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Abstract 

Background: Telomeric repeat arrays at the ends of chromosomes are highly dynamic 
in composition, but their repetitive nature and technological limitations have made it 
difficult to assess their true variation in genome diversity surveys.

Results: We have comprehensively characterized the sequence variation immediately 
adjacent to the canonical telomeric repeat arrays at the very ends of chromosomes 
in 74 genetically diverse Arabidopsis thaliana accessions. We first describe several types 
of distinct telomeric repeat units and then identify evolutionary processes such as local 
homogenization and higher-order repeat formation that shape diversity of chromo-
some ends. By comparing largely isogenic samples, we also determine repeat number 
variation of the degenerate and variant telomeric repeat array at both the germline 
and somatic levels. Finally, our analysis of haplotype structure uncovers chromosome 
end-specific patterns in the distribution of variant telomeric repeats, and their linkage 
to the more proximal non-coding region.

Conclusions: Our findings illustrate the spectrum of telomeric repeat variation 
at multiple levels in A. thaliana—in germline and soma, across all chromosome ends, 
and across genetic groups—thereby expanding our knowledge of the evolution 
of chromosome ends.
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Background
Telomeric repeat arrays are found at the termini of most eukaryotic chromosomes [1]. 
The very ends of the arrays, known as telomeres [2], commonly consist of canonical 
units with the formula (T)x(A)y(G)z and act as functional caps that protect chromosome 
ends from degradation and fusion [3, 4]. These canonical repeats are being synthesized 
from an RNA template by telomerase, which ensures their sequence conservation [5]. In 
contrast to these highly conserved repeats, the immediately following sequences often 
include degenerate and variant telomeric repeats [6–9], which differ from the canonical 
unit in one or more base substitutions or small insertions and deletions (indels) [10]. The 
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composition of the variant repeats displays remarkable heterogeneity within the same 
genetic group and among different chromosome ends [11–14], raising questions as to 
the evolutionary mechanisms that generate and maintain this diversity [15, 16]. This tel-
omere-adjacent region serves as a transition zone between the telomere and the rest of 
the chromosome that contains genes and other genetic elements [1]. Specific types of 
variant telomeric repeats have been implicated in determining methylation state [17], 
protein binding [18], and formation of G-quadruplexes [19]. A comprehensive under-
standing of the evolutionary dynamics and functional significance of telomeres and tel-
omere-adjacent regions must therefore begin with thorough knowledge of variation in 
the composition of telomeric repeats.

Arabidopsis thaliana has a seven-base-pair canonical unit TTT AGG G, which is the 
dominant telomeric unit in many other plant species as well [20, 21]. The presence of 
variant telomeric repeats in A. thaliana was first established with a yeast artificial chro-
mosome strategy [8]. Subsequently, sequencing of PCR products revealed the heteroge-
neity of variant repeats from individual chromosome ends [22, 23]. Variant repeats have 
also been directly observed in unassembled sequencing reads [24], and they have been 
identified by partially assembling four chromosome ends in the Col-0 accession from 
Illumina short reads [17]. However, the highly repetitive nature of telomeric regions and 
the presence of identical sequences shared between repeat-adjacent regions, as well as 
large interstitial telomeric arrays in other parts of A. thaliana genomes, create ambiguity 
when mapping reads that are only hundreds base pairs long to specific positions of the 
genome [25–27]. As a result, variation in telomeric repeat content at A. thaliana chro-
mosome ends remains largely uncharacterized and has been ignored in diversity studies.

New single-molecule sequencing methods, generating reads of more than 10 kilobases 
(kb) in length, which exceeds the size of full-length telomeric repeat tracts and extends 
into unique repeat-adjacent regions, can overcome the challenges of reconstructing full 
telomeric sequences [28]. However, although several A. thaliana genome assemblies 
have now been published [29–31], they have largely ignored the telomeric sequences 
apart from confirming that telomeres are structurally present at most chromosome ends. 
Pacific Biosciences High Fidelity (PacBio HiFi) sequencing is particularly well suited for 
reliable base calling in low-complexity telomeric repeats [32]. In addition, the circular 
sequencing mode of HiFi sequencing, wherein each DNA molecule is sequenced multi-
ple times, allows us to confidently characterize somatic information such as repeat num-
ber variation in the telomeric regions, which is obscured in assemblies [33, 34].

In this study, we provide a high-resolution description of telomeric repeats for all 
ten chromosome ends in A. thaliana. We identify numerous types of variant telomeric 
repeats and previously undescribed sequence arrangement within the telomeric region, 
including higher-order repeats and inter-chromosomal similarity of non-telomeric frag-
ments. We also investigate repeat number variation of non-canonical telomeric repeat 
arrays at both germline and somatic levels. We illustrate chromosome end-specific and 
genetic group-specific patterns of repeat haplotypes along with linkage disequilibrium 
between telomeric repeat arrays and their adjacent non-coding regions. Our findings 
significantly expand the collection of repeats derived from canonical telomeric repeats 
and telomeric sequence features in A. thaliana, setting the stage for a deeper under-
standing of the evolutionary mechanisms acting on them.
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Results
Profiling telomeric regions in A. thaliana

To investigate the sequence content of telomeric regions, defined here as canonical telo-
meric repeats, adjacent variant and degenerate telomeric repeats as well as any unique 
sequences interspersed in these repeats, HiFi reads from 74 A. thaliana accessions of 
diverse geographic origins were used (Additional file  2: Table  S1). Among them, 66 
accessions were grouped into four main genetic clusters (Additional file 1: Fig. S1), with 
43 non-relict accessions from Europe, 11 from Asia, 9 from Iberian relicts, and three 
from North America. Eight further accessions were from various relict groups [35–37].

For each accession, HiFi reads were unambiguously extracted for the eight non-riboso-
mal DNA (rDNA)-binding chromosome ends (Additional file 1: Fig. S2; Additional file 1: 
Fig. S3; Additional file 1: Fig. S4; Additional file 1: Fig. S5; Additional file 1: Fig. S6a). 
For the ends of the p-arms of chromosome 2 and 4 (hereafter, chr2p and chr4p), which 
remain incompletely assembled due to large 45S rDNA tandem arrays that are immedi-
ately adjacent to the telomeres [38], reads could be assigned to two groups but could not 
be precisely assigned to chr2p or chr4p (Additional file 1: Fig. S6b).

Starting from the centromere-proximal side, the telomeric regions typically start with 
a stretch of degenerate repeats, followed by variant repeats and finally canonical repeats, 
all of which were in the same head-to-tail arrangement (Fig.  1a). The most obvious 
exceptions to this general pattern were chr2p and chr4p ends, where only 11 accessions 
had variant repeats. Additionally, 30 accessions contained non-telomeric fragments 
within the repeat arrays, and these are described in detail below.

The arrays of canonical telomeric repeats at the very end were observed to harbor 
many indels in each read, primarily 1-bp indels, usually replacing TTT AGG G with either 
TTA GGG  or TTT AGG  (Fig. 1b; Additional file 1: Fig. S7). By comparing HiFi read accu-
racy, the number of full-pass subreads, and the relative distance from an ideal sequence 
that is the entire canonical array for each read, a statistically significant negative correla-
tion was found between relative distance and both read accuracy (P < 2.2e − 16, Pearson’s 

Fig. 1 Overview of the telomeric repeat regions in A. thaliana. a Schematic representation of the different 
types of telomeric repeats at non-rDNA and rDNA chromosome ends. b Alignment of HiFi reads showing 
the entire telomeric repeat array in chr1q of Pent-46 accession from degenerate, variant to canonical repeats 
(from left to right). c Correlation between relative distance from expected canonical repeat sequence and 
entire read accuracy
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r =  − 0.69; Fig. 1c) and subread coverage (P < 2.2e − 16, Pearson’s r =  − 0.42). Since only 
indels and no other mutation types were found in this region, the relative distance serves 
as an indication of indel density. This result suggests that the occurrence of indels is 
influenced by the read quality. Different from a previous study that interpreted indels 
supported by a single read as genuine variants [28], we consider these indels to be short 
homopolymer run errors (e.g., TTT > TT or GGG > GG), a known issue with HiFi reads 
[34, 39]. Therefore, the region beginning at the last conserved variant repeat until the 
read end was defined as the homogeneous canonical TTT AGG G repeat region. Because 
it was deemed to be devoid of consistent variation, this region was not further consid-
ered in the remainder of analyses.

Hypervariable composition of telomeric repeat arrays

Using the extracted reads, we generated consensus sequences of degenerate and variant 
telomeric repeats for each chromosome end in the 74 accessions. To obtain a first over-
view of variation, the 20 most enriched repeat types were visualized (Fig. 2a). Sequences 
of accessions were ordered according to their membership in genetic groups (Fig.  2b; 
Additional file  1: Fig. S8). Of the 592 non-rDNA chromosome ends, 562 had vari-
ant repeat arrays, with lengths from 6 to 3,384 bp (chr1p of Ey15-2). Of the 148 rDNA 
ends, only 12 had variant repeat arrays, with lengths from 6 to 658 bp. A total of 462 
distinct repeat units, ranging in size from 2 to 17 bp, were identified (Additional file 2: 
Table S2). The number of new repeats reached saturation with the 69th accession (Addi-
tional file 1: Fig. S9). Of the 462 distinct repeat units, 151 (32.7%) occurred only once. 
The canonical repeat, which was interspersed among arrays of variant repeats, had the 
highest frequency with 20.7%. It should be noted that the count of distinct repeat types 
greatly relies on our definition of a unit. For example, the sequence TTT AGG ATT AGG 
G could be considered as being composed of two variant repeats, TTT AGG A and TTA 
GGG  or TTT AGG  and ATT AGG G. Therefore, we use the repeat types as a set of mark-
ers for studying the overall organization of telomeric sequences and believe that there is 
no need to excessively focus on the specific sequence content of individual units, espe-
cially rare ones.

As an aside, the template sequence of the telomerase RNA, 5′-CUA AAC CCU-3′ [40], 
encoded on chromosome 2, was identical in all 74 accessions (Additional file 2: Table S3).

Although the sequence content of telomeric regions was highly dynamic, there were 
five main patterns of sequence variation and most variant sequences, 508 of 574, showed 
more than one of these patterns. The simplest pattern was represented by arrays in 
which different repeat types occurred only once, such as chr1q of Cat-0 (Fig. 2a). The 
second pattern most likely resulted from monomer homogenization, such as chr1p of 
Alo-19, where a single unit, TAT AGG G, was repeated consecutively 15 times (Addi-
tional file 1: Fig. S10a). The remaining patterns constituted higher-order repeats (HORs) 
[41]. In the simplest case, such as chr3q of IP-Tri-0, two to four units made up a block 
that was then repeated multiple times (Additional file  1: Fig. S10b). A more elaborate 
pattern had multiple monomers (arbitrarily defined as ≥ 5 here) that were repeated 
several times. For example, in chr2q of IP-Per-0, five distinct units formed a block and 
were repeated five times, with all five blocks being identical (Additional file 1: Fig. S10c). 
The final pattern also featured HORs but with mutations distinguishing the individual 
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HORs. For instance, in chr2q of Cvi-0, the HOR array consisted of five units repeated 
eight times with five of these deviating from the consensus (Additional file 1: Fig. S10d).

When comparing pairs of accessions, the majority of sequence differences between 
specific chromosome ends fell into three major categories (Fig. 2a). In the first category, 
sequences were highly similar to each other, as seen in chr5p of 11C1 and HR-10 (Addi-
tional file  1: Fig. S11a). In the second group, sequence composition was similar, but 
accessions were distinguished by the number of HORs, such as chr3p of IP-Tri-0 and IP-
Fel-2 (Additional file 1: Fig. S11b). These two categories were mainly observed with pairs 
from the same genetic group. The third category, sequence divergence, was observed not 

Fig. 2 Variation of telomeric sequences in A. thaliana. a Degenerate and variant telomeric repeat arrays at 
10 chromosome ends across all 74 accessions. The top 20 most enriched units are highlighted by different 
colors. b Genetic groups of 74 accessions revealed by principal component analysis
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only in unrelated accessions but also in pairs from exactly the same local population, 
such as chr1p of Evs-0 and Evs-12 (Additional file 1: Fig. S11c).

Thirty accessions had non-telomeric sequences within the repeat array (Additional 
file 2: Table S4). Except for seven unclassified sequences ranging in length from 42 to 
453 bp, the others could typically be divided into three different types. Firstly, organel-
lar DNA or rDNA insertions. In chr1p, 14 accessions had a 110-bp mitochondrial DNA 
insertion (Additional file 1: Fig. S12a), which has been reported previously [23], while 
chr2q of Cvi-0 contained a 102-bp chloroplast DNA insertion. A 5088-bp 45S rDNA 
sequence was embedded in the telomeric tract in chr2q of Gel-1. In the second type, 
seven accessions were observed to have non-telomeric fragments that were associ-
ated with repeat array duplications. For example, chr2q of four accessions has a 244-
bp sequence that forms HORs in combination with their telomeric repeats. The 244-bp 
fragment is identical in all HOR copies, while the repeat array exhibits a few polymor-
phisms (Additional file 1: Fig. S12b). The third type was exemplified by chr3q of Hum-2, 
where the repeat array was interrupted by a 495-bp non-telomeric fragment, which was 
identical in sequence to a fragment adjacent to the array of variant telomeric repeats of 
chr5q in the same accession (Additional file 1: Fig. S12c). The distal part of chr3q closely 
resembled the repeat array of chr5q.

Repeat number variation between closely related individuals and in somatic tissues

To examine variability in the telomere regions in a more fine-grained manner, two col-
lections of datasets from very closely related individuals were employed. The first col-
lection came from the lineage of North American accessions known as haplogroup-1 
(HPG1), which form a clade of natural mutation accumulation lines whose common 
ancestor lived about 400 years ago [42]. In parallel, three independent sequencing data-
sets of the Col-0 accession that had been recently published were investigated [30, 31, 
43]. This also offered an opportunity to examine intra-dataset variation in more detail. 
We therefore report not merely the most common repeat array length but present the 
full data for all HiFi reads.

Among the three HPG1 accessions, repeat number variation was found, but no major 
differences were observed in repeat type. Specifically, four of eight non-rDNA chro-
mosome ends were significantly different in lengths of degenerate and variant repeat 
regions, with medians differing from 7 to 51 bp (Fig. 3a). There was also substantial vari-
ation in repeat number among the HiFi reads from a single accession. The greatest one, 
from 396 to 569 bp, corresponding to approximately 25 repeat units, was observed at 
chr4q of 14INRCT07(Fig. 3a).

In the Col-0 accession, the array of telomeric repeats of chr3q was found to exclusively 
consist of canonical repeats, and it was therefore excluded from this analysis. For the 
remaining seven non-rDNA chromosome ends, there was no difference in variant types. 
Regarding repeat number variation, at two of seven chromosome ends, one dataset dif-
fered significantly in length distribution from the other two datasets, with median dif-
ferences of 7 bp and 11 bp (Fig. 3b). These two chromosome ends had also the longest 
repeat arrays. For within-dataset length variation, chr4q was the one with the greatest 
difference between the shortest and longest arrays of degenerate and variant repeats, at 
184 bp, roughly equivalent to 26 repeats (Fig. 3b). While four of seven chromosome ends 
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differed significantly in the degrees of variability among the three Col-0 datasets (Addi-
tional file  1: Fig. S13), these differences were not attributable to the pooled-sequenc-
ing dataset. Thus, differences in sequencing strategy should not affect our conclusions 
regarding the 74 diverse datasets we used, which had been generated by a combination 
of pooled and single-plant sequencing.

Haplotype structure of telomeric repeat arrays and the adjacent non‑coding regions

To facilitate the comparison of haplotypes across the telomeric arrays, we implemented 
a repeat compression process to mitigate the impact of repeat number variation, which 
is likely to change more quickly than the overall arrangement and presence of vari-
ant repeats (Additional file  1: Fig. S14). The compressed sequences were used to per-
form a pairwise sequence similarity analysis based on the relative Levenshtein distance 
(L-distance) [44]. The result confirmed the visual impression from Fig. 2a that there is 
on average more similarity between the same chromosome end of different accessions 
than between different chromosome ends (Additional file  1: Fig. S15a; P < 2.2e − 308, 

Fig. 3 Variation in the lengths of degenerate and variant telomeric repeat regions in sets of three closely 
related samples. Dots represent individual HiFi reads. Statistically significant differences were determined 
by a two-tailed F test (****P < 0.00001, ***P < 0.0001, **P < 0.001, *P < 0.01). a Comparison of the three HPG1 
accessions. b Comparison of the three Col-0 datasets
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Wilcoxon test). The result also showed an overall lower relative L-distance within the 
same genetic group compared to between different genetic groups (Additional file 1: Fig. 
S15b; P < 6.01e − 59, Wilcoxon test).

To examine whether these haplotype patterns extended beyond the telomeric repeat 
regions, we also looked at their adjacent non-coding regions. Non-coding sequences, 
which varied in length from zero to 16,542 bp, were defined as the sequence between the 
most distal gene and the last variant repeat of each chromosome end (Additional file 2: 
Table  S5). Next, neighbor joining (NJ) clustering was conducted based on the multi-
sequence alignment of these non-coding regions from each chromosome end. A merged 
matrix of repeat arrays and non-coding regions was generated, using the accession order 
from the NJ exercise, to reveal the correlation between the two (Fig. 4). Strong linkage 
between telomeric repeats and their adjacent non-coding regions were present at both 
coarse and fine resolution.

Fig. 4 Heatmap of pairwise relative distance of compressed telomeric repeat arrays (upper triangle) and 
repeat-adjacent sequences (lower triangle). Membership of accessions in different genetic groups is indicated
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In addition to linkage disequilibrium, the matrix provided direct support for our statis-
tical results regarding the chromosome end-specific and genetic group-specific patterns 
(Fig. 4). Haplotypes from the same chromosome end clustered together, with accessions 
from the same genetic group typically having similar haplotypes.

Discussion
Our study provides a base-level view of the patterns of degenerate and variant telom-
eric repeats at the chromosome ends of 74 geographically diverse accessions of A. thali-
ana. The diverse sampling combined with technical advances provide a population-level 
view of telomeric sequence, going far beyond previously available anecdotal observa-
tions from a few common accessions [8, 17]. The superior length of PacBio HiFi reads 
supports unambiguous anchoring of the telomeric repeats to each chromosome end. 
In previous studies, total repeat abundance was reported without linking repeat loca-
tion to telomeres in general, let alone to individual telomeres [24], or the focus was on 
only one chromosome end [23]. The superior read length mitigates the challenges aris-
ing from having multiple canonical repeats embedded within the variant repeat array 
(Fig. 2a), which can otherwise be taken as an erroneous indication of the chromosome 
end [17]. The number of variant patterns detected in our study reached saturation with 
the 69th accession of the 74 accessions (Additional file 1: Fig. S9). Therefore, we were 
able to detect not only mutation types of high frequency such as TTC AGG G [8] but also 
a much broader range of variant patterns that is likely to provide a near-complete inven-
tory of variant types. Of note, our results overturn the previous conclusion that there 
are no variants at the two chromosome ends that cap the large 45S rDNA repeat arrays 
[38]. In addition, we newly discovered higher-order repeats (HORs), which have before 
only been described in other satellite regions of A. thaliana such as the centromere [31]. 
Regarding inter-chromosome similarity of the unique sequence and its subsequent telo-
meric tract (Additional file 1: Fig. S12c), the only other similar example that we are aware 
of comes from Caenorhabditis elegans [45]. Thus, our work greatly extends our knowl-
edge of telomere-adjacent sequence variation up to the canonical array in this species.

There is ample evidence for local homogenization of telomeric repeats and formation 
of HORs, as well as repeat number variation in somatic cells and between closely related 
individuals, all typical characteristics of non-coding minisatellite regions [41, 46]. The 
obvious scenario is that only the most distal portions of the canonical repeats, at the 
very ends of the chromosomes, are maintained by telomerase and thus remain uniform 
[40]. More centromere-proximal portions are maintained by conventional DNA replica-
tion and can sustain mutations, becoming first variant repeats and eventually degenerate 
repeats over time [23]. In this scenario, the variant and degenerate repeats are minisatel-
lite units of about 7 bp, and the extensive patterns of apparent repeat expansion and con-
traction can be explained by replication slippage and unequal crossing over [47]. Two 
other forces shaping variant repeats have been considered in previous studies, and our 
analyses cannot rule out that they play a minor role as well. Variant repeats could in 
principle be caused by variation in the RNA template. While we detected no sequence 
differences at the previously reported locus for the canonical RNA template [40, 48], we 
cannot exclude the existence of other loci that contribute a minor amount of alterna-
tive templates [49]. Alternatively, variants could arise during reverse transcription [50], 



Page 10 of 18Tao et al. Genome Biology          (2024) 25:244 

introducing variants into the newly added repeats at the most distal end of the array. 
Such errors will cause telomere elongation by telomerase to fail, with alternative mecha-
nisms for telomere maintenance eventually taking over.

Our haplotype analysis revealed both chromosome end-specific and genetic group-
specific patterns of degenerate and variant telomeric repeat arrays. Accessions sharing 
the same haplotype are more likely to belong to the same genetic group [28], but they are 
not necessarily from the same local population [23]. In addition, we demonstrate that 
linkage disequilibrium between telomeric repeat arrays and more proximal non-coding 
regions, previously described for single chromosome ends in humans and A. thaliana 
[14, 23, 51], as a common feature at all non-rDNA chromosome ends in A. thaliana. 
The mitochondrial DNA insertion event observed in accessions is a good example for 
summarizing these patterns in conjunction with the mutational process we propose 
(Additional file 1: Fig. S12a). The 14 accessions, from different localities, contain a con-
served mitochondrial fragment and highly similar repeat-adjacent sequences, but the 
repeat arrays differ in sequence. A likely scenario is that the mitochondrial fragment was 
inserted before these 14 chromosome ends diverged [23]. Base substitutions in the tel-
omeric repeat arrays then occurred stochastically in different accessions during repeat 
amplification.

Our analysis has shown that telomeric repeats experience apparently much higher 
mutation rates than high-complexity sequences in chromosome arms, especially when 
it comes to repeat number. Telomeric repeats are therefore potentially helpful when 
attempting to reconstruct relationships between closely related individuals at high res-
olution. Information from telomeric repeats might become particularly useful if com-
bined with genome-wide analyses of microsatellite and minisatellite mutations [52]. The 
substantial intra-individual variation in telomeric repeats also offers opportunities for 
studying the mechanisms of replication slippage and unequal crossing over of minisatel-
lites [53], given that the entire telomeric repeat arrays can be confidently captured by 
single HiFi reads.

Our study leaves several open questions for future studies. One challenge will be to 
accurately assign telomeric reads adjacent to rDNA to specific chromosome ends, 
which has so far been hampered by a lack of complete assemblies of rDNA arrays across 
diverse genomes [54]. Second, a few chromosome ends, including chr5p of Cas-0 as the 
most extreme example, had a large number of consecutive TTC AGG G repeats (Fig. 2a). 
The functional implication of this observation remains unknown. Lastly, we observed 
the sharing of the unique sequence across chromosome ends at chr2q and chr5q of 
Hum-2 (Additional file 1: Fig. S12c). This configuration, not yet reported in A. thaliana, 
has been proposed in a C. elegans study and in several reviews as evidence for chromo-
some healing, which involves a recombination process after a double-strand break [45, 
55–57]. Further validation of the mechanism underlying this sequence arrangement in 
A. thaliana is required.

Conclusions
We provide a comprehensive evaluation of nucleotide sequence polymorphisms of 
degenerate and variant telomeric repeat arrays at all chromosome ends in a global col-
lection of diverse Arabidopsis thaliana accessions. We have greatly improved on the 
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detection of telomeric repeat types, and report sequence arrangements including higher-
order repeats and the sharing of unique fragments across chromosome ends, which to 
our knowledge had not been observed before in A. thaliana. The number of degener-
ate and variant telomeric repeats can vary at germline and somatic levels in otherwise 
isogenic accessions. Lastly, we reveal chromosome end-specific and genetic group-spe-
cific patterns of telomeric repeat haplotypes along with linkage disequilibrium between 
telomeric repeat arrays and their adjacent non-coding regions. Together, the findings 
improve our understanding of telomeric sequence diversity in plants.

Methods
HiFi‑based data collection

Seventy-three HiFi-based assemblies and read sets, representing 71 natural accessions, 
were obtained from seven public sources. The datasets of 44 accessions were from Wlod-
zimierz et al. [35]. 11 from Kang et al. [58], 14 from Lian et al. [59], the Kew-1 accession 
from Christenhusz et al. [60], and three independent Col-0 datasets from Rabanal et al. 
[43], Wang et al. [30], and Naish et al. [31].

Three HPG1 accessions [61] were sequenced with one SMRT Cell on the Sequel II 
platform (PacBio). Plant growth [62], DNA extraction from a single plant [35], prepara-
tion of a multiplexed sequencing library followed by HiFi sequencing [43], and genome 
assembly [35] were performed as previously described.

Principal component analysis

A principal component analysis (PCA) was performed to elucidate the genetic rela-
tionship among the 74 accessions. HiFi reads from all accessions were aligned to the 
Col-0 Community-Consensus (Col-CC) assembly [63] by minimap2 v2.26 [64] with the 
parameter -ax map-hifi. The output SAM files were converted to BAM format using 
Samtools v1.10 [65] functions view -Sb, sort and index. Site depth was calculated from 
the aligned BAM files with mosdepth [66]. Single-nucleotide polymorphisms (SNPs) 
were identified using DeepVariant v1.6.0 [67]. GVCF files for each individual and each 
chromosome were merged into five chromosome files with GLnexus v1.4.1 [68]. Sites 
with depth lower than 5, greater than twice the mean depth, or with a genotype qual-
ity lower than 30 were discarded. Bcftools v1.17 [69] was used to filter SNPs with the 
parameter -m 2 -M 2 -i ‘QUAL > 30 && MAF > 0.01 && F_missing < 0.2’, to merge VCF 
files and to exclude repetitive regions identified by SRF [70] along with KMC v3.2.1 [71]. 
PCA was conducted using GCTA v1.94.1 [72] with input BED files generated by PLINK 
v1.90b7.2 [73].

Extraction of telomeric sequences

In A. thaliana, two out of ten chromosome ends have large 45S rDNA repeat arrays adja-
cent to the telomeric repeats, causing most assemblies collapse and thus preventing cor-
rect mapping of telomeric sequences [38, 54]. Two alternative strategies were employed 
to extract telomeric sequences, depending on whether the sequence was adjacent to long 
45S rDNA sequences.

For the eight non-rDNA chromosome ends, an alignment-based approach was 
employed. For each sample, HiFi reads were aligned to the corresponding assemblies. 
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Since the repeat-adjacent regions of different chromosome ends, which serve as markers 
for uniquely anchoring reads, were known to be similar in sequence [27], all-against-all 
pairwise alignments of the 5  kb sequence adjacent to the telomeric repeats were per-
formed for each chromosome end with BLAST v2.13.0 + [74]. This resulted in a maxi-
mum alignment overlap of 3,056 bp (between chr3q and chr4q of Cvi-0). Therefore, only 
reads containing at least 3.5 kb of repeat-adjacent sequence were extracted with sam-
tools view -hb -L [17, 28, 32]. BAM files were converted to FASTA format using sam-
tools bam2fq and processed with seqtk v1.3 (https:// github. com/ lh3/ seqtk) using option 
seq -A. For each accession, an all-against-all alignment was performed on the extracted 
reads using TIPP (https:// github. com/ Wenfei- Xian/ TIPP). The resulting data were used 
to generate network graphs with R package igraph [75] to verify the accuracy of the 
read extraction. Potentially chimeric reads and reads containing sequencing errors were 
excluded after visual inspection. All reads were manually clipped to remove non-repeat 
sequences, retaining only the telomeric tracts. Since the irregular degenerate repeat 
content made the boundary between the non-repeat and repeat portions ambiguous, 
the start of the telomeric repeat array was arbitrarily defined as the first instance of the 
sequence (T)x(M)(G)y(M) (M = A or C).

For the chr2p and chr4p ends, which contain large 45S rDNA arrays, reads were 
directly extracted without help of the corresponding genome assembly. Using minimap2, 
reads that aligned to the 45S rDNA sequence of Col-0 [43] were identified. Reads with at 
least three consecutive telomeric repeats were further retained. The 45S rDNA portions 
of these retained reads were aligned pairwise using BLAST. It resulted in the length 
of identical 45S rDNA sequences being either less than 4,800  bp or nearly the entire 
length of the query sequence. Reads with at least 5 kb of 45S rDNA sequences were thus 
extracted and clustered into two groups, putatively from chr2p and chr4p, per accession 
based on sequence similarity. Based on a 45S rDNA reference sequence [43], Repeat-
Masker v4.0.9 [76] was used to mask and exclude the rDNA regions from the reads, leav-
ing only the telomeric repeats for further analysis.

To facilitate downstream analysis, reads with telomeric repeats in the 3′-CCC TAA 
A-5′ orientation were first reversed to 5′-TTT AGG G-3′ using seqtk with function seq 
-r, followed by processing with Tandem repeats finder v4.09.1 [77] to identify repeat 
units [78, 79]. After manual curation, units were arbitrarily defined as beginning from 
the first T and ending with the last non-T base along the sequence. For example, the 
sequence TGT TTA GGG TCT GAT GGG  was split into the units TG TTT AGG G TCTGA 
TGGG.

Evaluation of short homopolymer errors

Because at each end of the reads, small indels rather than SNPs, particularly 1-bp dele-
tions, often dominated the consecutive canonical TTT AGG G repeat regions, specifically 
TTA GGG  (with two instead of three Ts) or TTT AGG  (with two instead of three Gs), 
and these occurred at random positions. To determine whether these indels were caused 
by somatic mutations or sequencing errors [39], the correlation between the likelihood 
of errors and the occurrence of indels for each read was examined.

The likelihood of error was quantified based upon subread coverage and quality value 
of the HiFi reads. Samtools view -X followed by an awk command was used to extract 

https://github.com/lh3/seqtk
https://github.com/Wenfei-Xian/TIPP
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the values of two tags, “np” (number of subreads) and “rq” (read quality), per read from 
the BAM files. To calculate the occurrence of indels, sequences were extracted from the 
read end until the variant repeat preceding the canonical repeat array. The length of each 
extracted sequence was divided by seven to obtain an approximate repeat number, and a 
hill-climbing algorithm was used to find the nearest integer that represented the canon-
ical repeat number in the ideal sequence (Additional file  1: Fig. S16), minimizing the 
Levenshtein distance (L-distance) between the extracted sequence (the observed string) 
and the ideal sequence consisting entirely of canonical repeats (the expected string), 
obtained with the R package stringdist. This minimized distance was further divided by 
the length of the extracted sequence to determine the relative distance as an indication 
of indel density. The correlation between the likelihood of errors and the occurrence of 
indels for each read was plotted using R package ggplot2, and the R function cor was 
used to calculate the Pearson correlation coefficient.

Identification of telomeric repeat content

To visualize the degenerate and variant repeat arrays, consensus sequences were gen-
erated from two random reads with the median length of repeat array for each acces-
sion and each chromosome end. Conserved units between reads were retained, while 
nonconserved units were marked as “N.” The frequency of occurrence for each unit type 
was subsequently calculated. The positions of the top 20 enriched unit types were then 
emphasized with different colors.

In addition, non-repeat sequences that disturbed the repeat arrays were manually 
extracted. Using BLAST, the sources of these non-repeat sequences were determined 
with TAIR10 transposon and organellar DNA sequences [80] as well as a library of A. 
thaliana rDNA and centromere sequences [43].

Identification of telomerase RNA template sequence

In A. thaliana, the addition of telomeric repeats is directed by a 9-bases template 
3′-UCC CAA AUC-5′ in the telomerase RNA, corresponding to 3′-TCC CAA ATC-
5′ in the genome [40]. To investigate whether the variants we observed were caused 
by mutations in the template sequence, all 74 assemblies were searched using BLAST 
with the sequence of the telomerase RNA locus of Col-0 as a query [48]. Corresponding 
sequences were extracted using bedtools v2.27.1 [81] with function getfasta and used as 
input for a multiple sequence alignment with Clustal Omega [82].

Estimation of telomeric repeat variants in HPG1 accessions

Three HPG1 accessions (14INRCT07, Pent-46, LI-EF-011) were sequenced. To assess 
the repeat number variation, the length of the sequences containing degenerate and var-
iant repeats was calculated for each read with an awk script. The significance of the dif-
ference in length between accessions was evaluated with a two-tailed F test using the R 
function var.test. The length of each read was plotted using ggplot2.

Estimation of telomeric repeat variants in different Col‑0 datasets

Three datasets of the Col-0 accession [30, 31, 43] were compared using the meth-
ods described above. The R function var.test was additionally used to assess whether 
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different sequencing strategies (single-plant versus pooled) affected the distribution of 
repeat number variation of HiFi reads.

Haplotype structure analysis of the repeat arrays and their adjacent non‑coding regions

For telomeric repeat arrays, a repeat compression approach for each sequence was used 
[83], in order to reduce the complexity arising from repeat number variation. Pairwise 
L-distances between compressed arrays were calculated to estimate their similarity, and 
these distances were then divided by the length of the longer sequence in each pair to 
determine the relative distance. An F test was performed to assess whether there were 
significant differences in the similarity levels when comparing the same and different 
chromosome ends and comparing the same and different genetic groups.

To identify the more proximal non-coding regions, Liftoff v1.6.3 [84] was used in con-
junction with the TAIR10 gene set [80] to annotate the most terminal gene in the eight 
non-rDNA chromosome ends [85]. Subsequently, the fragment between the most ter-
minal gene and the first telomeric repeat was extracted using bedtools getfasta. Multiple 
sequence alignment and NJ clustering of non-coding sequences was performed for each 
end with Clustal Omega, and pairwise relative distances were calculated.

To determine whether there was any correlation between variation in the telomeric 
repeat arrays and the non-coding regions, the relative distance values for both the repeat 
and the non-coding regions were merged into a square matrix. The order of accessions 
for each chromosome end was determined based on the NJ clustering of the non-coding 
regions.

Supplementary Information
The online version contains supplementary material available at https:// doi. org/ 10. 1186/ s13059- 024- 03388-3.

Additional file 1: Supplementary figures. Fig. S1. Geographic distribution of the 74 A. thaliana accessions. Fig. S2. 
Sequence relationships of telomeric reads from non-rDNA chromosome ends of accessions 1–20. Fig. S3. Sequence 
relationships of telomeric reads from non-rDNA chromosome ends of accessions 21–40. Fig. S4. Sequence relation-
ships of telomeric reads from non-rDNA chromosome ends of accessions 41–60. Fig. S5. Sequence relationships 
of telomeric reads from non-rDNA chromosome ends of accessions 61–74. Fig. S6. Schematic illustration of the 
strategies for extracting telomeric reads. Fig. S7. Sequence tracks showing the entire telomeric repeat arrays in the 
eight non-rDNA chromosome ends of the three North American accessions. Fig. S8. Zoomed-in view of principal 
component analysis of European, North American and Asian genetic groups. Fig. S9. Number of new repeat units 
added with an increase in the number of accessions. Fig. S10. Close-up of four major types of sequence organization 
in the telomeric repeat arrays. Fig. S11. Close-up view of three categories of telomeric sequence relationships. Fig. 
S12. Representation of three categories of non-telomeric fragments in telomeric repeat arrays. Fig. S13. Density plot 
of the length distribution of degenerate and variant repeat regions at seven non-rDNA chromosome ends in three 
Col-0 datasets. Fig. S14. Schematic representation of the repeat compression process. Fig. S15. Violin plots showing 
the distribution of pairwise relative distances. Fig. S16. Example of the process for determining the expected string 
and calculating the L-distance, which represents the occurrence of indels.

Additional file 2: Supplementary tables. Table S1. Sampling details for 74 Arabidopsis thaliana accessions. Table S2. 
Degenerate and variant telomeric repeat arrays for each chromosome end in each accession. Table S3. Sequence 
of the template in telomerase RNA for each accession. Table S4. Non-telomeric sequences within telomeric repeat 
arrays. Table S5. Annotation of the most distal gene at each chromosome end for each accession.

Additional file 3: Review history.

Acknowledgements
We thank Alejandra Duque-Jaramillo, Katerina Romanova, Adrián Contreras-Garrido, and Patience Chatukuta for com-
ments on the manuscript and Haim Ashkenazy for discussion.

Peer review information
Wenjing She was the primary editor of this article and managed its editorial process and peer review in collaboration 
with the rest of the editorial team.

https://doi.org/10.1186/s13059-024-03388-3


Page 15 of 18Tao et al. Genome Biology          (2024) 25:244  

Review history
The review history is available as Additional file 3.

Authors’ contributions
DW and YT conceived the project. WX and YT performed the analyses regarding rDNA-binding end, telomere length, 
and telomere cluster. ZB performed the principal component analysis. FAR and YT performed the genome assembly. YT 
performed all other bioinformatic analyses. AM, CL, YT, and GS performed the plant growth, HMW DNA extraction, and 
library preparation for three HPG1 accessions. DW provided general advice. YT and DW interpreted the data and wrote 
the manuscript with input from all authors.

Funding
Open Access funding enabled and organized by Projekt DEAL. This work was supported by the Max Planck Society and 
the Novozymes Prize of the Novo Nordisk Foundation (D.W.).

Availability of data and materials
Publicly available datasets are from EBI ENA (project numbers PRJEB55353, PRJEB55632, PRJEB50694, PRJEB51511, 
PRJEB62038) [86–90], and GSA (project numbers PRJCA012695 and PRJCA005809) [91, 92]. Data for three HPG1 acces-
sions generated in this study are available from ENA (project number PRJEB75768) [93]. The custom workflow and scripts 
are available in Zenodo (https:// doi. org/ 10. 5281/ zenodo. 13323 746) [94] and a GitHub repository (https:// github. com/ 
Yue- qi- Tao/ Telom eric- diver sity) [95] under MIT license.

Declarations

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Competing interests
DW holds equity in Computomics, which advises plant breeders. DW also consults for KWS SE, a plant breeder and seed 
producer with activities throughout the world. All other authors declare no conflicts.

Received: 29 January 2024   Accepted: 3 September 2024

References
 1. Churikov D, Price CM. Telomeric and subtelomeric repeat sequences. 2008. In eLS, (Ed.). https:// doi. org/ 10. 1002/ 

97804 70015 902. a0005 065. pub3.
 2. Chan SRWL, Blackburn EH. Telomeres and telomerase. Philos Trans R Soc Lond B Biol Sci. 2004;359:109–21.
 3. Fulnecková J, Sevcíková T, Fajkus J, Lukesová A, Lukes M, Vlcek C, et al. A broad phylogenetic survey unveils the 

diversity and evolution of telomeres in eukaryotes. Genome Biol Evol. 2013;5:468–83.
 4. Verdun RE, Karlseder J. Replication and protection of telomeres. Nature. 2007;447:924–31.
 5. Schrumpfová PP, Fajkus J. Composition and function of telomerase-a polymerase associated with the origin of 

eukaryotes. Biomolecules. 2020;10(10):1425.
 6. Wallberg A, Bunikis I, Pettersson OV, Mosbech M-B, Childers AK, Evans JD, et al. A hybrid de novo genome assembly 

of the honeybee, Apis mellifera, with chromosome-length scaffolds. BMC Genomics. 2019;20:275.
 7. Vozárová R, Wang W, Lunerová J, Shao F, Pellicer J, Leitch IJ, et al. Mega-sized pericentromeric blocks of simple 

telomeric repeats and their variants reveal patterns of chromosome evolution in ancient Cycadales genomes. Plant 
J. 2022;112:646–63.

 8. Richards EJ, Chao S, Vongs A, Yang J. Characterization of Arabidopsis thaliana telomeres isolated in yeast. Nucleic 
Acids Res. 1992;20:4039–46.

 9. Allshire RC, Dempster M, Hastie ND. Human telomeres contain at least three types of G-rich repeat distributed non-
randomly. Nucleic Acids Res. 1989;17:4611–27.

 10. Lee M, Hills M, Conomos D, Stutz MD, Dagg RA, Lau LMS, et al. Telomere extension by telomerase and ALT generates 
variant repeats by mechanistically distinct processes. Nucleic Acids Res. 2014;42:1733–46.

 11. Stephens Z, Kocher J-P. Characterization of telomere variant repeats using long reads enables allele-specific tel-
omere length estimation. BMC Bioinformatics. 2024;25:194.

 12. Tham C-Y, Poon L, Yan T, Koh JYP, Ramlee MK, Teoh VSI, et al. High-throughput telomere length measurement at 
nucleotide resolution using the PacBio high fidelity sequencing platform. Nat Commun. 2023;14:281.

 13. Mizuno H, Wu J, Katayose Y, Kanamori H, Sasaki T, Matsumoto T. Chromosome-specific distribution of nucleotide 
substitutions in telomeric repeats of rice (Oryza sativa L.). Mol Biol Evol. 2008;25:62–8.

 14. Baird DM, Coleman J, Rosser ZH, Royle NJ. High levels of sequence polymorphism and linkage disequilibrium at the 
telomere of 12q: implications for telomere biology and human evolution. Am J Hum Genet. 2000;66:235–50.

 15. Mendez-Bermudez A, Hills M, Pickett HA, Phan AT, Mergny J-L, Riou J-F, et al. Human telomeres that contain (CTA 
GGG ) n repeats show replication dependent instability in somatic cells and the male germline. Nucleic Acids Res. 
2009;37:6225–38.

 16. Pickett HA, Baird DM, Hoff-Olsen P, Meling GI, Rognum TO, Shaw J, et al. Telomere instability detected in sporadic 
colon cancers, some showing mutations in a mismatch repair gene. Oncogene. 2004;23:3434–43.

https://doi.org/10.5281/zenodo.13323746
https://github.com/Yue-qi-Tao/Telomeric-diversity
https://github.com/Yue-qi-Tao/Telomeric-diversity
https://doi.org/10.1002/9780470015902.a0005065.pub3
https://doi.org/10.1002/9780470015902.a0005065.pub3


Page 16 of 18Tao et al. Genome Biology          (2024) 25:244 

 17. Farrell C, Vaquero-Sedas MI, Cubiles MD, Thompson M, Vega-Vaquero A, Pellegrini M, et al. A complex network of 
interactions governs DNA methylation at telomeric regions. Nucleic Acids Res. 2022;50:1449–64.

 18. Wang S, Xu Z, Li M, Lv M, Shen S, Shi Y, et al. Structural insights into the recognition of telomeric variant repeat TTG 
GGG  by broad-complex, tramtrack and bric-à-brac - zinc finger protein ZBTB10. J Biol Chem. 2023;299: 102918.

 19. Lee JY, Kim DS. Dramatic effect of single-base mutation on the conformational dynamics of human telomeric 
G-quadruplex. Nucleic Acids Res. 2009;37:3625–34.

 20. Peska V, Garcia S. Origin, diversity, and evolution of telomere sequences in plants. Front Plant Sci. 2020;11:117.
 21. Richards EJ, Ausubel FM. Isolation of a higher eukaryotic telomere from Arabidopsis thaliana. Cell. 1988;53:127–36.
 22. Wang C-T, Ho C-H, Hseu M-J, Chen C-M. The subtelomeric region of the Arabidopsis thaliana chromosome IIIR 

contains potential genes and duplicated fragments from other chromosomes. Plant Mol Biol. 2010;74:155–66.
 23. Kuo H-F, Olsen KM, Richards EJ. Natural variation in a subtelomeric region of Arabidopsis: implications for the 

genomic dynamics of a chromosome end. Genetics. 2006;173:401–17.
 24. Choi JY, Abdulkina LR, Yin J, Chastukhina IB, Lovell JT, Agabekian IA, et al. Natural variation in plant telomere length is 

associated with flowering time. Plant Cell. 2021;33:1118–34.
 25. Olson ND, Wagner J, Dwarshuis N, Miga KH, Sedlazeck FJ, Salit M, et al. Variant calling and benchmarking in an era of 

complete human genome sequences. Nat Rev Genet. 2023;24:464–83.
 26. Teano G, Concia L, Wolff L, Carron L, Biocanin I, Adamusová K, et al. Histone H1 protects telomeric repeats from 

H3K27me3 invasion in Arabidopsis. Cell Rep. 2023;42: 112894.
 27. Heacock M, Spangler E, Riha K, Puizina J, Shippen DE. Molecular analysis of telomere fusions in Arabidopsis: multiple 

pathways for chromosome end-joining. EMBO J. 2004;23:2304–13.
 28. Grigorev K, Foox J, Bezdan D, Butler D, Luxton JJ, Reed J, et al. Haplotype diversity and sequence heterogeneity of 

human telomeres. Genome Res. 2021;31:1269–79.
 29. Hou X, Wang D, Cheng Z, Wang Y, Jiao Y. A near-complete assembly of an Arabidopsis thaliana genome. Mol Plant. 

2022;15:1247–50.
 30. Wang B, Yang X, Jia Y, Xu Y, Jia P, Dang N, et al. High-quality Arabidopsis thaliana genome assembly with nanopore 

and HiFi long reads. Genomics Proteomics Bioinformatics. 2022;20:4–13.
 31. Naish M, Alonge M, Wlodzimierz P, Tock AJ, Abramson BW, Schmücker A, et al. The genetic and epigenetic landscape 

of the centromeres. Science. 2021;374:eabi7489.
 32. Tan K-T, Slevin MK, Meyerson M, Li H. Identifying and correcting repeat-calling errors in nanopore sequencing of 

telomeres. Genome Biol. 2022;23:180.
 33. Wenger AM, Peluso P, Rowell WJ, Chang P-C, Hall RJ, Concepcion GT, et al. Accurate circular consensus long-read 

sequencing improves variant detection and assembly of a human genome. Nat Biotechnol. 2019;37:1155–62.
 34. Loomis EW, Eid JS, Peluso P, Yin J, Hickey L, Rank D, et al. Sequencing the unsequenceable: expanded CGG-repeat 

alleles of the fragile X gene. Genome Res. 2013;23:121–8.
 35. Wlodzimierz P, Rabanal FA, Burns R, Naish M, Primetis E, Scott A, et al. Cycles of satellite and transposon evolution in 

Arabidopsis centromeres. Nature. 2023;618:557–65.
 36. Genomes Consortium. 1,135 genomes reveal the global pattern of polymorphism in Arabidopsis thaliana. Cell. 

2016;166:481–91.
 37. Lee C-R, Svardal H, Farlow A, Exposito-Alonso M, Ding W, Novikova P, et al. On the post-glacial spread of human 

commensal Arabidopsis thaliana. Nat Commun. 2017;8:14458.
 38. Copenhaver GP, Pikaard CS. RFLP and physical mapping with an rDNA-specific endonuclease reveals that nucleolus 

organizer regions of Arabidopsis thaliana adjoin the telomeres on chromosomes 2 and 4. Plant J. 1996;9:259–72.
 39. Lal A, Brown M, Mohan R, Daw J, Drake J, Israeli J. Improving long-read consensus sequencing accuracy with deep 

learning. 2021; Preprint at https:// www. biorx iv. org/ conte nt/ 10. 1101/ 2021. 06. 28. 45023 8v3.
 40. Song J, Logeswaran D, Castillo-González C, Li Y, Bose S, Aklilu BB, et al. The conserved structure of plant telomer-

ase RNA provides the missing link for an evolutionary pathway from ciliates to humans. Proc Natl Acad Sci U S A. 
2019;116:24542–50.

 41. Garrido-Ramos MA. Satellite DNA: an evolving topic Genes. 2017;8(9):230.
 42. Exposito-Alonso M, Becker C, Schuenemann VJ, Reiter E, Setzer C, Slovak R, et al. The rate and potential relevance of 

new mutations in a colonizing plant lineage. PLoS Genet. 2018;14: e1007155.
 43. Rabanal FA, Gräff M, Lanz C, Fritschi K, Llaca V, Lang M, et al. Pushing the limits of HiFi assemblies reveals centromere 

diversity between two Arabidopsis thaliana genomes. Nucleic Acids Res. 2022;50:12309–27.
 44. Levenshtein VI. Binary codes capable of correcting deletions, insertions, and reversals. Sov Phys Dokl. 

1966;10:707–10.
 45. Kim C, Kim J, Kim S, Cook DE, Evans KS, Andersen EC, et al. Long-read sequencing reveals intra-species tolerance of 

substantial structural variations and new subtelomere formation in. Genome Res. 2019;29:1023–35.
 46. Boán F, Blanco MG, Quinteiro J, Mouriño S, Gómez-Márquez J. Birth and evolutionary history of a human minisatel-

lite. Mol Biol Evol. 2004;21:228–35.
 47. Symonds VV, Lloyd AM. An analysis of microsatellite loci in Arabidopsis thaliana: mutational dynamics and applica-

tion. Genetics. 2003;165:1475–88.
 48. Fajkus P, Peška V, Závodník M, Fojtová M, Fulnečková J, Dobias Š, et al. Telomerase RNAs in land plants. Nucleic Acids 

Res. 2019;47:9842–56.
 49. Závodník M, Fajkus P, Franek M, Kopecký D, Garcia S, Dodsworth S, et al. Telomerase RNA gene paralogs in plants - 

the usual pathway to unusual telomeres. New Phytol. 2023;239:2353–66.
 50. Gout J-F, Thomas WK, Smith Z, Okamoto K, Lynch M. Large-scale detection of in vivo transcription errors. Proc Natl 

Acad Sci U S A. 2013;110:18584–9.
 51. Baird DM, Jeffreys AJ, Royle NJ. Mechanisms underlying telomere repeat turnover, revealed by hypervariable variant 

repeat distribution patterns in the human Xp/Yp telomere. EMBO J. 1995;14:5433–43.
 52. Marriage TN, Hudman S, Mort ME, Orive ME, Shaw RG, Kelly JK. Direct estimation of the mutation rate at dinucleo-

tide microsatellite loci in Arabidopsis thaliana (Brassicaceae). Heredity. 2009;103:310–7.
 53. Smith GP. Evolution of repeated DNA sequences by unequal crossover. Science. 1976;191:528–35.

https://www.biorxiv.org/content/10.1101/2021.06.28.450238v3


Page 17 of 18Tao et al. Genome Biology          (2024) 25:244  

 54. Fultz D, McKinlay A, Enganti R, Pikaard CS. Sequence and epigenetic landscapes of active and silenced nucleolus 
organizers in Arabidopsis. Sci Adv. 2023;9:44.

 55. Kim C, Sung S, Kim J, Lee J. Repair and reconstruction of telomeric and subtelomeric regions and genesis of new 
telomeres: implications for chromosome evolution. BioEssays. 2020;42: e1900177.

 56. Baird DM. Telomeres and genomic evolution. Philos Trans R Soc Lond B Biol Sci. 2018;373(1741):20160437.
 57. Ballif BC, Wakui K, Gajecka M, Shaffer LG. Translocation breakpoint mapping and sequence analysis in three mono-

somy 1p36 subjects with der(1)t(1;1)(p36;q44) suggest mechanisms for telomere capture in stabilizing de novo 
terminal rearrangements. Hum Genet. 2004;114:198–206.

 58. Kang M, Wu H, Liu H, Liu W, Zhu M, Han Y, et al. The pan-genome and local adaptation of Arabidopsis thaliana. Nat 
Commun. 2023;14:6259.

 59. Lian Q, Huettel B, Walkemeier B, Mayjonade B, Lopez-Roques C, Gil L, et al. A pan-genome of 69 Arabidopsis thaliana 
accessions reveals a conserved genome structure throughout the global species range. Nat Genet. 2024;56:982–91.

 60. Christenhusz M, Twyford A, Hudson A, Royal Botanic Gardens Kew Genome Acquisition Lab, Royal Botanic Garden 
Edinburgh Genome Acquisition Lab, Darwin Tree of Life Barcoding collective, et al. The genome sequence of thale 
cress, Arabidopsis thaliana (Heynh., 1842). Wellcome Open Res. 2023;8:40.

 61. Hagmann J, Becker C, Müller J, Stegle O, Meyer RC, Wang G, et al. Century-scale methylome stability in a recently 
diverged Arabidopsis thaliana lineage. PLoS Genet. 2015;11: e1004920.

 62. Contreras-Garrido A, Galanti D, Movilli A, Becker C, Bossdorf O, Drost H-G, et al. Transposon dynamics in the emerg-
ing oilseed crop Thlaspi arvense. PLoS Genet. 2024;20: e1011141.

 63. Community-Consensus Arabidopsis Thaliana Reference Genome Assembly Consortium. Community-Consensus 
Arabidopsis Thaliana Reference Genome Assembly. PRJNA915353. National Center for Biotechnology Informa-
tion. 2023;https:// www. ncbi. nlm. nih. gov/ biopr oject/ PRJNA 915353.

 64. Li H. Minimap2: pairwise alignment for nucleotide sequences. Bioinformatics. 2018;34:3094–100.
 65. Li H, Handsaker B, Wysoker A, Fennell T, Ruan J, Homer N, et al. The sequence alignment/map format and SAMtools. 

Bioinformatics. 2009;25:2078–9.
 66. Pedersen BS, Quinlan AR. Mosdepth: quick coverage calculation for genomes and exomes. Bioinformatics. 

2018;34:867–8.
 67. Poplin R, Chang P-C, Alexander D, Schwartz S, Colthurst T, Ku A, et al. A universal SNP and small-indel variant caller 

using deep neural networks. Nat Biotechnol. 2018;36:983–7.
 68. Yun T, Li H, Chang P-C, Lin MF, Carroll A, McLean CY. Accurate, scalable cohort variant calls using DeepVariant and 

GLnexus. Bioinformatics. 2021;36:5582–9.
 69. Danecek P, Bonfield JK, Liddle J, Marshall J, Ohan V, Pollard MO, et al. Twelve years of SAMtools and BCFtools. Gigas-

cience. 2021;10(2):giab008.
 70. Zhang Y, Chu J, Cheng H, Li H. De novo reconstruction of satellite repeat units from sequence data. Genome Res. 

2023;33:1994–2001.
 71. Kokot M, Dlugosz M, Deorowicz S. KMC 3: counting and manipulating k-mer statistics. Bioinformatics. 

2017;33:2759–61.
 72. Yang J, Lee SH, Goddard ME, Visscher PM. GCTA: a tool for genome-wide complex trait analysis. Am J Hum Genet. 

2011;88:76–82.
 73. Purcell S, Neale B, Todd-Brown K, Thomas L, Ferreira MAR, Bender D, et al. PLINK: a tool set for whole-genome asso-

ciation and population-based linkage analyses. Am J Hum Genet. 2007;81:559–75.
 74. Altschul SF, Gish W, Miller W, Myers EW, Lipman DJ. Basic local alignment search tool. J Mol Biol. 1990;215:403–10.
 75. Csardi G, Nepusz T. The igraph software package for complex network research. InterJ Complex Syst. 2006;1695:1–9.
 76. Smit AFA, Hubley R, Green P. RepeatMasker Open-4.0. 2013–2015 http:// www. repea tmask er. org.
 77. Benson G. Tandem repeats finder: a program to analyze DNA sequences. Nucleic Acids Res. 1999;27:573–80.
 78. Belyayev A, Kalendar R, Josefiová J, Paštová L, Habibi F, Mahelka V, et al. Telomere sequence variability in genotypes 

from natural plant populations: unusual block-organized double-monomer terminal telomeric arrays. BMC Genom-
ics. 2023;24:572.

 79. Lyčka M, Bubeník M, Závodník M, Peska V, Fajkus P, Demko M, et al. TeloBase: a community-curated database of 
telomere sequences across the tree of life. Nucleic Acids Res. 2023;52:D311–21.

 80. Lamesch P, Berardini TZ, Li D, Swarbreck D, Wilks C, Sasidharan R, et al. The Arabidopsis Information Resource (TAIR): 
improved gene annotation and new tools. Nucleic Acids Res. 2012;40:D1202–10.

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

 82. Sievers F, Wilm A, Dineen D, Gibson TJ, Karplus K, Li W, et al. Fast, scalable generation of high-quality protein multiple 
sequence alignments using Clustal Omega. Mol Syst Biol. 2011;7:539.

 83. Rautiainen M, Nurk S, Walenz BP, Logsdon GA, Porubsky D, Rhie A, et al. Telomere-to-telomere assembly of diploid 
chromosomes with Verkko. Nat Biotechnol. 2023;41:1474–82.

 84. Shumate A, Salzberg SL. Liftoff: accurate mapping of gene annotations. Bioinformatics. 2021;37:1639–43.
 85. Vrbsky J, Akimcheva S, Watson JM, Turner TL, Daxinger L, Vyskot B, et al. siRNA-mediated methylation of Arabidopsis 

telomeres. PLoS Genet. 2010;6: e1000986.
 86. Wlodzimierz P, Rabanal FA, Burns R, Naish M, Primetis E, Scott A, Mandáková T, Gorringe N, Tock AJ, Holland D, 

Fritschi K, Habring A, Lanz C, Patel C, Schlegel T, Collenberg M, Mielke M, Nordborg M, Roux F, Shirsekar G, Alonso-
Blanco C, Lysak MA, Novikova PY, Bousios A, Weigel D, Henderson IR. Genome assemblies of 48 Arabidopsis thaliana 
accessions with PacBio HiFi long-reads. PRJEB55353. European Nucleotide Archive. 2023;https:// www. ebi. ac. uk/ ena/ 
brows er/ view/ PRJEB 55353.

 87. DL20. PRJEB55632. European Nucleotide Archive. 2023; https:// www. ebi. ac. uk/ ena/ brows er/ view/ PRJEB 55632.
 88. Rabanal FA, Gräff M, Lanz C, Fritschi K, Llaca V, Lang M, Carbonell-Bejerano P, Henderson I, Weigel D. Chromosome 

level assemblies and gapless centromeres of Arabidopsis thaliana accessions Ey15-2 (9994) and Col-0 (6909) with 
PacBio long read sequencing technologies. PRJEB50694. Eur Nucleotide Archive. 2022; https:// www. ebi. ac. uk/ ena/ 
brows er/ view/ PRJEB 50694.

https://www.ncbi.nlm.nih.gov/bioproject/PRJNA915353
http://www.repeatmasker.org
https://www.ebi.ac.uk/ena/browser/view/PRJEB55353
https://www.ebi.ac.uk/ena/browser/view/PRJEB55353
https://www.ebi.ac.uk/ena/browser/view/PRJEB55632
https://www.ebi.ac.uk/ena/browser/view/PRJEB50694
https://www.ebi.ac.uk/ena/browser/view/PRJEB50694


Page 18 of 18Tao et al. Genome Biology          (2024) 25:244 

 89. Christenhusz M, Twyford A, Hudson A, Royal Botanic Gardens Kew Genome Acquisition Lab, Royal Botanic Garden 
Edinburgh Genome Acquisition Lab, Darwin Tree of Life Barcoding collective, Wellcome Sanger Institute Tree of Life 
programme, Wellcome Sanger Institute Scientific Operations: DNA Pipelines collective, Tree of Life Core Informatics 
collective, Darwin Tree of Life Consortium. Arabidopsis thaliana genome assembly, ddAraThal4. PRJEB51511. Eur 
Nucleotide Archive. 2022; https:// www. ebi. ac. uk/ ena/ brows er/ view/ PRJEB 51511.

 90. Lian Q, Huettel B, Walkemeier B, Mayjonade B, Lopez-Roques C, Gil L, Roux F, Schneeberger K, Mercier R. A pan-
genome of 72 Arabidopsis thaliana accessions reveals a conserved genome structure throughout the global spe-
cies range. PRJEB62038. Eur Nucleotide Archive. 2024;https:// www. ebi. ac. uk/ ena/ brows er/ view/ PRJEB 62038.

 91. Kang M, Wu H, Liu H, Liu W, Zhu M, Han Y, Liu W, Chen C, Song Y, Tan L, Yin K, Zhao Y, Yan Z, Lou S, Zan Y, Liu J. 38 
ecotypes Arabidopsis thaliana HiFi genome assembly. PRJCA012695. China National Center for Bioinformation. 
2022;https:// ngdc. cncb. ac. cn/ biopr oject/ browse/ PRJCA 012695.

 92. Wang B, Yang X, Jia Y, Xu Y, Jia P, Dang N, Wang S, Xu T, Zhao X, Gao S, Dong Q, Ye K. Arabidopsis thaliana genome 
assembly. PRJCA005809. China Natl Center Bioinformation. 2021;https:// ngdc. cncb. ac. cn/ biopr oject/ browse/ PRJCA 
005809.

 93. Tao Y, Xian W, Bao Z, Rabanal AF, Movilli A, Lanz C, Shirsekar G, Weigel D. Genome assemblies of 3 Arabidopsis thali-
ana HPG1 accessions with PacBio HiFi reads. PRJEB75768. Eur Nucleotide Archive. 2024; https:// www. ebi. ac. uk/ ena/ 
brows er/ view/ PRJEB 75768.

 94. Tao Y, Xian W, Bao Z, Rabanal AF, Movilli A, Lanz C, Shirsekar G, Weigel D. Atlas of telomeric repeat diversity in Arabi-
dopsis thaliana custom scripts. 2024. Zenodo. https:// doi. org/ 10. 5281/ zenodo. 13323 746.

 95. Tao Y, Xian W, Bao Z, Rabanal AF, Movilli A, Lanz C, Shirsekar G, Weigel D. Atlas of telomeric repeat diversity in Arabi-
dopsis thaliana custom scripts. Github. 2024;https:// github. com/ Yue- qi- Tao/ Telom eric- diver sity.

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

https://www.ebi.ac.uk/ena/browser/view/PRJEB51511
https://www.ebi.ac.uk/ena/browser/view/PRJEB62038
https://ngdc.cncb.ac.cn/bioproject/browse/PRJCA012695
https://ngdc.cncb.ac.cn/bioproject/browse/PRJCA005809
https://ngdc.cncb.ac.cn/bioproject/browse/PRJCA005809
https://www.ebi.ac.uk/ena/browser/view/PRJEB75768
https://www.ebi.ac.uk/ena/browser/view/PRJEB75768
https://doi.org/10.5281/zenodo.13323746
https://github.com/Yue-qi-Tao/Telomeric-diversity

	Atlas of telomeric repeat diversity in Arabidopsis thaliana
	Abstract 
	Background: 
	Results: 
	Conclusions: 

	Background
	Results
	Profiling telomeric regions in A. thaliana
	Hypervariable composition of telomeric repeat arrays
	Repeat number variation between closely related individuals and in somatic tissues
	Haplotype structure of telomeric repeat arrays and the adjacent non-coding regions

	Discussion
	Conclusions
	Methods
	HiFi-based data collection
	Principal component analysis
	Extraction of telomeric sequences
	Evaluation of short homopolymer errors
	Identification of telomeric repeat content
	Identification of telomerase RNA template sequence
	Estimation of telomeric repeat variants in HPG1 accessions
	Estimation of telomeric repeat variants in different Col-0 datasets
	Haplotype structure analysis of the repeat arrays and their adjacent non-coding regions

	Acknowledgements
	References


