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Adenosine A2A receptor null chondrocyte transcriptome resembles
that of human osteoarthritic chondrocytes
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Abstract
Adenosine signaling plays a critical role in the maintenance of articular cartilage and may serve as a novel therapeutic
for osteoarthritis (OA), a highly prevalent and morbid disease without effective therapeutics in the current market. Mice
lacking adenosine A2A receptors (A2AR) develop spontaneous OA by 16 weeks of age, a finding relevant to human OA
since loss of adenosine signaling due to diminished adenosine production (NT5E deficiency) also leads to development
of OA in mice and humans. To better understand the mechanism by which A2AR and adenosine generation protect from
OA development, we examined differential gene expression in neonatal chondrocytes from WT and A2AR null mice.
Analysis of differentially expressed genes was analyzed by KEGG pathway analysis, and oPOSSUM and the flatiron
database were used to identify transcription factor binding enrichment, and tissue-specific network analyses and patterns
were compared to gene expression patterns in chondrocytes from patients with OA. There was a differential expression
of 2211 genes (padj<0.05). Pathway enrichment analysis revealed that pro-inflammatory changes, increased
metalloprotease, reduced matrix organization, and homeostasis are upregulated in A2AR null chondrocytes. Moreover,
stress responses, including autophagy and HIF-1 signaling, seem to be important drivers of OA and bear marked
resemblance to the human OA transcriptome. Although A2AR null mice are born with grossly intact articular cartilage,
we identify here the molecular foundations for early-onset OA in these mice, further establishing their role as models for
human disease and the potential use of adenosine as a treatment for human disease.
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Introduction

Over 30 million American adults suffer from osteoarthritis
(OA) while current therapies fail to modulate the patho-
genesis or progression of the disease [1]. The number of
surgeries to treat OA is increasing rapidly, with nearly a
million total hip and knee replacements carried out in
2010 and an expected 2-fold increase in total hip replace-
ments and more than 5-fold increase in total knee replace-
ments by 2030 due to both increasing obesity rates and
aging of the population [2]. OA is a great financial burden
on the healthcare system and restricts Americans’ liveli-
hoods and productivity [2–4]. Costs—including loss of
work, medications, hospitalization for joint replacement
and/or repair surgery, and other types of therapy—are
high and consume up to 0.5% of the gross domestic prod-
uct of the USA [4].

Much work has been underway to develop a drug that
is well tolerated and effective at halting and reversing OA
pathology. Chondrocyte homeostasis is maintained by au-
tocrine adenosine signaling, namely the sustained release
of ATP which is converted extracellularly to adenosine
which then binds to its A2A receptor (A2AR) to regulate
chondrocyte function [5]. Our group has shown that liga-
tion of the A2AR has translational value for human dis-
ease and could serve as the first disease-modifying drug
for OA.

Application of liposomal preparations of either adeno-
sine or the selective A2AR agonist (CGS21680) abrogates
development of OA in models of post-traumatic OA
(PTOA) in rats [5, 6] and obesity-induced OA in mice
[6, 7]. Moreover, A2AR null mice develop spontaneous
OA by 16 weeks [5, 8]. As previously reported, the ab-
sence of A2AR signaling in null mice yields increased the
expression of metalloproteases (i.e., MMP-13) and colla-
gen X (associated with chondrocyte hypertrophy) in tissue
culture of neonatal chondrocytes and as early as 12 weeks
in vivo, preceding onset of OA [5]. With aging or in the
sett ing of OA, intracellular ATP levels drop in

chondrocytes [9, 10] leading to a reduction in ATP release
and extracellular adenosine resulting in diminished endog-
enous, autocrine A2AR stimulation and dysregulation of
chondrocyte function [5, 8]. A2AR ligation also modu-
l a t e s a g i n g a nd i n f l amma t i o n by r e g u l a t i n g
mitochondrial function [11] and stress responses, includ-
ing autophagy [12]. Recent work on the human OA chon-
drocyte transcriptome by Fisch et al. suggests that there
are disease-related changes in extracellular matrix organi-
zation and hypoxia-modulated and autophagy pathways
[13]. Further evidence for the role of the A2AR and en-
dogenous adenosine production is the observation that
almost all patients with genetic absence of ecto-5′nucleo-
tidase activity (5NTE), which hydrolyzes AMP to adeno-
sine at the cell surface, develop premature osteoarthritis
[14, 15]. Because we had already observed that neonatal
A2AR null chondrocytes had increased expression of
MMP-13 and collagen X [5], we wanted to test the hy-
pothesis that the A2AR null chondrocyte transcriptome
reveals major drivers of OA, recapitulating human OA
[13], providing further evidence that the loss of autocrine
signaling of the A2AR disrupts homeostasis, leading to
the development of OA in humans. Moreover, these data
further confirm that the A2AR is a novel target for new
therapies for OA.

Methods

Animals and Primary Chondrocyte HarvestMice employed in
this study were kept under regular lighting conditions (12-h
light/dark cycles) and given food and water ad libitum.
Adenosine A2A receptor knockout (A2ARKO) mice, bred
on a C57BL/6 background (referred to here as wild type,
WT), were kindly provided by Dr. Jiang Fan Chen (Boston
University School of Medicine, Boston, MA).Mice were bred
and raised in the same facility (Science Building Animal
Facility, NYU Langone Medical Center), receiving the same
food and care. Phenotype had been confirmed by genotyping
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as previously reported [5]. Neonatal pups were sacrificed by
decapitation and used for chondrocyte extraction from knee
and hip joint as previously reported [5, 16]. Briefly, A2ARKO
andWT pups from 1 to 5 days of age were sacrificed and their
knees and femoral heads were collected and digested in two
subsequent incubations of 3 mg/mL of collagenase D in
serum-free DMEM for 45 min each at 37 °C. The cartilage
chunks were agitated then incubated overnight with 0.5 mg/
mL of collagenase D in serum-free DMEM at 37 °C. The
following day, the digested cartilage was run through a
48-μm nylon mesh and centrifuged to pull down
chondrocytes. Harvested chondrocytes were then cultured
with full media and grown to confluence (without passage):
DMEM supplemented with 4 mM L-glutamine, 100 U/mL
penicillin, 0.1 mg/mL streptomycin, and 10% fetal bovine
serum (FBS) [16]. This protocol has been validated to yield
chondrocyte predominant cell populations [5, 6, 16] since ar-
ticular cartilage is composed of isolated chondrocytes within
extracellular matrix of their own making. Indeed, we have
previously used this technique in our prior work, where we
were able to show (even after 1–2 passages) that primary
chondrocytes retain the phenotype we observed in intact car-
tilage by immunohistochemistry [5]. This method, prior to
RNA extraction, increases RNA yield compared to that
achieved isolated directly from cartilage, which is only 2 cells
thick in mice [17]. The New York University School of
Medicine Institutional Animal Care and Use Committee ap-
proved all protocols for experimental procedures involving
the use of animals according to US law.

RNA extraction and RNA sequencing After harvesting, pooled
chondrocytes from a single litter (males and females com-
bined of either WT or A2ARKO) were allowed to grow to
confluence without passage in a well of a 6-well plate
(Thermo Scientific 140675). RNA was extracted from
trypsinized primary cells using QUIAGEN’s RNeasy Mini
Kit (cat. no. 74104) according to manufacturer’s instructions.
Three litters of WT and A2ARKO were processed and sub-
mitted for RNA sequencing, namely WT1-3 and A2ARKO1-
3. Isolated RNA was quantified for normalization and submit-
ted to and processed by the Genome Technology Center
(GTC) at NYU Langone Health using Illumina HiSeq 4000
to acquire chondrocytes’ transcriptome.

Sequencing data preprocessing RNA library and sequencing
files was generated by GTC at NYU Langone Health. Fastqc
was run to assess the read quality and adapter contamination
of resultant fastq files. Alignment was performed with STAR
aligner using mouse reference genome (mm10). At least 48
million reads were uniquely aligned to the reference demon-
strating high coverage of the transcriptome. Aligned BAM
files were then used for gene feature count with HT-seq and

normalized by library size and gene length to generate FPKM
values.

Differential profiling and pathway analysis Differential ex-
pression was performed with DEseq2 on raw count with sim-
ple linear formula (~ condition). We define genes with
padj≤0.05 as differentially expressed (DE) where 2211 genes
passed such threshold. Genes with padj≤0.05 and log2(Fold
change)>1 were highlighted as yellow, and the rest of the
genes were as blue in the volcano plot. Genes with padj less
than which of Adora2 were text highlighted. Pathway enrich-
ment was performed on gene sets in OA-related processes
using Panther with fisher’s exact method and −log10(BH ad-
justed p value) was plotted as the x axis and the direction was
determined by the mean fold change between WT and
A2ARKO in each gene set. Gene-wise z-scored FPKM values
of genes involved in autophagy are subsetted for heatmap
visualization. Pearson correlation coefficient was used as clus-
tering distance and complete linkage was used as clustering
method.

Transcription factor binding enrichment analysis
Transcription factor (TF) binding enrichment analysis was
performed to identify TFs where their binding sites are posi-
tively enriched in differentially expressed genes. R package
biomaRt was utilized to annotate transcription factors with go
term GO:0003700. As a result, we detected 631 transcription
factors where 109 are DE. We further use all 2211 differen-
tially expressed genes for transcription factor binding enrich-
ment analysis with oPOSSUM mouse single site method. All
genes in the oPOSSUM database were used Background gene
set [18]. JASPAR CORE profiles were used as a pool of
potential transcription factor binding sites. Conservation cut-
off and matrix score threshold were set as 0.4 and 85% respec-
tively for regions 1000 bp upstream of the differentially
expressed genes. Returning positive enrichment z-score was
used to indicate positive enrichment of transcription factor
binding sites on the selected differentially expressed genes.

Tissue-specific network analysisDifferentially expressed tran-
scription factors (TF) shown positive regulation (z-score>0) in
our differentially expressed genes plus FOXO1 and FOXO3
are chosen for cartilage specific network construction. We
utilized flatiron database as described previously [19]. Five
types of data (transcription factor binding, protein-protein in-
teraction, co-expression, microRNA targets, and perturbation)
are chosen as reference for network edges, prioritized by
uniqueness to the query genes with minimum interaction con-
fidence as 0.08 and maximum number of genes equal to 50.
Network visualization was performed with Cytoscape where
edges with weight less than 0.2 were excluded [20]. Pathways
were annotated based upon investigator’s curation.
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Results

A2ARKO chondrocyte transcriptome reveals
extracellular matrix catabolism and increased
senescence, pro-inflammatory, and oxidative
mediators

WT and A2AR null (A2ARKO) chondrocytes were isolat-
ed from neonatal mouse knees and submitted for RNA se-
quencing. Data were processed, and out of 16280 genes
detected, 2211 were determined to be differentially
expressed with a padj<0.05 (Fig. 1a). Differentially
expressed (DE) genes are also illustrated as a volcano plot
(Fig. 1b) where genes with padj≤0.05 and log2(Fold
change)>1 were highlighted as yellow, and the rest of the
genes were as blue. Raw data files can be found at https://
www.ncb i . n lm .n ih .gov /geo /que ry / acc . cg i ?acc=
GSE146349. Genes with padj less than that of Adora2 were
text highlighted. Pathway enrichment analysis was
performed on differentially expressed genes revealing that
pro-inflammatory changes and catabolic markers are upreg-
ulated in primary chondrocytes isolated in the neonate (Fig.
1c). We had already reported that A2ARKO primary
chondrocytes showed signs of hypertrophy, including in-
creased metalloprotease and collagen X expression, and
A2ARKOs develop spontaneous OA as early as 12–16
weeks of age [5]. We have also previously shown that
chondrocytes isolated from neonatal A2ARKO pups have
unstable mitochondrial polarity and increased oxidative
damage at baseline [11]. Along those findings, we here
show that primary chondrocytes from neonates have in-
creased activation of immune and pro-inflammatory re-
sponses, metalloproteinases, and reduced matrix organiza-
tion and homeostasis (Fig. 1c). A2ARKO primary
chondrocytes also show increased cell senescence and
aging markers, increased extrinsic and intrinsic apoptotic
signaling, and increased NO and ROS metabolism.
These data indicate that these changes are present at
birth leading to the compromise of cell viability and
are major drivers of OA pathogenesis in our animal
model.

Cartilage-specific analysis of transcription factors
illustrate differentially expressed gene network for
spontaneous OA development in A2ARKO
chondrocytes

Transcription factor binding enrichment and tissue-specific
network analysis were performed on the A2ARKO tran-
scriptome to detect similarities between our animal model of
OA and a recently published similar analysis of primary hu-
man OA chondrocytes [13]. We detected 631 transcription
factors where 109 are differentially expressed (DE; Fig. 2a).

We further used all 2211 differentially expressed genes for
transcription factor (TF) binding enrichment analysis with
oPOSSUM mouse single site method [18]. Differentially
expressed transcription factors have shown positive regulation
(z-score>0) in our differentially expressed genes. Diamonds
represent enriched transcription factors or specific transcrip-
tion factors of interest in our studies of the A2ARKO mouse.
Genes depicted in dark blue circles represent genes of interest
given their previously established role as drivers of OA:
SMAD3, CREB-binding protein (CREBBP), LEF1, TXNIP,
GADD45E, TCF7L2, TP53, and CDKN1A (Fig. 2b).

Enriched transcription factors included CEBPA, NFKB1,
NR2F1 NFATC2, PLAG1, STAT1, RELA, and NFE2L2.
Although not differentially expressed in primary
chondrocytes harvested from neonates, we chose to include
FOXO1 and FOXO3 in our analysis given mouse knockouts
of these genes have reduced expression of autophagy and
homeostatic genes and led to earlier and more severe OA
development [21]. Moreover, we have previously reported
that A2AR stimulation promotes autophagy through these
pathways [12] Along similar analysis from primary human
OA chondrocytes [13], HIF-1 signaling, pro-inflammatory,
catabolic, and deregulated stress responses including autoph-
agy are promoted by differentially expressed transcription
factors in primary A2AR null chondrocytes and illustrate
their significance in the degenerative disease of OA (Fig.
2b). Of note, CREB-binding protein and STAT3 are impli-
cated and associated to HIF-1 signaling and stress responses.
Other genes in this network relate to inflammation, catabo-
lism, cartilage homeostasis, stress response, and autophagy.
SMAD3 is a downstream transcriptional mediator in the
TGFβ signaling pathway. LEF1 and TCF7L2/TCF4 are
Wnt pathway transcription factors that can inhibit cartilage
homeostasis when complexed with beta-catenin partly by up-
regulation of MMP13 [22–25]. TXNIP is a pro-autophagy
protein activated in the presence of increased oxidative stress
[25]. GADD45B, TP53, and CDKN1A/p21 are involved in
cellular senescence and chondrocyte apoptosis. In all, this
transcription factor network illustrates disrupted cellular re-
pair (i.e., autophagy) with increased stress response signaling
as drivers of OA with remarkable similarities to data reported
from the human OA transcriptome [13].

Discussion

On our previously reported animal model of spontaneous OA,
the A2AR null mouse has chondrocyte pathology similar to
that reported in human OA tissues [9, 13, 26–31], including
increased pro-inflammatory, catabolic mediators [5], oxida-
tive signaling [11], deregulated autophagy [12], and upregu-
lated markers of aging and senescence. Moreover, these data
suggest the transcriptome of primary A2AR null chondrocytes
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is similar to that of primary human chondrocytes harvested
from OA patients [13], including deregulated cellular repair
and activation of stress responses. Significantly, these changes
occur in chondrocytes harvested from intact knees in neonatal

null mice, indicating that these detrimental changes are pres-
ent at birth, accelerating aging, compromising tissue homeo-
stasis, and leading to early onset of spontaneous OA [32].
Moreover, our primary cell harvest was consistent with our

Fig. 1 RNA sequencing revealed over 600 differentially expressed (DE)
genes and corresponding altered metabolic and stress response pathways.
Primary chondrocytes from WT and A2ARKO animals were harvested
and submitted for RNA sequencing. a Of 16280 genes detected, 2211
genes were found to be differentially expressed (DE). b Differentially
expressed (DE) genes are represented as a volcano plot where log2Fold
change is demonstrated in the x-axis and p value is shown in the y-axis.
Genes colored in yellow are padj≤0.05 and abs|log2FoldChange|>1;

genes with padj < Adora2a are text highlighted. c KEGG pathway anal-
ysis revealed increased pro-inflammatory and immune responses,
metalloproteases with diminished extracellular matrix organization as
previously published. ROS and RONSmetabolism and biosynthesis were
upregulated alongwith increased aging and senescence markers, extrinsic
and intrinsic apoptotic signaling, and reduced responses to hypoxia and
calcium homeostasis
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prior work showing the molecular and histological effect of
lack of A2AR signaling, further demonstrating this animal’s
significance in the study of human disease.

Importantly, autophagy has been reported to be interrupted
in OA [33, 34], and recently published work from our group

suggests that A2AR ligation in human chondrocytic T/C28a2
cells promotes autophagy likely via nuclear localization and
activation of upstream autophagy-promoting transcription fac-
tors FOXO1 and FOXO3 [12]. It was therefore pertinent to
determine whether or not genes responsible for autophagic

Fig. 2 Cartilage-specific analysis of transcription factors (TF) illustrates
the differentially expressed (DE) gene network for spontaneous OA de-
velopment in A2ARKO chondrocytes. a Transcription factor analysis
yielded 10 transcription factors that were both differentially expressed
and enriched from oPOSSUM: Rela, Pax5, Nfkb1, Nfatc2, Trp53,
Plag1, Cebpa, Nr2f1, Nfe2l2, and Stat1. To this list, we also included
FOXO1 and FOXO3, although they were not differentially expressed,

since they regulate important processes implicated in OA. b Network
diagram of differentially expressed genes and transcription factors.
Diamonds represent enriched transcription factors or transcription factors
of interest in our studies of the A2ARKO mouse while genes depicted in
dark blue circles represent genes of interest: SMAD3, CREB-binding
protein (CREBBP), LEF1, TXNIP, GADD45E, TCF7L2, TP53, and
CDKN1A
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flux or regulation thereof were differentially expressed.
Indeed, z-scored analysis of genes that were grouped by
KEGG pathway analysis to autophagy regulation and signal-
ing, autophagosome initiation and formation, autophagosome
elongation, and autophagosome maturation and acidification
was differentially expressed (data not shown), suggesting that
autophagic flux is deregulated and likely impacted by pro-
inflammatory, catabolic, and oxidative signaling in A2AR
null chondrocytes. Importantly, we wanted to understand
which transcription factors that regulate autophagy, senes-
cence, and other survival and homeostasis pathways were dif-
ferentially expressed in A2ARKO chondrocytes and therefore
analyzed that in our data set following the methods reported
by Fisch et al. in their study of human OA chondrocyte tran-
scriptome [13]. It is unclear why we did not detect differential
expression of FOXO1 and FOXO3 in the neonatal A2AR null
chondrocytes, although post-translational changes in FOXO1
and FOXO3may be more important for their role in maintain-
ing chondrocyte homeostasis.

As predicted by our KEGG pathway analysis and previous-
ly published work on the A2ARKO mouse, most of the dif-
ferences in gene expression could be explained by activation
of transcription factors such as NF-κB and its downstream
signaling elements. Among affected genes associated with
pro-inflammatory and catabolic processes, SMAD3 is of par-
ticular interest since our group has demonstrated that in vitro
and in vivo ligation of A2AR promotes nuclear localization of
phosphorylated SMAD2/3 which is associated with mainte-
nance of cartilage [6, 7]. Increased SMAD3 expression in the
null chondrocytes may, therefore, represent compensatory ex-
pression. HIF-1 signaling is associated with OA development
in A2ARKO mice as previously reported in human OA
chondrocytes [13]. Moreover, our group has previously de-
scribed how diminished A2AR signaling in the null mouse or
in primary chondrocytes harvested from neonatal knees pro-
motes oxidative damage, mitochondrial dysfunction, and loss
of viability in vivo and in vitro [11]. It is important to stress
that despite a compromised state on the RNAseq level,
A2ARKO chondrocytes were harvested from grossly intact
cartilage in neonates more than 3 months before there is de-
tectable evidence of osteoarthritis. Moreover, we saw com-
pensatory increase in SOD2 expression in A2ARKO
chondrocytes (data not shown). Increased hypoxia likely ini-
tially triggers enhanced compensatory strategies, but our data
suggests that these inevitably burn out with increasing age.
While hypoxia has been shown to modulate ecto-5′-nucleotid-
ase/CD73 expression [35] and chondrogenesis differentiation
[36, 37], over-active HIF-1 signaling may be responsible for
the inevitable loss of chondrocyte viability [38] through over-
expression of A2B receptors [39–41] and favor osteoblast
differentiation with subsequent osteocyte formation [42].
Interval RNAseq and histologic experiments may help trace
this timeline. In this regard, it should also be noted that

cartilage is avascular and chondrocytes derive their nutrients
and oxygen from synovial fluid which, itself, is relatively
hypoxic [43, 44].

Of note, CREB-binding protein was highlighted in our net-
work analysis, which has been reported to signal together with
mitochondrial PKA (downstream of A2AR) to promote pro-
survival responses [45]. CREB-binding protein also is a mas-
ter regulator of mitochondrial mass [46]. Consistent with these
findings, primary A2AR null chondrocytes have diminished
mitochondrial volume and antagonism of the A2AR reduces
mitochondrial network volumes in primary fully differentiated
human chondrocytes [11]. Furthermore, this work also high-
lights the importance of STAT3, which has been shown to
modulate oxidative phosphorylation complexes and thereby
regulate mitochondrial function in various primary tissues
[47].

We have carried out similar differential gene expression
analyses on chondrocytes isolated from rats with post-
traumatic OA (PTOA) which had received various
intraarticular injections, including liposomal CGS21680, an
A2AR-specific agonist, which reversed established PTOA in
these animals [6]. When comparing the transcriptome of
PTOA chondrocytes that received the A2AR agonist against
those that had received the vehicle, we found transcription
factor involvement and differentially expressed genes relating
to stress responses (i.e., autophagy), HIF-1 signaling, inflam-
mation, and anabolism (data not shown), suggesting that the
mechanism of action of these liposomes directly targets the
pathways gone awry in human OA [13] and that are found in
our model of spontaneous OA, the A2AR null mouse.
Consistent with our previous findings and the hypothesis that
stimulation of the A2AR leads to OA reversal, we reported
increased expression of STAT3, SMAD3, and TGIF1 in the
treated rats [6].

In previous experiments, we have also shown that there is a
crosstalk between the A2AR and Wnt pathways leading to
osteoblast and fibroblast differentiation [48, 49]. LEF1 and
TCF7L2 stimulate the expression of Wnt-stimulated genes
in the presence of beta-catenin, leading to reduction in chon-
drocyte homeostasis and promotion of ossification and osteo-
blast differentiation [50]. Interestingly, we found that LEF1
was significantly downregulated in the rats with PTOA
whether they had been treated with either empty liposomes
or liposomes containing CGS21680, the A2AR agonist [6].
Moreover, LEF1 activates extracellular matrix catabolism by
upregulating the protease MMP-13, and sirtuin 1 (SIRT1)
deacetylates LEF1 to reduce its ability to activate MMP13
[22]. TXNIP is involved in autophagy activated by stress re-
lated to hypoxia and generation of ROS by complexing with
mTORC1 inhibitor REDD1/DDIT4, leading to increased
ATG4B ac t i v i t y and thus LC3 con juga t i on in
autophagosomes [25]. GADD45B, CDKN1A/p21, and
TP53 are all associated with cellular senescence. OA-related
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chondrocyte changes include chondrocyte apoptosis and se-
nescence and increased p53 expression in chondrocytes is
associated with typical OA changes in chondrocytes by acti-
vating chondrocyte apoptosis and/or cellular senescence
(through CDKN2A/p16) [51, 52]. GADD45B causes G1 cell
cycle arrest, and it may directly or indirectly activate p21
through CEBPβ [51]. Therefore, this A2ARKO transcription
factor network includes genes associated with autophagy and
homeostasis as well as those relevant to senescence and apo-
ptosis, thus indicating that OA associated with reduced A2AR
signaling probably involves an increase in senescence path-
ways with concomitant decrease in autophagy and homeosta-
sis pathways, leading to cellular viability compromise, consis-
tent with both previous findings in our animal models, but
importantly, from patients [10, 13, 53–55].

In summary, the A2AR null mouse recapitulates inflam-
mation and accelerated aging, specifically osteoarthritis,
with close resemblance to the cellular pathology of primary
human tissues. Future work should address mechanisms by
which autophagy is increased through A2AR signaling and
identify the link between nuclear/cytosolic signaling and
gene expression and mitochondrial dysfunction in
A2ARKO chondrocytes. The FOXO transcription factors
are associated with autophagy but can induce apoptosis in
the acetylated state; when deacetylated by SIRT1, the target
genes are altered and promote a pro-survival state through
autophagy and cellular homeostasis. These factors are also
involved in cellular anti-aging and organismal longevity
pathways, which would likely be therapeutic in OA.
Unlike the FOXO transcription factors, p53 is deactivated
by Sirt1 deacetylation. This suggests that A2AR signaling
may require deacetylation to activate homeostatic stress re-
sponse with FOXO1 and FOXO3 and reduce senescence by
deacetylation-mediated p53 degradation. Furthermore, ho-
meostatic antioxidant activity of SOD2 is also activated by a
different sirtuin, SIRT3, which is a mitochondrial resident
sirtuin. SOD2 gene expression can be increased in response
to increased ROS and was upregulated A2ARKO
chondrocytes; however, the function of the enzyme may
still be reduced in the acetylated state. Studies with sirtuin
inhibitors or siRNAs may be useful in determination of the
pathway by which A2AR signaling enhances chondrocyte
homeostasis and mitochondrial biogenesis.
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