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recovered tendons like the superficial digital flexor ten-
don recur at least 50% of the time within three years [2, 
5]. Moreover, aging significantly affects the overall out-
come of tendon homeostasis and repair due to decreased 
tenocyte proliferation, increased matrix degeneration, 
and impaired structure at the extracellular, collagen, and 
gene expression levels [6–13]. Although it is well-estab-
lished that tendon healing decreases with age, as seen 
in mechanical and age-related injury model studies, the 
biological processes and molecular functions underly-
ing aging in equine tendon are not well understood [9, 
12, 14]. Additionally, epigenetic changes associated with 

Introduction
Equine tendinopathies are an ongoing challenge due 
to the inadequate healing capacity of tendons, poten-
tial for incomplete repair and subsequent increased re-
injury rates [1–4]. Tendon injuries represent almost 50% 
of musculoskeletal injuries in horses, and re-injury of 
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Abstract
Objectives Equine tendinopathies are challenging because of the poor healing capacity of tendons commonly 
resulting in high re-injury rates. Within the tendon, different regions – tendon proper (TP) and peritenon (PERI) – 
contribute to the tendon matrix in differing capacities during injury and aging. Aged tendons have decreased repair 
potential; the underlying transcriptional and epigenetic changes that occur in the TP and PERI regions are not well 
understood. The objective of this study was to assess TP and PERI regional differences in adolescent, midlife, and 
geriatric horses using RNA sequencing and DNA methylation techniques.

Results Differences existed between TP and PERI regions of equine superficial digital flexor tendons by age as 
evidenced by RNASeq and DNA methylation. Cluster analysis indicated that regional distinctions existed regardless of 
age. Genes such as DCN, COMP, FN1, and LOX maintained elevated TP expression while genes such as GSN and AHNAK 
were abundant in PERI. Increased gene activity was present in adolescent and geriatric populations but decreased 
during midlife. Regional differences in DNA methylation were also noted. Notably, when evaluating all ages of TP 
against PERI, five genes (HAND2, CHD9, RASL11B, ADGRD1, and COL14A1) had regions of differential methylation as well 
as differential gene expression.
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aging could contribute to impaired tendon healing, but 
limited studies have considered this process in aging 
tendon [15, 16]. Moreover, it is understood that differ-
ences exist in the contribution of the tendon proper (TP) 
and peritenon (PERI) regions of tendons to repair, par-
ticularly in immature versus mature tendons [7, 17–20]. 
Transcriptomic and epigenetic assessments of tendon 
aging within both TP and PERI regions could provide 
essential biological context for predicting how tendon 
cells might respond to therapeutics applied to injured 
equine tendons. The goals of this study were to eluci-
date gene expression markers defining the TP and PERI 
regions and those markers associated with maturation 
and aging, and to determine associations between DNA 
methylation and marker expression changes by age and 
location in the tendon.

Methods
Tendon harvest
Superficial digital flexor tendons (SDFTs) were har-
vested from fourteen thoroughbred horses from three 
age groups (0–5 years, adolescent; 6–14 years, midlife; 
and 15–23 years, geriatric) and two tendon regions 
(TP and PERI) (Table S1). Samples were collected from 
horses that were euthanized for reasons unrelated to this 
study; thus, they were exempt from approval of the Uni-
versity of California Davis Institute of Animal Care and 
Use Committee. The horses had no signs or known his-
tory of tendinopathies. TP tissue was isolated by excis-
ing a 2-2.5 mm diameter cylinder from the center core of 
the tendon. PERI tissue was isolated by harvesting some 
of the viscous paratenon in addition to 1 mm of the epi-
tenon from the tendon. Samples were snap-frozen and 
powdered in liquid nitrogen and stored at -80 °C. A full 
description of tendon harvesting is provided in the Sup-
plemental Material.

RNA isolation, sequencing, RNAseq analysis, and RT-qPCR 
validation
TP and PERI samples were homogenized in QIAzol lysis 
reagent (Table S1). Total RNA was isolated with a QIA-
GEN RNeasy Plus Micro Kit following kit instructions 
with an on-column RNase-free DNase treatment (QIA-
GEN) [18]. RNA integrity was assessed via UV spec-
trophotometer (Nanodrop) and Experion Automated 
Electrophoresis Station (Bio-Rad). Total RNA with 
UV260:280 ratio > 1.9 and RNA integrity numbers > 8 
were used. Total RNA from three horses per group was 
submitted to the UC Davis Genome Center for stranded 
library preparation (200–300  bp inserts) using TruSeq 
Stranded mRNA Sample Preparation kit (Illumina), bar-
coding, and sequencing done by Illumina HiSeqv4000 
on two lanes to produce 150 bp pair-ended reads. A full 
description of the RNAseq analysis can be found in the 

Supplemental Material (Figure S1). Real-time quantita-
tive polymerase chain reaction (RT-qPCR)  assays were 
performed for target genes (Table S2) on TP and PERI 
tissues for 13 horses (Table S1) as described in the Sup-
plemental Material.

DNA isolation, RRBS, and DNA methylation analysis
DNA was isolated from TP and PERI tissues for ten 
horses (3 adolescent, 4 midlife, and 3 geriatric, Table S1) 
using the QIAamp Fast DNA Tissue Kit; DNA integ-
rity was assessed by UV spectrophotometer (Nanodrop; 
UV260:280 > 1.8) and gel electrophoresis. Samples were 
submitted to the UC Davis Genome Center for prepa-
ration. Genomic DNA underwent restriction enzyme 
digestion with MspI to generate libraries enriched for 
CpG island and CpG shore regions. Adapters were added; 
then bisulfite conversion, barcoding, amplification, and 
purification were done. Samples were sequenced by an 
Illumina HiSeqv4000 to produce 100 bp single end reads. 
For 10x coverage, 10 samples per lane were loaded over 
2 lanes for a coverage of 1.7 million CpGs [21]. Reduced-
Representation Bisulfite Sequencing (RRBS) was used to 
assess CpG island regions throughout the genome [21]. A 
full description of the RRBS analysis can be found in the 
Supplemental Material (Figure S1).

Results
Transcriptomics
Of the samples from the nine horses – three per age 
group – used for transcriptomics, eight samples were 
used for TP vs. PERI comparisons because Horse 25 
proved to be an outlier as quantified using the Hubert 
Robust Principal Component Analysis Outlier (ROB-
PCA) computation and was excluded from further anal-
ysis (Figure S2) [22, 23]. Principal component analysis 
(PCA) of remaining samples demonstrated clear separa-
tion of the TP and PERI samples, with the TP samples 
clustering closer together compared to the PERI, and 
with heterogeneity in each cluster regarding sample age 
(Fig. 1A). For differentially expressed genes (DEGs), ado-
lescent and geriatric age groups had far more (978; 970, 
respectively) DEGs compared to the midlife group (110) 
(Fig. 1B). Ratios of up- and down-regulated genes for the 
adolescent and midlife groups were about even; however, 
for the geriatric group, there were more down-regulated 
genes compared to the other two age groups. 446 DEGs 
were calculated when comparing TP and PERI for all 
eight horses. The top 25 most variable genes were plot-
ted as a heatmap (Fig. 1C), which helps demonstrate the 
within-region (TP or PERI) heterogeneity in the two clus-
ters of TP and PERI samples see in the PCA in Fig. 1A. 
Further distinctions between TP and PERI regions were 
seen regardless of age. Twenty-one of those twenty-five 
genes were upregulated in TP samples across all age 
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groups; four genes were more abundant in PERI (Table 
S3).

PANTHER was used to analyze gene ontology (GO) for 
the TP vs. PERI comparisons. Fifteen biological process 
GO terms were shared between all age groups (Fig.  2). 
Fewer expressional differences were observed between 
TP and PERI regions in midlife horses when compared to 
adolescent and geriatric (Fig. 2). Notably, biological pro-
cesses “cellular component organization or biogenesis” 
decreased from adolescent through midlife to geriatric 

while “response to stimulus” and “immune system pro-
cess” increased between TP and PERI cells (Fig.  2A F, 
2O). Moreover, “biomineralization” was only seen in aged 
samples, upregulated by TP; this trend persisted when 
considering all horses (Fig. 2D). Molecular function path-
way analysis followed the same trend as for biological 
processes for both up and down regulated DEGs (Figure 
S3).

Tendon markers were also examined for these TP vs. 
PERI contrasts (Table S4). No differences were seen for 

Fig. 1 RNASeq analysis identifying sample relatedness. (A) The principal component analysis of all samples shows clear separation of TP and PERI tissue 
regions with limited separation of samples by age. (B) A Venn diagram of samples by age when comparing TP vs. PERI presented more DEGs in adolescent 
and geriatric ages. Black numbers signify the total DEGs, green as more abundant in TP compared to PERI, red as PERI more abundant than in TP, and blue 
as dependent on the sample the gene was either increased in TP or PERI. (C) A heatmap of the top 25 most variable genes further supported a separation 
between TP and PERI regions in genes closely tied to either region
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midlife samples; however, adolescent and geriatric groups 
demonstrated changes for both PERI and TP. For exam-
ple, in the geriatric group, numerous extracellular, orga-
nizational, and perivascular genes (COMP, DCN, LOX, 
MKX, and CSPG4) were significantly upregulated in the 
TP samples, as were genes known to increase mineraliza-
tion (BMP2). CD44 was downregulated in the geriatric 

group, further indicating the potential aging response 
that is occurring within the tendon between the TP and 
PERI. Expression patterns from transcriptomics were 
verified with RT-qPCR in Figures S4 and S5, with Figure 
S6 considering expression by sex.

Fig. 2 GO analysis for biological processes using PANTHER. Gene Ontology (GO) analysis for age groups between TP and PERI samples with at least 
two groups sharing a common GO term. Biological process terms are listed: (A) cellular component organization or biogenesis, (B) cellular process, (C) 
localization, (D) biomineralization, (E) biological regulation, (F) response to stimulus, (G) signaling, (H) developmental process, (I) multicellular organismal 
process, (J) locomotion, (K) biological adhesion, (L) metabolic process, (M) growth, (N) cell population proliferation, and (O) immune system process. Up 
regulated genes are in blue histogram bars while down regulated genes are in green. Further clarification for comparison was made with line graphs 
showing the percent of genes hit compared to the total genes (circle point line) and the percent of genes hit compared to the individual process (triangle 
point line)
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DNA methylation
Cluster analysis for CpG methylation showed grouping 
emerging with TP and PERI (Fig. 3A), regardless of age, 
separated with a third group of a geriatric sample clus-
tering with itself – perhaps the result of some underly-
ing epigenetic factors present in that horse that could 
not be seen on a gross inspection or in gene expression. 
Further investigation of the specific genomic regions 
between TP and PERI populations shows differentially 
methylated regions (DMRs) present in all age groups. 
DMRs were annotated to the EquCab3.0 genome for dis-
tances to transcription start sites (TSS), promoter, exon, 
intron, and intergenic regions, and association to gene 
features. Total DMRs ranged from 2319 in midlife to 447 
in all samples (515 geriatric; 1587 adolescent) (Fig.  3B). 
DMRs were found from greatest to least in the following 

regions: intergenic, intron, promoter, and exon, respec-
tively (Fig. 3B). The methylation changes between the TP 
and PERI regions in all horses revealed a greater propor-
tion of hypomethylation across all chromosomes for TP 
with cutoff values of q-value < 0.01 and percent methyla-
tion difference > 25% (Figure S7).

When comparing DMRs and DEGs for TP vs. PERI 
contrasts for all horses, 8 differential expression and 
methylation targets were identified across 5 genes 
(ADGRD1, CHD9, COL14A1, HAND2, and RASL11B) 
(Fig.  3C). Gene targets were mainly located within 
introns, except for HAND2 and RASL11B, which were in 
intergenic regions. All target genes were hypomethylated 
in TP, or conversely hypermethylated in PERI regions.

Fig. 3 RRBS findings comparing methylation in TP and PERI regions. (A) CpG methylation clustering for all samples across all age groups. Hierarchi-
cal clustering of all samples showed separation of TP (blue) and PERI (red) tissue regions. A geriatric sample clustered with itself, indicating a potential 
underlying epigenetic alteration. There was no distinct separation between age groups (Adol, adolescent; Mid, midlife; Ger, geriatric). (B) Differentially 
methylated regions were present in the promoter, exon, and intergenic regions. Genomic regions were significant targets if the differential methylation 
was a q-value < 0.01 and differentially methylated > 25%. Annotation of gene regions was done to EquCab3.0 and promoter boundary flanking regions 
were > or < 2 kb of the transcription start site. (C) Five genes demonstrated both differential gene expression and differential methylation when compar-
ing TP and PERI for all samples; these targets are hypomethylated in tendon proper samples and present in either the intron or intergenic regions. Two 
genes (ADGRD1 and COL14A1) had two significantly differentially methylated regions associated with the gene target. Chr: chromosome; Str: strand; Prom: 
promoter; Ex: exon; In: intron; Inter: intergenic; Meth Diff, Differential Methylation
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Discussion
Previous studies demonstrated physiological differences 
between TP and PERI cells of tendon [17, 18, 24]. We too 
found regional physiological genomic differences, namely 
differential gene expression and differentially methylated 
regions. Regardless of age, common tendon genes like 
DCN, COMP, and LOX maintained elevated expression 
in TP while genes such as GSN, a cell migration, prolif-
eration, and inflammatory gene, and AHNAK, a cell pro-
liferation and differentiation gene, were more abundant 
in PERI [25]. Those PERI-abundant genes could contrib-
ute to the cells’ role in early migration, proliferation, and 
inflammatory response that accompanies injuries [19, 
26–28], while TP-abundant genes corroborate essential 
expression from the TP as it supplies proteins essen-
tial for maintenance and upkeep of extracellular matrix 
(ECM), which is of particular importance for preserving 
biomechanical properties of tendons in aging and repair 
[10, 29–34].

When evaluating DMRs and DEGs across all ages to 
compare between TP and PERI, five genes were identi-
fied. Transcripts for three genes were greater in PERI 
(CHD9, ADGRD1, and COL14A1), while two genes were 
for TP (HAND2 and RASL11B). The adhesion G protein-
coupled receptor (GPCR) family (ADGRD1) plays piv-
otal roles in the musculoskeletal system, though roles 
in tendon have yet to be elucidated [35, 36]. Addition-
ally, CHD9 has been implicated in upregulating RUNX2 
which may shed light on tendinopathy-associated ectopic 
ossification [37]. The protein encoded by COL14A1 has 
been show to regulate collagen fibrillogenesis in tendon 
development and early post-natal life; a recent study has 
localized COL14A1 transcripts in cells along the edge of 
medial collateral and anterior cruciate ligaments includ-
ing two sub-populations of COL14A1-positive ligament 
fibroblasts with either important cell migration and pro-
angiogenesis signatures or highly favorable stemness sig-
natures, respectively [38, 39]. With pro-migration and 
angiogenesis features, such fibroblasts could be the cells 
initially active in tendon repair, which agrees with previ-
ous studies [19, 26, 27]. HAND2 plays a major role in limb 
development, is crucial for the establishment of the ante-
rior-posterior axis but is also required for vascular devel-
opment and angiogenesis regulation; perhaps HAND2 
expression in TP is a result of its proximity to the vascu-
larization from PERI, though it could also be expressed 
residually in the equine SDFT cells as part of maintain-
ing a cell’s fate in the posterior distal limb [40–45]. The 
RASL11B gene was more abundant in TP; it plays a role 
in maturation of primary macrophages which can affect 
TGF-B1-mediated developmental and inflammatory pro-
cesses and has been observed to promote ERK1/2 and 
SMAD2/3 signaling in the presence of hyaluronic acid for 
amniotic stem cells induced into chondrogenesis [46, 47]. 

Given the role of ERK1/2 and SMAD signaling to activate 
Scleraxis and Mohawk in tendon development, RASL11B 
could play a similar role for tenogenic differentiation [48]. 
Thus, while more needs to be elucidated about the roles 
of these genes, their particular expression and meth-
ylation signatures provide us with targets to consider 
in regard to stemness, cell migration, angiogenesis, and 
ectopic ossification in TP and PERI regions of the SDFT.

Notably, the greatest gene variation occurred in the 
adolescent and geriatric stages of a horse’s life. In ado-
lescence, the differentially expressed genes between TP 
and PERI were similar in amount; however, in the geriat-
ric tendon, expression shifts were downward for TP and 
upward for the PERI region. Given the decreased capac-
ity of the tendon proper to maintain ECM homeostasis 
with age – which was even seen with increased biominer-
alization activity in geriatric TP – these expression find-
ings could suggest the increased activity of PERI cells to 
compensate [49–51]. Such compensation is further cor-
roborated with the increases in ECM matrix assembly 
(COMP, DCN, LOX, MKX) and vascular (CSPG4) mark-
ers with decreased CD44 expression, further supporting 
that even in uninjured tendon, at a geriatric age, the ten-
don is already undergoing some repair process as a result 
of compositional changes [52–55]. Contrastingly, during 
midlife DEGs were minimal between TP and PERI; all of 
our analyses indicated that there was a level of homeo-
stasis occurring with TP and PERI at that stage of life. 
Growth, development, and maturation occur with adoles-
cence; responses to degenerating structure ensue in the 
geriatric age. We found that DMRs in midlife were much 
greater compared to the other groups. Still, a majority of 
the DMRs represented hypomethylation in TP relative to 
PERI, which indicated that expressional differences and 
their lack thereof could be related to factors outside of 
control by epigenetic factors. Furthermore, this general 
overall similarity (or lack of defined difference) in expres-
sion between TP and PERI regions in mid-life coinciding 
with less methylation of TP cells’ genomes suggest that 
cells in the TP region could be equally responsive to the 
same stimuli or interventions; however, less epigenetic 
regulation in the TP cells could lead to relaxed regulation 
of gene expression, increased yet perhaps aberrant gene 
expression, and more potential for dysdifferentiation of 
TP cells, perhaps affecting proper healing and leading to 
injury recurrence [56–58].

Limitations
Some limitations to this study include the limited number 
of equine samples used for RNASeq and DNA methyla-
tion analysis, which makes it difficult to assess breed, sex, 
and athletic performance differences, for example. Addi-
tionally, we did not segregate out the several cell popula-
tions that could contribute to physiology in these unique 
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tendon regions; thus several cell types are contributing 
to the tissue phenotyping we described. Furthermore, 
although no known tendinopathies were present in the 
horses in the study, full histories of exercise regimens 
were not provided.
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ADGRD1  Adhesion G Protein-Coupled Receptor D1
AHNAK  Neuroblast Differentiation-Associated Protein AHNAK, 
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ECM  Extracellular Matrix
EMCN  Endomucin
ERK1/2  Extracellular Signal-Regulated Protein Kinase
FDR  False Discovery Rate
GO  Gene Ontology
GPCR  G Protein-Coupled Receptor
GSN  Gelsolin
HA  Hyaluronic Acid
HAND2  Heart and Neutal Crest Derivatives Expressed 2
LFC  Log fold change
LOX  Lysyl Oxidase
MKX  Mohawk
PANTHER  Protein ANalysis THrough Evolutionary Relationships
PCA  Principal Component Analysis
PERI  Peritenon
RASL11B  RAS Like Family 11 Member B
RNA  Ribonucleic Acid
RNASeq  RNA Sequencing
ROBPCA  Hubert Robust Principal Component Analysis Outlier
RRBS  Reduced-representation Bisulfate Sequencing
RUNX2  Runt-Related Transcription Factor 2
SDFT  Superficial Digital Flexor Tendon
SMAD  Mothers Against Decapentaplegic Pathway
TGFB1  Transforming Growth Factor Beta 1
TP  Tendon Proper
TSS  Transcription Start Site
VST  Variance Stabilizing Transformation

Supplementary Information
The online version contains supplementary material available at https://doi.
org/10.1186/s13104-023-06562-1.

Supplementary Material 1

Acknowledgements
The authors would like to acknowledge and thank the support from the 
Department of Animal Science, College of Agricultural and Environmental 
Sciences, the Center for Equine Health of the University of California Davis, 
and the Morris Animal Foundation. The authors would like to thank Ms. Carissa 
Garrity for technical assistance with nucleic acid isolation.

Authors’ contributions
Hypothesis, experimental strategies, and experimental design organized by 
MJM. RNA and DNA isolation and integrity performed by MYP and MJM with 
sample preparation for sequencing submission by MJM. RNA sequencing 

analysis and DNA methylation analysis performed by MYP with interpretation 
of the data by MYP and MJM. RT-qPCR and its analyses were performed 
by MJM. Manuscript was written by MYP and MJM. The authors read and 
approved the final manuscript.

Funding
This project was supported by the Center for Equine Health (UC Davis), the 
Henry A. Jastro Graduate Research Award, and the Morris Animal Foundation 
and carried out in the UC Davis Collage of Agricultural & Environmental 
Sciences; funds were provided by the State of California satellite wagering 
fund and contributions by private donors. Funds were also provided by the 
Agricultural Experiment Station at the University of California-Davis, an affiliate 
of the University of California Division of Agriculture and Natural Resources.

Data Availability
The datasets for this study are available in the NCBI Short Read Archive 
repository under accessions BioProject PRJNA802905 (RNAseq) and BioProject 
PRJNA803631 (RRBS).

Declarations

Ethical animal research
Samples were collected from euthanized horses that were euthanized for 
reasons other than this study; thus, IACUC exempted the tissue collection 
protocol.

Consent for publication
Not applicable.

Competing interests
The authors declare no competing interests.

Received: 23 February 2023 / Accepted: 10 October 2023

References
1. Tipton TE, Ray CS, Hand DR. Superficial digital flexor tendonitis in cutting 

horses: 19 cases (2007–2011). J Am Vet Med A. 2013;243:1162–5.
2. Thorpe CT, Glegg PD, Birch HL. A review of tendon injury: why is the equine 

superficial digital flexor tendon most at risk? Equine Vet J. 2010;42(2):174–80.
3. Dyson SJ. Medical management of superficial digital flexor tendonitis: a 

comparative study in 219 horses (1992–2000). Equine Vet J. 2004;36:415–9.
4. Thorpe CT, Stark RJF, Goodship AE, Birch HL. Mechanical properties of the 

equine superficial digital flexor tendon relate to specific collagen cross-link 
levels. Equine Vet J Suppl. 2010;38:538–43.

5. Murray RC, Dyson SJ, Tranquille C, Adams V. Association of type of sport and 
performance level with anatomical site of orthopaedic injury diagnosis. 
Equine Vet J Suppl. 2006; (36):411–6.

6. Sugiyama Y, Naito K, Goto K, Kojima Y, Furuhata A, Igarashi M, Nagaoka I, 
Kaneko K. Effect of aging on the tendon structure and tendon–associ-
ated gene expression in mouse foot flexor tendon. Biomedical Rep. 
2019;10:238–44.

7. Snedeker JG, Foolen J. Tendon injury and repair – a perspective on the basic 
mechanisms of tendon Disease and future clinical therapy. Acta Biomat. 
2017;63:18–36.

8. Avery NC, Bailey AJ. Enzymatic and non-enzymatic cross-linking mechanisms 
in relation to turnover of collagen: relevance to aging and exercise. Scan J 
Med Sci Sports. 2005;15(4):231–40.

9. AcKerman JE, Bah I, Jonason JH, Buckley MR, Loiselle AE. Aging does not alter 
tendon mechanical properties during homeostasis, but does impair flexor 
tendon healing. J Orthop Res. 2017;35(12):2716–24.

10. Dunkman AA, Buckley MR, Mienaltowski MJ, Adams SM, Thomas SJ, Satchell 
L, Kumar A, Pathmanathan L, Beason DP, Iozzo RV, Birk DE, Soslowsky LJ. 
Decorin expression is important for age-related changes in tendon structure 
and mechanical properties. Matrix Biol. 2013;32:3–13.

11. Andarawis-Puri N, Flatow EL, Soslowsky LJ. Tendon basic science: develop-
ment, repair, regeneration, and healing. J Orthop Res. 2015;33:780–4.

https://doi.org/10.1186/s13104-023-06562-1
https://doi.org/10.1186/s13104-023-06562-1


Page 8 of 9Pechanec and Mienaltowski BMC Research Notes          (2023) 16:267 

12. Mienaltowski MJ, Dunkman AA, Buckley MR, Beason DP, Adams SM, Birk DE, 
Soslowsky LJ. Injury response of geriatric mouse patellar tendons. J Orthop 
Res. 2016;34:1256–63.

13. Wu YT, Wu PT, Jou IM. Peritendinous elastase treatment induces tendon 
degeneration in rats: a potential model of tendinopathy in vivo. J Orthop Res. 
2016;34:471–7.

14. Kostrominova TY, Brooks SV. Age-related changes in structure and 
extracellular matrix protein expression levels in rat tendons. Age (Dordr). 
2013;35:2203–14.

15. Thankam FG, Boosani CS, Dilisio MF, Agrawal DK. Epigenetic mechanisms and 
implications in tendon inflammation (review). Int J Mol Med. 2019;43(1):3–14.

16. Riasat K, Bardell D, Goljanek-Whysall K, Clegg PD, Peffers MJ. Epigenetic 
mechanisms in Tendon Ageing, Br Med Bull. 2020; 1–18.

17. Mienaltowski MJ, Adams SM, Birk DE. Regional differences in stem cell/
progenitor cell populations from the mouse Achilles tendon. Tissue Eng Part 
A. 2013;19:199–210.

18. Mienaltowski MJ, Adams SM, Birk DE. Tendon proper- and peritenon- derived 
progenitor cells have unique tenogenic properties. Stem Cell Res Ther. 
2014;5(4):86.

19. Dyment NA, Liu CF, Kazemi N, Aschbacher-Smith LE, Kenter K, Breidenbach 
AP, Shearn JT, Wylie C, Rowe DW, Butler DL. The paratenon contributes 
to scleraxis-expressing cells during patellar tendon healing. PLoS ONE. 
2013;8(3):e59944.

20. Kaji DA, Howell KL, Balic Z, Hubmacher D, Huang A. Tgfb signaling is required 
for tenocyte recruitment and functional neonatal tendon regeneration. eLife. 
2020;9:e51779.

21. Doherty R, Couldrey C. Exploring genome wide bisulfite sequencing for 
DNA methylation analysis in livestock: a technical assessment. Front Genet. 
2014;5:126.

22. Hubert M, Rousseeuw PJ, Vanden Branden K. ROBPCA: a new approach to 
robust principal components analysis. Technometrics. 2005;47:64–79.

23. Todorov V, Filzmoser P. An object oriented Framework for Robust Multivariate 
Analysis. J Stat Soft. 2009;32(3):1–47.

24. Jelinsky SA, Rodeo SA, Li J, Gulotta LV, Archambault JM, SeeHerman HJ. 
Regulation of gene expression in human tendinopathy. BMC Musculoskelet 
Disord. 2011;12:86.

25. Feldt J, Schicht M, Garreis F, Welss J, Schneider UW, Paulsen F. Structure, 
regulation and related Diseases of the actin-binding protein gelsolin. Expert 
Rev Mol Med. 2019;20:e7.

26. Cadby JA, Buehler E, Godbout C, van Weeren PR, Snedeker JG. Differ-
ent between the cell populations from the Peritenon and Tendon Core 
with Regard to their potential implication in Tendon Repair. PLoS ONE. 
2014;9(3):e92474.

27. Howell K, Chien C, Bell R, Laudier D, Trufa SF, Keene DR, Andarawis-Puri 
N, Huang A. Novel model of Tendon Regeneration reveals distinct cell 
mechanisms underlying regenerative and fibrotic Tendon Healing. Sci Rep. 
2017;7:45238.

28. Xu W, Sun Y, Zhang J, Xu K, Pan L, He L, Song Y, Njunge L, Xu Z, Chiang 
MYM, Sung KLP, Chuong CM, Yang Li. Perivascular-derived stem cells with 
neural crest characteristics are involved in tendon repair. Stem Cells Dev. 
2015;24(7):857–68.

29. Dunkman AA, Buckley MR, Mienaltowski MJ, Adams SM, Thomas SJ, Satchell 
L, Kumar A, Pathmanathan L, Beason DP, Iozzo RV, Birk DE, Soslowsky LJ. The 
tendon injury response is influenced by decorin and biglycan. Ann Biomed 
Eng. 2014;42(3):619–30.

30. Dourte LM, Pathmanathan L, Jawad AF, Iozzo RV, Mienaltowski MJ, Birk 
DE, Soslowsky LJ. Influence of decorin on the mechanical, compositional, 
and structural properties of the mouse patellar tendon. J Biomech Eng. 
2012;134(3):031005.

31. Nguyen PK, Jana A, Huang C, Grafton A, Holt I, Giacomelli M, Kuo CK. Tendon 
mechanical properties are enhanced via recombinant lysyl oxidase treat-
ment. Front Bioeng Biotechnol. 2022;10:945639.

32. Eisner LE, Rosario R, Andarawis-Puri N, Arruda EM. The role of the Non-collag-
enous Extracellular Matrix in Tendon and Ligament Mechanical Behavior: a 
review. J Biomech Eng. 2022;144(5):050801.

33. Steffen D, Mienaltowski MJ, Baar K. Scleraxis and collagen I expression 
increase following pilot isometric loading experiments in a rodent model of 
patellar tendinopathy. Matrix Biol. 2022;109:34–48.

34. Cai L, Xiong X, Kong X, Xie J. The role of the Lysyl oxidases in tissue repair and 
remodeling: a concise review. Tissue Eng Regen Med. 2017;14(1):15–30.

35. Garcia-Guerra, Vila-Bedmar, Carrasco-Ranso M, Cruces-Sande M, Martin M, 
Ruiz-Gomez A, Ruiz-Gomez M, Lorenzo M, Fernandez-Veledo S, Mayor F 

Jr, Murga C, Nieto-Vazquez I. Skeletal muscle myogenesis is regulated by 
G-coupled receptor kinase 2. J Mol Cell Biol. 2014;6(4):299–311.

36. Liu Z, Hussien AA, Wang Y, Heckmann T, Gonzalez R, Karner CM, Snedeker JG, 
Gray RS. An adhesion G protein-coupled receptor is required in cartilagi-
nous and dense connective tissues to maintain spine alignment. eLife. 
2021;10:e67781.

37. Newton AH, Pask AJ. CHD9 upregulates RUNX2 and has a potential role in 
skeletal evolution. BMC Mol Cell Biol. 2020;21(1):27.

38. Ansorge HL, Meng X, Zhang G, Veit G, Sun M, Klement JF, Beason DP, 
Soslowsky LJ, Koch M, Birk DE. Type XIV Collagen regulates fibrillogenesis: 
premature collagen Fibril Growth and tissue dysfunction in null mice. J Biol 
Chem. 2009;284(13):8427–38.

39. Ishibashi K, Ikegami K, Shimbo T, Sasaki E, Kitayama T, Nakamura Y, Tsushima 
T, Ishibashi Y, Tamai K. Single-cell transcriptome analysis reveals cellular 
heterogeneity in mouse intra- and extra articular ligaments. Commun Biol. 
2022;12(5):1233.

40. Srivastava D, Thomas T, Lin Q, Kirby ML, Brown D, Olson EN. Regulation of 
cardiac mesodermal and neural crest development by the bHLH transcrip-
tion factor, dHAND. Nat Genet. 1997;16(2):154–60.

41. Charité J, McFadden DG, Olson EN. The bHLH transcription factor dHAND 
controls sonic hedgehog expression and establishment of the zone of polar-
izing activity during limb development. Development. 2000;127(11):2461–70.

42. Thomas T, Kurihara H, Yamagishi H, Kurihara Y, Yazaki Y, Olson EN, Srivastava 
D. A signaling cascade involving endothelin-1, dHAND and msx1 regulates 
development of neural-crest-derived branchial arch mesenchyme. Develop-
ment. 1998;125(16):3005–14.

43. Fernandez-Teran M, Piedra ME, Kathiriya IS, Srivastava D, Rodriguez-Rey 
JC, Ros MA. Role of dHAND in the anterior-posterior polarization of the 
limb bud: implications for the sonic hedgehog pathway. Development. 
2000;127(10):2133–42.

44. McFadden DG, McAnally J, Richardson JA, Charité J, Olson EN. Misexpression 
of dHAND induces ectopic digits in the developing limb bud in the absence 
of direct DNA binding. Development. 2002;129(13):3077–88.

45. DeLaurier A, Schweitzer R, Logan M. Pitx1 determines the morphology of 
muscle, tendon, and bones of the hindlimb. Dev Biol. 2006;299(1):22–34.

46. Stolle K, Schnoor, Fuellen G, Spitzer M, Cullen P, Lorkowski S. Cloning, 
genomic organization, and tissue-specific expression of the RASL11B gene. 
Biochim Biophys Acta. 2007;1769(7–8):514–24.

47. Luo Y, Wang A-T, Zhang Q-F, Liu R-M, Xiao J-H. RASL11B gene enhances 
hyaluronic acid-mediated chondrogenic differentiation in human amniotic 
mesenchymal stem cells via the activation of Sox9/ERK/smad signals. Exp Biol 
Med. 2020;245(18):1708–21.

48. Berthet E, Chen C, Butcher K, Schneider RA, Alliston T, Amirtharajah M. Smad3 
binds Scleraxis and Mohawk and regulated tendon development. J Orthop 
Res. 2013;31(9):1475–83.

49. Arnesen SM, Lawson MA. Age-related changes in focal adhesions 
lead to altered cell behavior in tendon fibroblasts. Mech Ageing Dev. 
2006;127:726–32.

50. Bailey AJ, Paul RG, Knott L. Mechanisms of maturation and ageing of col-
lagen. Mech Ageing Dev. 1998;106:1–56.

51. Tsai WC, Chang HN, Yu TY, Chien CH, Fu LF, Liang FC, Pang JH. Decreased 
proliferation of aging tenocytes is associated with down-regulation of 
cellular senescence-inhibited gene and up-regulation of p27. J Orthop Res. 
2011;29:1598–603.

52. Connizzo BK, Sarver JJ, Birk DE, Soslowsky LJ, Iozzo RV. Effect of age and 
proteoglycan deficiency on collagen fiber re-alignment and mechanical 
properties in mouse supraspinatus tendon. J Biomech Eng. 2013;135:021019.

53. Wu PT, Su WR, Li CL, Hsieh JL, Ma CH, Wu CL, Kuo LC, Jou IM, Chen SY. Inhibi-
tion of CD44 induces apoptosis, inflammation, and matrix metalloproteinase 
expression in tendinopathy. J Biol Chem. 2019;294(52):20177–84.

54. Smith RK, Gerard M, Dowling B, Dart AJ, Birch HL, Goodship AE. Correlation 
of cartilage oligomeric matrix protein (COMP) levels in equine tendon with 
mechanical properties: a proposed role for COMP in determining function-
specific mechanical characteristics of locomotor tendons. Equine Vet J Suppl. 
2002; (34):241–4.

55. Dai G, Li Y, Liu J, Zhang C, Chen M, Lu P, Rui Y. Higher BMP expression in 
Tendon Stem/Progenitor cells contributes to the increased heterotopic 
ossification in Achilles Tendon with Aging. Front Cell Dev Biol. 2020;8:570605.

56. Unnikrishnan A, Hadad N, Masser DR, Jackson J, Freeman WM, Richardson A. 
Revisiting the genomic hypomethylation hypothesis of aging. Ann N Y Acad 
Sci. 2018;1418(1):69–79.



Page 9 of 9Pechanec and Mienaltowski BMC Research Notes          (2023) 16:267 

57. Besselink N, Keijer J, Vermeulen C, Boymans S, de Ridder J, van Hoeck A, 
Cuppen E, Kuijk E. The genome-wide mutational consequences of DNA 
hypomethylation. Sci Rep. 2023;13(1):6874.

58. Riasat K, Bardell D, Goljanek-Whysall K, Clegg PD, Peffers MJ. Epigenetic 
mechanisms in Tendon Ageing. Br Med Bull. 2020;135(1):90–107.

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


	Decoding the transcriptomic expression and genomic methylation patterns in the tendon proper and its peritenon region in the aging horse
	Abstract
	Introduction
	Methods
	Tendon harvest
	RNA isolation, sequencing, RNAseq analysis, and RT-qPCR validation
	DNA isolation, RRBS, and DNA methylation analysis

	Results
	Transcriptomics
	DNA methylation

	Discussion
	Limitations

	References




