth generation mice, n=5 per group. C, Gene expression
of profibrotic and fibrotic markers in left atrium of WT and Tert/~ third generation mice. n=3-4 per group, data are expressed as
mean+SEM. *P<0.05. Scale bars=50umol. Acta2 indicates Alpha-smooth muscle Actin; Fn, fibronectin; Ctgf, connective tissue growth

factor; and Col1A2, collagen type | alpha 2 chain.

the same patient would have been interesting but, un-
fortunately, these blood samples were not available.

We used PCR-based techniques to quantify
telomere length, which has a lower accuracy than
fluorescence-in-situ hybridization. However, we have
previously compared our PCR approach to flow-
fluorescence-in-situ hybridization,*® the gold standard
for telomere length measurement and could demon-
strate that PCR and flow-fluorescence-in-situ hybrid-
ization correlate quite well with each other. We also
evaluated several of our samples by southern blot and
found a good correlation with the gPCR results.

We acknowledge TERT and TERC knock-out mice
have different phenotypes and TERT also has non-
nuclear functions®®" which might have influenced
our findings. However, adult mice do not express
telomerase in the heart. This renders them phenotyp-
ically TERT-null.®?> The extra-nuclear or mitochondrial

J Am Heart Assoc. 2025;14:e037512. DOI: 10.1161/JAHA.124.037512

function of TERT may become relevant and exert car-
dioprotective effects only if telomerase is ectopically
reactivated or genetically overexpressed as done by
the Bar group®® or the Haendeler group® (but not in
our study). We therefore believe that TL is mechanisti-
cally linked to atrial fibrosis.

Finally, there could be variations in telomere length
between different cellular subtypes, such as CD4+ and
CD8+ cells.’* However, given that granulocytes gen-
erally constitute about 60% of blood cells, variations
in smaller subsets like memory immune cells should
have a minimal impact on the overall telomere length.
In addition, cellular subsets correlate quite well with
each other, reducing the potential bias that any single
subset might have on the overall telomere length. In
our cohort, this effect is balanced, and no patients had
recognized hematological diseases that could bias the
data.

11
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Figure 6. Schematic diagram. Telomere shortening and atrial fibrosis—proposed mechanism.

Telomeres shorten due to aging, stress or certain mutations. These shortened telomeres lead to an increased activity of myeloid
cells or erythrocytes, which in turn induce inflammation with fibroblast to myofibroblast transformation. Myofibroblasts deposit extra
cellular matrix resulting in atrial fibrosis. CHIP indicates clonal hematopoiesis of indeterminate potential.

ARTICLE INFORMATION

Received August 21, 2024; accepted December 20, 2024.

Affiliations

Department of Cardiology (K.P., B.N., PN., M.E.,, M.D.Z,, A.N., N.M., M.G.)
and Department of Hematology, Oncology, Hemostaseology and Stem
Cell Transplantation, Medical Faculty (M.K., F.B., M\V., T.H.B.), University
Hospital RWTH Aachen, Aachen, GermanyCenter for Integrated Oncology
Aachen Bonn Cologne Dusseldorf (CIO ABCD), Cologne, Germany (M.K.,
F.B., MV, TH.B., WW.); Genomics Facility, Interdisciplinary Center for
Clinical Research (IZKF), University Hospital RWTH Aachen, Aachen,
Germany (C-C.K\); Institute of Molecular and Translational Therapeutic
Strategies (IMTTS), Hannover Medical School, Hannover, Germany (E.A.H.,
C.B.); Fraunhofer Institute for Toxicology and Experimental Medicine (ITEM),
Hannover, Germany (C.B.); Department of Medicine 1, Friedrich-Alexander-
Universitat Erlangen-Nurnberg, Erlangen, Germany (O-M.T., M\W.); German
Center for Immunotherapy, Deutsches Zentrum Immuntherapie (DZI),
University Hospital Erlangen, Erlangen, Germany (O-M.T., M.\W.); Institute
for Stem Cell Biology, Helmholtz Institute for Biomedical Engineering (V.T.,
W.W.)and Division of Virology, Center of Laboratory Diagnostics, University
Hospital RWTH Aachen, Aachen, Germany (M.K.).

Acknowledgments
We thank Prof. Dr Michael Quante (Department of Internal Medicine Il
University Hospital Freiburg, Freiburg, Germany) for providing valuable

J Am Heart Assoc. 2025;14:e037512. DOI: 10.1161/JAHA.124.037512

mice tissues. We thank the Institute of Molecular Cardiovascular Research
(IMCAR) and Aachen Interdisciplinary Center for Clinical Research (IZKF) for
letting us use their instruments.

Sources of Funding

This work was supported by a grant of the German Research Foundation
(DFG) to M.G. (GR 3411/5-1) and N.M. (TRR 219; Project-ID 322900939
{MO03, M05}).

Disclosures

Dr Wagner is cofounder of Cygenia GmbH (www.cygenia.com), which can
provide service for epigenetic analysis to other scientists. V.T. contributes
to this company, too. The remaining authors have no disclosures to report.

Supplemental Material

Data S1
Figures S1-S6

REFERENCES

1. Hindricks G, Potpara T, Dagres N, Bax JJ, Boriani G, Dan GA, Fauchier
L, Kalman JM, Lane DA, Lettino M, et al. 2020 ESC guidelines for the di-
agnosis and management of atrial fibrillation developed in collaboration
with the European Association for Cardio-Thoracic Surgery (EACTS).

Eur Heart J. 2021;42:373-498. doi: 10.1093/eurheartj/ehaa612

12


http://www.cygenia.com
https://doi.org//10.1093/eurheartj/ehaa612

Pradhan et al

J Am Heart Assoc. 2025;14:e037512. DOI: 10.1161/JAHA.124.037512

Krijthe BP, Kunst A, Benjamin EJ, Lip GYH, Franco OH, Hofman A,
Witteman JCM, Stricker BH, Heeringa J. Projections on the number
of individuals with atrial fibrillation in the European Union, from 2000 to
2060. Eur Heart J. 2013;34:2746-2751. doi: 10.1093/eurheartj/eht280
Selman M, Pardo A. When things go wrong: exploring possi-
ble mechanisms driving the progressive fibrosis phenotype in
interstitial lung diseases. Eur Respir J. 2021;58:2004507. doi:
10.1183/13993003.04507-2020

Nattel S. Molecular and cellular mechanisms of atrial fibrosis in atrial
fibrillation. JACC Clin Electrophysiol. 2017;3:425-435. doi: 10.1016/].
jacep.2017.03.002

Rossiello F, Jurk D, Passos JF, d’Adda di Fagagna F. Telomere dysfunc-
tion in ageing and age-related diseases. Nat Cell Biol. 2022;24:135-147.
doi: 10.1038/s41556-022-00842-x

Brimmendorf TH, Balabanov S. Telomere length dynamics in nor-
mal hematopoiesis and in disease states characterized by increased
stem cell turnover. Leukemia. 2006;20:1706-1716. doi: 10.1038/
sj.leu.2404339

Rufer N, Brimmendorf TH, Kolvraa S, Bischoff C, Christensen K,
Wadsworth L, Schulzer M, Lansdorp PM. Telomere fluorescence mea-
surements in granulocytes and T lymphocyte subsets point to a high
turnover of hematopoietic stem cells and memory T cells in early child-
hood. J Exp Med. 1999;190:157-167. doi: 10.1084/jem.190.2.157
Spyridopoulos |, Hoffmann J, Aicher A, Brimmendorf TH, Doerr HW,
Zeiher AM, Dimmeler S. Accelerated telomere shortening in leuko-
cyte subpopulations of patients with coronary heart disease: role of
cytomegalovirus seropositivity. Circulation. 2009;120:1364-1372. doi:
10.1161/CIRCULATIONAHA.109.854299

Spyridopoulos |, Erben Y, Brummendorf TH, Haendeler J, Dietz K,
Seeger F, Kissel CK, Martin H, Hoffmann J, Assmus B, et al. Telomere
gap between granulocytes and lymphocytes is a determinant for he-
matopoetic progenitor cell impairment in patients with previous myo-
cardial infarction. Arterioscler Thromb Vasc Biol. 2008;28:968-974. doi:
10.1161/ATVBAHA.107.160846

Liu Y, Snow BE, Hande MP, Yeung D, Erdmann NJ, Wakeham A,
Itie A, Siderovski DP, Lansdorp PM, Robinson MO, et al. The telo-
merase reverse transcriptase is limiting and necessary for telomer-
ase function in vivo. Curr Biol. 2000;10:1459-1462. doi: 10.1016/
S0960-9822(00)00805-8

Blasco MA, Lee HW, Hande MP, Samper E, Lansdorp PM, DePinho
RA, Greider CW. Telomere shortening and tumor formation by mouse
cells lacking telomerase RNA. Cell. 1997;91:25-34. doi: 10.1016/
S0092-8674(01)80006-4

Matthe DM, Thoma OM, Sperka T, Neurath MF, Waldner MJ. Telomerase
deficiency reflects age-associated changes in CD4+ T cells. Immun
Ageing. 2022;19:16. doi: 10.1186/s12979-022-00273-0

Pradhan K, Niehues P, Neupane B, Maleck C, Sharif-Yakan A, Emrani
M, Zink MD, Napp A, Marx N, Gramlich M. MicroRNA-21 mediated
cross-talk between cardiomyocytes and fibroblasts in patients with
atrial fibrillation. Front Cardiovasc Med. 2023;10:1056134. doi: 10.3389/
fcvm.2023.1056134

Yamaguchi T, Otsubo T, Takahashi Y, Nakashima K, Fukui A, Hirota K,
Ishii Y, Shinzato K, Osako R, Tahara M, et al. Atrial structural remodeling
in patients with atrial fibrillation is a diffuse fibrotic process: evidence
from high-density voltage mapping and atrial biopsy. J Am Heart Assoc.
2022;11:e024521. doi: 10.1161/JAHA.121.024521

Mitran RE, Popa-Fotea NM, lorgulescu C, Nastasa A, Pupaza A, Gondos
V, Petre IG, Paja SC, Vatasescu RG. Left atrial low-voltage areas pre-
dict the risk of atrial fibrillation recurrence after radiofrequency ablation.
Biomedicine. 2023;11:3261. doi: 10.3390/biomedicines11123261

Vieri M, Tharmapalan V, Kalmer M, Baumeister J, Nikoli¢ M, Schnitker M,
Kirschner M, Flosdorf N, de Toledo MAS, Zenke M, et al. Cellular aging
is accelerated in the malignant clone of myeloproliferative neoplasms.
Blood Cancer J. 2023;13:164. doi: 10.1038/541408-023-00936-1
Rolles B, Gorgulho J, Tometten M, Roderburg C, Vieri M, Abels A, Vucur
M, Heymann F, Tacke F, Brimmendorf TH, et al. Telomere shortening
in peripheral leukocytes is associated with poor survival in cancer pa-
tients treated with immune checkpoint inhibitor therapy. Front Oncol.
2021;11:729207. doi: 10.3389/fonc.2021.729207

Kirschner M, Maurer A, Wlodarski MW, Ventura Ferreira MS, Bouillon
AS, Halfmeyer |, Blau W, Kreuter M, Rosewich M, Corbacioglu S,
et al. Recurrent somatic mutations are rare in patients with cryptic
dyskeratosis congenita. Leukemia. 2018;32:1762-1767. doi: 10.1038/
$41375-018-0125-x

20.

21.

22,

23.

24,

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

Telomere Shortening in Atrial Fibrosis

Han 'Y, Franzen J, Stiehl T, Gobs M, Kuo CC, Nikoli¢ M, Hapala J, Koop
BE, Strathmann K, Ritz-Timme S, et al. New targeted approaches
for epigenetic age predictions. BMC Biol. 2020;18:71. doi: 10.1186/
512915-020-00807-2

Yu G, Wang LG, Han Y, He QY. ClusterProfiler: an R package for com-
paring biological themes among gene clusters. Omi A J Integr Biol.
2012;16:284-287. doi: 10.1089/0mi.2011.0118

Liberzon A, Birger C, Ghandi M, Jill P, Tamayo P, Jolla L, Jolla L. The
molecular signatures database (MSigDB) hallmark gene set collection.
Cell Syst. 2015;1:417-425. doi: 10.1016/j.cels.2015.12.004

Erdfelder E, Faul F, Buchner A, Lang AG. Statistical power analyses
using G*power 3.1: tests for correlation and regression analyses. Behav
Res Methods. 2009;41:1149-1160.

Schuermans A, Honigberg MC, Raffield LM, Yu B, Roberts MB,
Kooperberg C, Desai P, Carson AP, Shah AM, Ballantyne CM, et al.
Clonal hematopoiesis and incident heart failure with preserved ejec-
tion fraction. JAMA Netw Open. 2024;7:€2353244. doi: 10.1001/
jamanetworkopen.2023.53244

Jaiswal S, Fontanillas P, Flannick J, Manning A, Grauman PV, Mar BG,
Lindsley CR, Mermel CH, Burtt N, Chavez A, et al. Age-related clonal
hematopoiesis associated with adverse outcomes. N Engl J Med.
2014;371:2488-2498. doi: 10.1056/NEJMoa1408617

Yeh JK, Wang CY. Telomeres and telomerase in cardiovascular dis-
eases. Genes (Basel). 2016;7:58. doi: 10.3390/genes7090058

Gruber H, Semeraro MD, Renner W. Telomeres and age-related dis-
eases. Biomedicine. 2021;9:1335. doi: 10.3390/biomedicines9101335
Go AS, Hylek EM, Phillips KA, Chang Y, Henault LE, Selby JV,
Singer DE. Prevalence of diagnosed atrial fibrillation in adults. JAMA.
2003;285:2370.

Lopez-Otin C, Blasco MA, Partridge L, Serrano M, Kroemer G.
The hallmarks of aging. Cell. 2013;153:1194-1217. doi: 10.1016/].
cell.2013.05.039

Vaiserman A, Krasnienkov D. Telomere length as a marker of biologi-
cal age: state-of-the-art, open issues, and future perspectives. Front
Genet. 2021;11:630186. doi: 10.3389/fgene.2020.630186

Samani NJ, Van Der Harst P. Biological ageing and cardiovascular dis-
ease. Heart. 2008;94:537-539. doi: 10.1136/hrt.2007.136010
Tometten M, Kirschner M, Meyer R, Begemann M, Halfmeyer |, Vieri M,
Kricheldorf K, Maurer A, Platzbecker U, Radsak M, et al. Identification of
adult patients with classical dyskeratosis congenita or cryptic telomere
biology disorder by telomere length screening using age-modified crite-
ria. HemaSphere. 2023;7:e874. doi: 10.1097/HS9.0000000000000874
Brimmendorf TH, Rufer N, Holyoake TL, Maciejewski J, Barnett MJ,
Eaves CJ, Eaves AC, Young N, Lansdorp PM. Telomere length dy-
namics in normal individuals and in patients with hematopoietic stem
cell-associated disorders. Ann N Y Acad Sci. 2001;938:293-304. doi:
10.1111/j.1749-6632.2001.tb03598.x

Jacobi H, Vieri M, Bitow M, Namasu CY, Fluter L, Costa IG, Maié T,
Lindemann-Docter K, Chatain N, Beier F, et al. Myelofibrosis at di-
agnosis is associated with the failure of treatment-free remission
in CML patients. Front Pharmacol. 2023;14:1212392. doi: 10.3389/
fphar.2023.1212392

Brimmendorf TH, Holyoake TL, Rufer N, Barnett MJ, Schulzer M,
Eaves CJ, Eaves AC, Lansdorp PM. Prognostic implications of differ-
ences in telomere length between normal and malignant cells from
patients with chronic myeloid leukemia measured by flow cytometry.
Blood. 2000;95:1883-1890. doi: 10.1182/blood.V95.6.1883

Dong K, Zhang Y, Huang J-J, Xia S-S, Yang Y. Shorter leucocyte
telomere length as a potential biomarker for nonalcoholic fatty liver
disease-related advanced fibrosis in T2DM patients. Ann Transl Med.
2020;8:308. doi: 10.21037/atm.2020.03.10

Armanios MY, Chen JJ-L, Cogan JD, Alder JK, Ingersoll RG, Markin
C, Lawson WE, Xie M, Vulto |, Philips JA, et al. Telomerase muta-
tions in families with idiopathic pulmonary fibrosis. N Engl J Med.
2007;356:1317-1326. doi: 10.1056/NEJM0a066157

Wang Q, Liu Z, Dong Y, Yang X, Chen M, Gao Y. Leukocyte telomere
length predicts progression from paroxysmal to persistent atrial fibril-
lation in the long term after catheter ablation. Front Cardiovasc Med.
2022;8:813390. doi: 10.3389/fcvm.2021.813390

De Kleer |, Willems F, Lambrecht B, Goriely S. Ontogeny of myeloid
cells. Front Immunol. 2014,5:423.

Kak G, Raza M, Tiwari BK. Interferon-gamma (IFN-y): exploring its im-
plications in infectious diseases. Biomol Concepts. 2018;9:64-79. doi:
10.1515/bmc-2018-0007

13


https://doi.org//10.1093/eurheartj/eht280
https://doi.org//10.1183/13993003.04507-2020
https://doi.org//10.1016/j.jacep.2017.03.002
https://doi.org//10.1016/j.jacep.2017.03.002
https://doi.org//10.1038/s41556-022-00842-x
https://doi.org//10.1038/sj.leu.2404339
https://doi.org//10.1038/sj.leu.2404339
https://doi.org//10.1084/jem.190.2.157
https://doi.org//10.1161/CIRCULATIONAHA.109.854299
https://doi.org//10.1161/ATVBAHA.107.160846
https://doi.org//10.1016/S0960-9822(00)00805-8
https://doi.org//10.1016/S0960-9822(00)00805-8
https://doi.org//10.1016/S0092-8674(01)80006-4
https://doi.org//10.1016/S0092-8674(01)80006-4
https://doi.org//10.1186/s12979-022-00273-0
https://doi.org//10.3389/fcvm.2023.1056134
https://doi.org//10.3389/fcvm.2023.1056134
https://doi.org//10.1161/JAHA.121.024521
https://doi.org//10.3390/biomedicines11123261
https://doi.org//10.1038/s41408-023-00936-1
https://doi.org//10.3389/fonc.2021.729207
https://doi.org//10.1038/s41375-018-0125-x
https://doi.org//10.1038/s41375-018-0125-x
https://doi.org//10.1186/s12915-020-00807-2
https://doi.org//10.1186/s12915-020-00807-2
https://doi.org//10.1089/omi.2011.0118
https://doi.org//10.1016/j.cels.2015.12.004
https://doi.org//10.1001/jamanetworkopen.2023.53244
https://doi.org//10.1001/jamanetworkopen.2023.53244
https://doi.org//10.1056/NEJMoa1408617
https://doi.org//10.3390/genes7090058
https://doi.org//10.3390/biomedicines9101335
https://doi.org//10.1016/j.cell.2013.05.039
https://doi.org//10.1016/j.cell.2013.05.039
https://doi.org//10.3389/fgene.2020.630186
https://doi.org//10.1136/hrt.2007.136010
https://doi.org//10.1097/HS9.0000000000000874
https://doi.org//10.1111/j.1749-6632.2001.tb03598.x
https://doi.org//10.3389/fphar.2023.1212392
https://doi.org//10.3389/fphar.2023.1212392
https://doi.org//10.1182/blood.V95.6.1883
https://doi.org//10.21037/atm.2020.03.10
https://doi.org//10.1056/NEJMoa066157
https://doi.org//10.3389/fcvm.2021.813390
https://doi.org//10.1515/bmc-2018-0007

Pradhan et al

40.

4.

42.

43.

44,

45.

46.

47.

J Am Heart Assoc. 2025;14:e037512. DOI: 10.1161/JAHA.124.037512

Wight TN, Potter-Perigo S. The extracellular matrix: an active or
passive player in fibrosis. Am J Physiol Gastrointest Liver Physiol.
2011;301:G950-G955. doi: 10.1152/ajpgi.00132.2011

Ahn HJ, An HY, Ryu G, Lim J, Sun C, Song H, Choi SY, Lee H, Maurer T,
Nachun D, et al. Clonal haematopoiesis of indeterminate potential and
atrial fibrillation: an east Asian cohort study. Eur Heart J. 2024;45:778-
790. doi: 10.1093/eurheartj/ehad869

Marnell CS, Bick A, Natarajan P. Clonal hematopoiesis of indeter-
minate potential (CHIP): linking somatic mutations, hematopoiesis,
chronic inflammation and cardiovascular disease. J Mol Cell Cardiol.
2021;161:98-105. doi: 10.1016/j.yjmcc.2021.07.004

Ying LY, Shi 'Y, Liu Y, Hua PX, Xiong ZK. Telomere shortening activates
TGF-B/Smads signaling in lungs and enhances both lipopolysaccha-
ride and bleomycin-induced pulmonary fibrosis. Acta Pharmacol Sin.
2018;39:1735-1745. doi: 10.1038/s41401-018-0007-9

Povedano JM, Martinez P, Flores JM, Mulero F, Blasco MA. Mice
with pulmonary fibrosis driven by telomere dysfunction. Cell Rep.
2015;12:286-299. doi: 10.1016/j.celrep.2015.06.028

Saraswati S, Martinez P, Grafa-Castro O, Blasco MA. Short and dys-
functional telomeres sensitize the kidneys to develop fibrosis. Nat
Aging. 2021;1:269-283. doi: 10.1038/s43587-021-00040-8

de Majo F, Martens L, Hegenbarth JC, Ruhle F, Hamczyk MR, Nevado
RM, Andrés V, Hilbold E, Bar C, Thum T, et al. Genomic instability in the
naturally and prematurely aged myocardium. Proc Natl Acad Sci USA.
2021;118:€2022974118. doi: 10.1073/pnas.2022974118

Bar C, De Jesus BB, Serrano R, Tejera A, Ayuso E, Jimenez V,
Formentini |, Bobadilla M, Mizrahi J, De Martino A, et al. Telomerase
expression confers cardioprotection in the adult mouse heart after
acute myocardial infarction. Nat Commun. 2014;5:5863. doi: 10.1038/
ncomms6863

48.

49.

50.

51.

52.

53.

54.

Telomere Shortening in Atrial Fibrosis

Tiendrébéogo AJF, Soumagne T, Pellegrin F, Dagouassat M, Tran Van
Nhieu J, Caramelle P, Paul EN, Even B, Zysman M, Julé Y, et al. The telo-
merase activator TA-65 protects from cigarette smoke-induced small
airway remodeling in mice through extra-telomeric effects. Sci Rep.
2023;13:25. doi: 10.1038/s41598-022-25993-7

Ferreira MSV, Kirschner M, Halfmeyer |, Estrada N, Xicoy B, Isfort S,
Vieri M, Zamora L, Abels A, Bouillon AS, et al. Comparison of flow-
FISH and MM-gPCR telomere length assessment techniques for the
screening of telomeropathies. Ann N Y Acad Sci. 2020;1466:93-103.
doi: 10.1111/nyas.14248

Ale-Agha N, Jakobs P, Goy C, Zurek M, Rosen J, Dyballa-Rukes
N, Metzger S, Greulich J, Von Ameln F, Eckermann O, et al.
Mitochondrial telomerase reverse transcriptase protects from myo-
cardial ischemia/reperfusion injury by improving complex | compo-
sition and function. Circulation. 2021;144:1876-1890. doi: 10.1161/
CIRCULATIONAHA.120.051923

Ahmed S, Passos JF, Birket MJ, Beckmann T, Brings S, Peters H, Birch-
Machin MA, von Zglinicki T, Saretzki G. Telomerase does not counteract
telomere shortening but protects mitochondrial function under oxidative
stress. J Cell Sci. 2008;121:1046-1053. doi: 10.1242/jcs.019372

Heist EK, Huq F, Hajjar R. Telomerase and the aging heart. Sci Aging
Know! Environ. 2003;2003:pel1. doi: 10.1126/sageke.2003.19.pe11
Chatterjee S, Hofer T, Costa A, Lu D, Batkai S, Gupta SK, Bolesani
E, Zweigerdt R, Megias D, Streckfuss-Bomeke K, et al. Telomerase
therapy attenuates cardiotoxic effects of doxorubicin. Mol Ther.
2021;29:1395-1410. doi: 10.1016/j.ymthe.2020.12.035

Aubert G, Baerlocher GM, Vulto |, Poon SS, Lansdorp PM. Collapse of
telomere homeostasis in hematopoietic cells caused by heterozygous
mutations in telomerase genes. PLoS Genet. 2012;8:¢1002696. doi:
10.1371/journal.pgen.1002696

14


https://doi.org//10.1152/ajpgi.00132.2011
https://doi.org//10.1093/eurheartj/ehad869
https://doi.org//10.1016/j.yjmcc.2021.07.004
https://doi.org//10.1038/s41401-018-0007-9
https://doi.org//10.1016/j.celrep.2015.06.028
https://doi.org//10.1038/s43587-021-00040-8
https://doi.org//10.1073/pnas.2022974118
https://doi.org//10.1038/ncomms6863
https://doi.org//10.1038/ncomms6863
https://doi.org//10.1038/s41598-022-25993-7
https://doi.org//10.1111/nyas.14248
https://doi.org//10.1161/CIRCULATIONAHA.120.051923
https://doi.org//10.1161/CIRCULATIONAHA.120.051923
https://doi.org//10.1242/jcs.019372
https://doi.org//10.1126/sageke.2003.19.pe11
https://doi.org//10.1016/j.ymthe.2020.12.035
https://doi.org//10.1371/journal.pgen.1002696

	Telomere Length Is Associated With Adverse Atrial Remodeling in Patients With Atrial Fibrillation
	METHODS
	Patients
	Animals
	Mapping and AF Ablation
	TL Quantification
	Next-Generation Sequencing Analysis
	Epigenetic Age Prediction With Pyrosequencing
	Histological Analysis
	RNA Isolation and Quantitative Real Time PCR
	RNA Sequencing Profiling
	Statistical Analysis

	RESULTS
	Characteristics and LVAs in Patients Undergoing AF Ablation
	Left Atrial Fibrosis Is Associated With Shorter Telomeres
	Ablation Success Is Positively Correlated to TL and LVAs
	TL and LVAs Result in Distinct Transcriptome Patterns
	Clonal Hematopoiesis of Indeterminate Potential Is Associated With Telomere Length
	Mouse Models With Short Telomeres Show Marked Left Atrial Fibrosis

	DISCUSSION
	Acknowledgments
	Sources of Funding
	Disclosures
	References


