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Circular RNAs take crucial roles in several pathophysiological processes. The regulatory role and its underlying mechanisms of
circ-ZNF609 in the heart remains largely unknown. Here, we report that circ-ZNF609 is upregulated during myocardial
ischemia/reperfusion (I/R) remodeling. Knockdown of circ-ZNF609 protects against acute I/R injury and attenuates left
ventricle dysfunction after I/R remodeling in vivo. In vitro, circ-ZNF609 regulates cardiomyocyte survival and proliferation via
modulating the crosstalk between Hippo-YAP and Akt signaling. Mechanically, N6-methyladenosine-modification is involved
in the regulatory role of circ-ZNF609 on YAP. An in-depth study indicates that knockdown of circ-ZNF609 decreases the
expression of YTHDF3 and further fine-tuned the accessibility of Yap mRNA to YTHDF1 and YTHDF2 to regulate YAP
expression. circ-ZNF609 knockdown represents a promising therapeutic strategy to combat the pathological process of
myocardial I/R injury.

1. Introduction

Cardiovascular disease is one of the leading causes of death
worldwide, with data suggesting increasing morbidity every
year due to a higher incidence of heart failure. Myocardial
infarction (MI) caused by coronary thrombosis is the source
of tremendous socioeconomic burden in most countries
[1–3]. Although modern reperfusion treatment is able to
repair the injured heart and reduce the mortality of MI
patients at the acute phase, many of these survivors will still
suffer from adverse remodeling and the downstream conse-
quences of heart failure [4–6]. In the past couple of decades,
many molecules and signaling pathways have been identified
as potential therapeutic targets to promote beneficial remod-
eling in post-MI patients [7–9]. Classical clinical drugs, such
as β receptor blocker, angiotensin-converting enzyme (ACE)
inhibitors, and aldosterone receptor antagonists, were dem-
onstrated to reverse cardiac fibrosis and ameliorate remodel-

ing in post-MI patients [10]. However, therapies targeting
cardiac repair to improve outcomes for those patients are
still an unmet need.

Circular RNA (circRNA) is a class of newly identi-
fied endogenous RNAs that are generated by forming
3′,5′-phosphodiester bonds across the junction site [11]. cir-
cRNAs are widely distributed in human tissues and are
important regulators in several diseases and pathophysiologi-
cal processes, including cancer, neurological diseases, and
cardiovascular diseases [12, 13]. RNA N6-methyladenosine
(m6A) methylation is the most abundant modification of
RNAs, and aberrant m6A methylation is closely related to
many diseases [14]. In cardiovascular diseases, several cir-
cRNAs have been identified and reported to participate in
essential processes of cardiovascular development and dis-
eases [15–21]. Although m6A modifications on circRNAs
have been identified to be closely related to diseases, such
as cancer and innate immunity, the role of circRNAs
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with m6A modification in the heart remains largely
unknown [22–26]. circ-ZNF609, also known as myocardial
infarction-associated circular RNA (MICRA), was identified
with RNA m6A modification and found to have functions
in myoblast, rhabdomyosarcoma, and vascular endothelium
[27–30]. The MICRA level in MI patients’ peripheral blood
is reported to be associated with outcomes after MI clinically
[31, 32]. However, the role of circ-ZNF609 in heart remains
largely unknown.

Here, we explored the regulatory role of circ-ZNF609 in
myocardial ischemia/reperfusion (I/R) injury by using
murine together with neonatal rat cardiomyocyte (NRCM)
models. In vitro, circ-ZNF609 regulates cardiomyocyte
survival via modulating the crosstalk between Hippo-YAP
and Akt signaling. Mechanistically, circ-ZNF609 regulates
YAP through interaction with YTHDF3 in cardiomyocytes.
Knockdown of circ-ZNF609 leads to the decrease of
YTHDF3 and, therefore, tunes the accessibility of Yap
mRNA to YTHDF1 and YTHDF2, consequently regulating
the expression of YAP. Our study provides new insights into
our mechanistic understanding of circRNA function and
suggests that inhibition of circ-ZNF609 promotes heart
repair after I/R injury by modulating RNA m6A-modified
Yap expression. circ-ZNF609 knockdown may be a promis-
ing therapeutic strategy to combat the pathological process
of myocardial I/R injury.

2. Results

2.1. circ-ZNF609 Is Upregulated during Myocardial I/R
Injury. To explore the potential role of circ-ZNF609 in the
heart, we firstly use divergent PCR primers, which specifi-
cally amplify circ-ZNF609 following Sanger sequencing to
verify the existence of circ-ZNF609 (Figure 1(a)). Then, we
assessed the stability of circ-ZNF609, as shown in Figure 1
(b) and Supplementary Figure S1a; circ-ZNF609 is more
resistant to RNase R exonuclease treatment and
actinomycin D treatment than mRNA. The expression of
circ-ZNF609 was widely expressed in adult mice, and the
abundance of circ-ZNF609 was found at an intermediate
level in the heart (Supplementary Figure S1b). Then, we
examined the conservation of circ-ZNF609 across
mammalian species and found that circ-ZNF609 was highly
conserved in mice, rats, and humans (Supplementary
Figure S2). qRT-PCR results showed that primary neonatal
rat cardiomyocyte (NRCM) expressed a higher level of circ-
ZNF609 compared to neonatal rat cardiac fibroblasts
(NRCFs) (Figure 1(c)). Moreover, qRT-PCR and RNA
fluorescence in situ hybridization assay demonstrated that
circ-ZNF609 prefers to locate in the cytoplasm (Figures 1(d)
and 1(e)). We next designed an MS2-tagged circ-ZNF609 to
validate the localization of circ-ZNF609 using a modified
MS2-GFP system, as shown in Figure 1(f); in this system,
MS2-GFP-NLS localizes in the nucleus of cardiomyocytes,
but cotransfection of MS2-GFP-NLS with p3MS2 plasmids,
which express cytoplasmic localized 3×MS2 RNA and could
bind the MS2-GFP-NLS, led to the distribution of GFP in
the cytoplasm. After the cotransfection of the MS2-tagged
circ-ZNF609 plasmids, we found that GFP distributed into

the cytoplasm of cardiomyocytes, confirming that circ-
ZNF609 localized in the cytoplasm of cardiomyocytes.
Collectively, these data suggest that circ-ZNF609 is a
conserved, stable, and abundantly expressed cytoplasmic
circular RNA in cardiomyocytes.

Next, we evaluated the expression of circ-ZNF609 by
qRT-PCR in an established murine model of cardiac I/R
injury. After cardiac ischemia and 4 weeks of remodeling
(chronic ischemic HF), circ-ZNF609 was significantly
increased in the heart tissue from surgery-operated mice in
contrast to the sham control (Figure 1(g)). A similar change
of circ-ZNF609 occurred in the NRCMs with oxygen-
glucose deprivation/reperfusion (OGD/R) treatment, a cellu-
lar model of an oxidative stress injury to mimic I/R injury
in vitro (Figure 1(h)). Also, circ-ZNF609 was significantly
increased in the infarct zone of acute I/R (30min/24 hrs)
(Figure 1(i)). Taken together, these data suggest a possible
involvement of circ-ZNF609 in modulating myocardial I/R
injury.

2.2. Knockdown of circ-ZNF609 Protects against Acute
Myocardial I/R In Vivo. To determine the biological func-
tion of circ-ZNF609 during myocardial I/R injury, we gener-
ated an shRNA of circ-ZNF609 (sh-circ-ZNF609) which
specifically ablates circ-ZNF609 without affecting the level
of linear Znf609 (Zfp609 in mouse) mRNA (Figure 2(a)).
We then administrated AAV9-sh-circ-ZNF609 or its scram-
bled control (AAV9-Scr) in mice through tail-vein injection
to suppress circ-ZNF609 in vivo. One week after AAV9
injection, coronary artery ligation for 30min followed by
24 hr reperfusion was performed to induce cardiac I/R injury
in mice. qRT-PCR analysis for circ-ZNF609 confirmed that
circ-ZNF609 was downregulated in the heart after AAV9-
sh-circ-ZNF609 administration (Figure 2(b)). By performing
TTC (2,3,5-triphenyltetrazolium chloride) staining and
TUNEL (terminal deoxynucleotidyl transferase dUTP nick
end labeling) staining, significant reduction in infarct size
and decrease in cardiomyocyte apoptosis were observed in
the acute I/R mice treated with AAV9-sh-circ-ZNF609 com-
pared with scrambled control (Figures 2(c) and 2(d)). These
results suggest that inhibition of circ-ZNF609 can prevent
against cardiac I/R injury in vivo.

2.3. Knockdown of circ-ZNF609 Attenuates LV Dysfunction
after I/R Remodeling In Vivo. The cardiac protective effect
which was exhibited by circ-ZNF609 knockdown after acute
I/R injury prompted us to examine whether this beneficial
effect could exist in the pathological process of cardiac
remodeling after I/R injury. After AAV9-sh-circ-ZNF609
or AAV9-scrambled control (AAV9-Scr) were transfused
via tail-vein injection, I/R or sham surgery was conducted
on mouse hearts 7 days later (Figure 3(a)). A significant
decrease of circ-ZNF609 in hearts was demonstrated in
the murine hearts treated with AAV9-sh-circ-ZNF609
(Figure 3(b)). As measured by echocardiography, knock-
down of circ-ZNF609 preserved heart function as indicated
by preserved ejection fraction (EF) and fractional shorten-
ing (FS) at 4 weeks after I/R surgery (Figure 3(c)). Hema-
toxylin and eosin (H&E) and wheat germ agglutinin

2 Research



Figure 1: circ-ZNF609 is upregulated during myocardial I/R injury. (a) The expression of circ-ZNF609 was validated by RT-PCR followed
by Sanger sequencing. mmu: total RNA extracted from mouse heart; rat: total RNA extracted from rat heart; hsa: total RNA extracted from
AC16 cardiomyocyte cell line. (b) qRT-PCR for the abundance of circ-ZNF609 and Zfp609 mRNA in mouse hearts treated with RNase R
(∗∗P < 0:01. n = 6 wells/group). (c) Expression of circ-ZNF609 in NRCMs (neonatal rat cardiomyocytes) compared to NRCFs (neonatal
rat cardiac fibroblasts) (∗∗P < 0:01, n = 6 wells/group). (d) RNA fluorescence in situ hybridization assay (FISH) of circ-ZNF609 in NRCM
(scale bar = 10μm). (e) qRT-PCR indicates the abundance of circ-ZNF609 in the cytoplasm or nucleus (∗∗P < 0:01, n = 6 wells/group). (f)
circ-ZNF609 localized in the cytoplasm of cardiomyocytes, as evidenced by MS2-tagged circ-ZNF609 cotransfection with MS2-GFP-NLS
(scale bar = 10μm). (g) Increased circ-ZNF609 in murine hearts from 4 weeks post-I/R injury versus sham control (∗∗P < 0:01, n = 6
mice/group). (h) The expression of circ-ZNF609 was increased in OGD/R-induced NRCM apoptosis model (∗∗P < 0:01 wells, n = 5
/group). (i) Top: the schematic diagram of definition of cardiac infarct, border, and remote zones. Bottom: the expression level of circ-
ZNF609 was analyzed by qRT-PCR in the infarct, border, and remote zones of mouse acute I/R hearts compared to the sham group
(∗∗P < 0:01, ns: nonstatistically significant. n = 6 mice/group). NRCM: neonatal rat cardiomyocyte; I/R: ischemia/reperfusion; OGD/R:
oxygen-glucose deprivation/reperfusion. Data are presented as means ± S:D: (b, c, e, g–i) Independent-sample t-test.
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(WGA) staining revealed that the hypertrophied ventricular
myocardial cells and larger interstitial between cardiomyo-
cytes during I/R remodeling were prevented by AAV9-sh-
circ-ZNF609 administration (Figures 3(d) and 3(e)).
Meanwhile, cardiac fibrosis was also attenuated by circ-
ZNF609 knockdown in the I/R group assessed by Masson’s
Trichrome staining (Figure 3(f)). Consistently, both the
pathological hypertrophic genes (Anp, Bnp) and fibrotic
genes (α-Sma, Ctgf, Col1a1, and Col3a1) were decreased after
AAV9-sh-circ-ZNF609 administration (Figure 3(g)). Taken
together, knockdown of circ-ZNF609 is able to protect
against myocardial I/R remodeling via improving cardiac
function and reducing cardiac fibrosis.

2.4. Downregulation of circ-ZNF609 Contributes to
Cardiomyocyte Survival In Vitro. Next, we explored the
effect of circ-ZNF609 on primary NRCM in culture. We
generated a circ-ZNF609 overexpression construct that was
transiently transfected into NRCMs; the overexpression effi-
ciency and precise cyclization in the back-splicing junction
were verified by qRT-PCR, agarose gel, and Sanger sequenc-
ing (Supplementary Figure S3). The siRNA which was able
to specifically knockdown circ-ZNF609 was used as
previously reported [29]. Overexpression of circ-ZNF609
aggravated NRCM apoptosis while knockdown of circ-
ZNF609 led to a significant reduction of cardiomyocyte
apoptosis as revealed by TUNEL staining (Figures 4(a) and

Figure 2: Knockdown of circ-ZNF609 protects against acute myocardial I/R in vivo. (a) sh-circ-ZNF609 specifically knock down circ-
ZNF609 without affecting the expression of linear Zfp609 (human ortholog named as Znf609) mRNA (∗P < 0:05. ns: nonstatistically
significant. n = 5 wells/group). (b) Expression of circ-ZNF609 in different zones of the heart from mice treated with AAV9-sh-circ-
ZNF609 (∗P < 0:05, ∗∗P < 0:01, n = 6 mice/group). (c) Attenuated infarct size in heart treated with AAV9-sh-circ-ZNF609 after ischemia/
reperfusion injury (I/RI), as evidenced by 2,3,5-triphenyltetrazolium chloride (TTC) staining (∗∗P < 0:01; ns: nonstatistically significant.
n = 5 and 6 mice, respectively). (d) Decreased myocardial apoptosis in the mouse I/RI heart treated with AAV9-sh-circ-ZNF609, as
evidenced by TUNEL staining (∗∗P < 0:01, n = 4 mice/group, scale bar = 20μm). I/R: ischemia/reperfusion; TUNEL: terminal
deoxynucleotidyl transferase dUTP nick end labeling. Data are presented as means ± S:D: (a, c) Independent-sample t-test; (b, d) two-way
ANOVA test.

4 Research



Figure 3: Knockdown of circ-ZNF609 attenuates LV dysfunction after I/R remodeling in vivo. (a) The schedule of virus injection and
myocardial I/R injury-induced mouse pathological cardiac remodeling model establishment. (b) qRT-PCR showed circ-ZNF609
knockdown in mouse hearts via tail-vein injection with AAV9-sh-circ-ZNF609 (∗P < 0:05, ∗∗P < 0:01, n = 7, 8, 7, and 10 mice,
respectively). (c) Preserved left ventricular ejection fraction (EF) and fractional shortening (FS) in I/R remodeling for 4 weeks of hearts
from mice treated with AAV9-sh-circ-ZNF609, as evidenced by echocardiography (∗P < 0:05, ∗∗P < 0:01, n = 7, 8, 7, and 10 mice,
respectively). (d) Representative images of H&E staining (top, scale bar = 25μm) and WGA staining (bottom, scale bar = 20μm). (e)
Quantitative analysis of cross-sectional area of cardiac cells stained with WGA at indicated groups (∗∗P < 0:01, n = 4 mice/group). (f)
Reduced cardiac fibrosis in I/R remodeling for 4 weeks of hearts from mice treated with AAV9-sh-circ-ZNF609, as evidenced by
Masson’s staining (∗∗P < 0:01, n = 4 mice/group, scale bar = 75μm). (g) Decreased expression of both the pathological hypertrophic genes
(Anp, Bnp) and fibrotic genes (α-Sma, Ctgf, Col1a1, and Col3a1) in I/R remodeling for 4 weeks of hearts from mice treated with AAV9-
sh-circ-ZNF609 (∗P < 0:05, ∗∗P < 0:01, n = 6 mice/group). LV: left ventricular; I/R: ischemia/reperfusion; H&E: hematoxylin-eosin; WGA:
wheat germ agglutinin. Data are presented as means ± S:D: (b, c, e–g) Two-way ANOVA test.
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Figure 4: Downregulation of circ-ZNF609 contributes to cardiomyocyte survival in vitro. (a, b) Representative images of immunofluorescence
staining and quantification of the relative TUNEL-positive NRCMs showed that circ-ZNF609 regulates NRCM apoptosis (∗∗P < 0:01, n = 6
wells/group, scale bar = 100μm). (c, d) Western blot analysis of NRCM apoptosis by detection of Bax and Bcl-2 in OGD/R-induced
apoptosis model treated with or without circ-ZNF609 overexpression or knockdown (∗P < 0:05, ∗∗P < 0:01, n = 3 wells/group). (e, f)
Representative images of immunofluorescence staining and quantification of the relative Ki67-positive and pHH3-positive cardiomyocytes
treated with or without circ-ZNF609 overexpression or knockdown (∗P < 0:05, ∗∗P < 0:01, n = 6 wells/group, scale bar = 100μm). NC:
siRNA negative control; si-circ-ZNF609: siRNA targeted to circ-ZNF609; Plo: circRNA overexpression empty vector Plo-ciR without insert
circ-ZNF609 sequence; circ-ZNF609: circ-ZNF609 overexpression construct; NRCM: neonatal rat cardiomyocyte; OGD/R: oxygen-glucose
deprivation/reperfusion. Data are presented as means ± S:D: (a–d) Two-way ANOVA test; (e, f) independent-sample t-test.
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4(b)) and western blots (Bax/Bcl-2) (Figures 4(c) and 4(d)).
As previously reported, promoting cardiomyocyte
proliferation is along with significant restoration after
myocardial injury in adult hearts [33, 34]. We therefore
explored the influence of circ-ZNF609 in the regulation of
markers of cell cycle on cardiomyocytes. As demonstrated
in Figures 4(e) and 4(f), immunostaining for histone H3
phosphorylated at serine 10 (pHH3) and Ki67 showed that
silencing circ-ZNF609 increased the percentage of pHH3-
positive or Ki67-positive NRCMs compared to control,
while overexpression of circ-ZNF609 significantly inhibited
proportion of NRCMs with pHH3 and Ki67 positive. Thus,
these data indicate that the knockdown of circ-ZNF609
promotes cardiomyocyte survival.

2.5. circ-ZNF609 Regulates Cardiomyocyte Survival through
Modulating the Crosstalk between Hippo-YAP and Akt
Signaling. Akt activation and Erk1/2 activation have been
considered to take a cardioprotective role in response to I/
R injury [35, 36]. Thus, we asked whether the regulatory role
of circ-ZNF609 is involved in regulating Akt and Erk1/2. We
detected the level of phospho-Akt in acute I/R injury cardiac
tissues. As evidenced by western blot, the phosphorylation
level of Akt (both in Ser 473 and Thr 308) and Erk1/2 was
significantly downregulated in the acute I/R injury heart,
while knockdown of circ-ZNF609 dramatically elevated the
Akt (Ser 473 and Thr 308) but not Erk1/2 phosphorylation
level (Figure 5(a)). Similar observations regarding the effect
of circ-ZNF609 ablation on Akt activation but not Erk1/2
were also noted in the in vitro OGD/R-induced NRCM apo-
ptosis model (Supplementary Figure S4). Meanwhile, TUNEL
staining showed that Akt inhibitorMK2206 can partially blunt
the protective effect of knockdown circ-ZNF609 against OGD/
R-induced NRCM apoptosis (Figure 5(b)). These data suggest
that Akt signaling is implicated in the regulatory role of circ-
ZNF609 in cardiomyocytes.

The interesting phenomena that circ-ZNF609 regulates
Akt activation but not Erk1/2 in cardiomyocytes promoted
us to seek for the specific mediator across Akt signaling
and circ-ZNF609. The Hippo effector, transcriptional coacti-
vator Yes-associated protein (YAP), expression causes an
increase in Akt activation without a change in Erk activation
in cardiomyocytes [37]. YAP has been found to activate
PI3K-Akt through targeting Pik3cb with TEAD [37]. There-
fore, we tested the hypothesis that YAPmight be themediator
between circ-ZNF609 and Akt signaling. As evidenced by
western blots in Figure 5(c) and Supplementary Figure S5a,
circ-ZNF609 could negatively regulate endogenous YAP
expression and positively regulate the phosphorylation level
(S127) of YAP in NRCM. Also, these negative regulatory
effects of circ-ZNF609 in Hippo-YAP signaling were also
observed in AAV9-sh-circ-ZNF609-treated mouse hearts
after I/R remodeling (Supplementary Figure S5b). Moreover,
overexpression of YAP could alleviate OGD/R-induced
NRCM apoptosis (Supplementary Figures S5c-S5d). Hippo
effector YAP overexpression would blunt the antisurvival
effects of circ-ZNF609 overexpression in cardiomyocytes as
evidenced by TUNEL staining and immunostaining for Ki67
(Figures 5(d) and 5(e)). Importantly, forced expression of

YAP would blunt the inhibition of Akt signaling after circ-
ZNF609 overexpression in OGD/R cardiomyocytes
(Figure 5(f)). It was previously reported that YAP/TEAD is
the mechanistic link between YAP and AKT signaling [37].
We then detected the expression of TEAD1 in circ-ZNF609
knockdown heart tissues, as determined by western blot in
Supplementary Figure S5e; silencing circ-ZNF609 did not
affect the protein level of TEAD1. YAP nuclear translocation
is important for its transcriptional activation; thus, we
examined whether circ-ZNF609 affect the cellular localization
of YAP. Immunofluorescence staining and western blot of
YAP on the cytoplasmic and nuclear fractions revealed that
increased nuclear accumulation of YAP was observed after
circ-ZNF609 knockdown, suggesting that circ-ZNF609 can
regulate the nuclear translocation of YAP in NRCM
(Supplementary Figures S5f-S5g). We further used two kinds
of YAP/TEAD inhibitors, small molecule compound
inhibitor verteporfin and peptide inhibitor peptide 17, to
block the interaction between YAP and TEAD. As shown in
Figures 5(g) and 5(h) and Supplementary Figure S6,
verteporfin and peptide 17 could both blunt the prosurvival
effects of circ-ZNF609 knockdown in NRCM. Collectively,
these data suggested that the crosstalk between Hippo-YAP
and Akt signaling is modulated by circ-ZNF609 to regulate
cardiomyocyte survival.

2.6. circ-ZNF609 Regulates YAP Expression via YTHDF3 in
Cardiomyocytes. Next, we asked how circ-ZNF609 regulate
YAP expression in cardiomyocytes. circ-ZNF609 has been
reported to have N6-methyladenosine (m6A) modification
[27]. Using the RMVar database, potential m6A modifica-
tion motifs were identified across coding sequences of Yap
mRNA [38]. Therefore, we asked whether RNA m6A modi-
fication contributes to the regulation effects of circ-ZNF609
on YAP. The negative regulation of circ-ZNF609 on YAP
was confirmed in the AC16 cardiomyocyte cell line
(Figure 6(a)). Next, m6A methylated RNA immunoprecipi-
tation (meRIP) was conducted to confirm the occurrence
of m6A in Yap mRNA (Figure 6(b)). The m6A modification,
which was recognized by YTHDFs, has been reported to
mediate two different mRNA fates by altering the mRNA
decay or mRNA translation [39]. Thus, we investigated
whether the YTHDF proteins were involved in the function
of circ-ZNF609. As shown in Figures 6(c) and 6(d),
YTHDF3 was downregulated both at the RNA and protein
levels upon circ-ZNF609 knockdown, while the expression
level of YTHDF1 and YTHDF2 was not regulated by circ-
ZNF609 alteration. Further, the actinomycin D treatment
assay revealed that silencing circ-ZNF609 could promote
the mRNA degradation of Ythdf3 (Figure 6(e)). We there-
fore propose that YTHDF3 is dominantly involved in the
regulation role of circ-ZNF609 in cardiomyocytes. Consis-
tently, YTHDF3 negatively regulated the expression of
YAP (Figures 6(f) and 6(g)). Also, the negative regulatory
effect of circ-ZNF609 on YAP was blunted via YTHDF3
(Figures 6(h) and 6(i)). Further, overexpression of YTHDF3
in NRCM abolished the protective effects of circ-ZNF609
suppression in OGD/R-induced cardiomyocyte apoptosis
(Figure 6(j)). It is previously reported that YTHDF3 could
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Figure 5: circ-ZNF609 regulates cardiomyocyte survival via modulating the crosstalk between Hippo-YAP and Akt signaling. (a) Western blot
analysis demonstrated the Akt and Erk phosphorylation levels in acute I/R heart treated with AAV9-sh-circ-ZNF609 or scrambled control
(∗P < 0:05, ∗∗P < 0:01; ns: nonstatistically significant; n = 3 mice/group). (b) Representative images of immunofluorescence staining and
quantification of the relative TUNEL-positive NRCMs showed that treatment with the Akt inhibitor MK2206 partially blunt the protective
effect of circ-ZNF609 knockdown (∗P < 0:05, ∗∗P < 0:01, n = 6 wells/group. Scale bar = 100μm). (c) Western blot analysis of total YAP in
cardiomyocytes after transfection with si-circ-ZNF609 or circ-ZNF609 (∗P < 0:05, ∗∗P < 0:01, n = 3 wells/group). (d) Representative images
of immunofluorescence staining and quantification of the relative TUNEL-positive NRCMs showed that YAP overexpression could block the
proapoptosis effect of circ-ZNF609 (∗∗P < 0:01, n = 6 wells/group, scale bar = 100μm). (e) Representative images of immunofluorescence
staining and quantification of the relative Ki67-positive NRCMs showed that YAP overexpression could significantly blunt the decrease of
the proportion of cardiomyocytes with Ki67 after circ-ZNF609 overexpression (∗P < 0:05, ∗∗P < 0:01, n = 6 wells/group, scale bar = 100μm).
(f) Forced expression of YAP would blunt the inhibition of Akt signaling after circ-ZNF609 overexpression in the OGD/R-induced NRCM
apoptosis model (∗P < 0:05, ∗∗P < 0:01, n = 3 wells/group). (g, h) Representative images of immunofluorescence staining and quantification
of the relative TUNEL-positive (g) and Ki67-positive (h) NRCMs showed that YAP/TEAD inhibitor verteporfin could blunt the prosurvival
effects of circ-ZNF609 knockdown in NRCM (∗P < 0:05, ∗∗P < 0:01, n = 6 wells/group, scale bar = 100μm). NC: siRNA negative control; Plo:
circRNA overexpression empty vector Plo-ciR without insert circ-ZNF609 sequence; circ-ZNF609: circ-ZNF609 overexpression construct;
Fugw: empty vector without YAP overexpression; YAP OE: YAP overexpression construct; OGD/R: oxygen-glucose deprivation/reperfusion.
Data are presented as means ± S:D: (a, b, d–h) Two-way ANOVA test; (c) independent-sample t-test.
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Figure 6: circ-ZNF609 regulates YAP expression via YTHDF3 in cardiomyocytes. (a) The expression of circ-ZNF609 was validated by qRT-
PCR (∗∗P < 0:01, n = 6 wells/group) and western blot (∗∗P < 0:01, n = 3 wells/group). (b) Validation of m6A modification in Yap mRNA
using meRIP-qPCR (∗P < 0:05, n = 5/group). (c) qRT-PCR demonstrated the expression level of Ythdf1, Ythdf2, and Ythdf3 treated with
sh-circ-ZNF609 (∗P < 0:05; ns: nonstatistically significant. n = 6 wells/group). (d) Western blot analysis demonstrated the YTHDF1,
YTHDF2, and YTHDF3 expression levels treated with sh-circ-ZNF609 (∗P < 0:05; ns: nonstatistically significant. n = 3 wells/group). (e)
The amount of Ythdf3 mRNA in AC16 cardiomyocytes treated with actinomycin D with or without circ-ZNF609 knockdown at
indicated time points (∗∗P < 0:01 at each time point, n = 6/group). (f) qRT-PCR demonstrated the expression level of Yap with or
without YTHDF3 knockdown (∗P < 0:05, ∗∗P < 0:01, n = 6 wells/group). (g) Western blot analysis demonstrated the expression level of
YAP with or without YTHDF3 knockdown (∗P < 0:05, ∗∗P < 0:01, n = 3 wells/group). (h) qRT-PCR demonstrated the expression levels
of Yap at indicated groups (∗∗P < 0:01, n = 6 wells/group). (i) Western blot demonstrated the expression of levels of YAP at indicated
groups (∗P < 0:05, ∗∗P < 0:01, n = 3 wells/group). (j) Quantification of the relative TUNEL-positive NRCMs showed that YTHDF3
overexpression could block the protective effect of circ-ZNF609 knockdown (∗∗P < 0:01:n = 6 wells/group). (k) RNA
immunoprecipitation assay demonstrated YTHDF3 binding to circ-ZNF609 and Yap (∗P < 0:05, ∗∗P < 0:01, n = 5/group). (l) Left: silver
staining of the circ-ZNF609-protein complex pulled down by circ-ZNF609 junction antisense probe or sense probe with cell lysates from
AC16 cardiomyocytes. Right: western blot and qRT-PCR analysis suggested that YTHDF3 protein and Yap mRNA were specifically
pulled down by circ-ZNF609 antisense probe (∗P < 0:05, ∗∗P < 0:01, n = 3/group). (m) RNA immunoprecipitation assay demonstrated
the binding activity of YTHDF1 to Yap mRNA with or without circ-ZNF609 knockdown (∗∗P < 0:01, n = 5/group). (n) RNA
immunoprecipitation assay demonstrated the binding activity of YTHDF2 to Yap mRNA with or without circ-ZNF609 knockdown
(∗∗P < 0:01, n = 5/group). Scr: shRNA scrambled control; sh-circ-ZNF609: shRNA targeted to circ-ZNF609; Fugw: empty vector without
YTHDF3 overexpression; sh-YTHDF3: shRNA targeted to YTHDF3; YTHDF3: YTHDF3 overexpression construct; NC: siRNA negative
control; si-circ-ZNF609: siRNA targeted to circ-ZNF609; OGD/R: oxygen-glucose deprivation/reperfusion. (a–g, k, l) Independent-
sample t-test; (h–j, m, n) two-way ANOVA test.
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facilitate translation and degradation of m6A-modified RNA
and modulate the accessibility of mRNA to YTHDF1 and
YTHDF2 [39]. YTHDF1 and YTHDF2 function in promot-
ing translation and RNA degradation [40, 41]. Considering
that circ-ZNF609 regulated the expression of YAP through
YTHDF3, we raised our hypothesis that downregulated
YTHDF3 expression affected the binding activity of Yap
mRNA to YTHDF1 and YTHDF2; YTHDF3 function as a
binding partner of YTHDF1 to facilitate YAP translation
or competitively with YTHDF2 to access Yap mRNA. We
thus performed RNA immunoprecipitation (RIP) assays
and revealed the binding of circ-ZNF609 and YAP mRNA
to YTHDF3 protein (Figure 6(k)). The binding of circ-
ZNF609, Yap mRNA, and YTHDF3 was further verified by
RNA pull down; Yap mRNA and YTHDF3 protein were
specifically pulled down by circ-ZNF609 junction antisense
probe compared to sense probe (Figure 6(l)). Then, we
explored whether YTHDF proteins function as the coopera-
tive partner to YTHDF3 in regulating YAP. Interestingly, the
binding of Yap mRNA to YTHDF1 was significantly
increased after circ-ZNF609 knockdown, while the binding
of Yap mRNA to YTHDF2 was decreased (Figures 6(m)
and 6(n)). These data indicate that circ-ZNF609 altered the
expression of YAP through YTHDF3 in cardiomyocytes.
Mechanically, YTHDF3 modulated the accessibility of Yap
mRNA to YTHDF1 and YTHDF2 and, consequently, regu-
late the expression of YAP.

3. Discussion

Myocardial I/R injury and scar formation can occur in the
MI patients who received reperfusion therapy leading even-
tually to ischemic HF and myocardial fibrosis. It is the main
cause of recent major adverse cardiovascular events and
results in long-term adverse prognosis in post-MI patients
[4, 10]. Myocardial I/R injury is triggered by a sequence of
progression pathological processes [3, 42–45]. However,
effective strategies to attenuate myocardial I/R injury are still
not available. In this study, we demonstrate that circ-
ZNF609 is upregulated in I/R remodeling hearts and OGD/
R treated cardiomyocytes. Knockdown of circ-ZNF609 in
mouse hearts demonstrates cardioprotective effects on both
acute I/R injury and I/R remodeling for 4 weeks. Downreg-
ulation of circ-ZNF609 contributes to cardiomyocytes’ sur-
vival in NRCMs. circ-ZNF609 regulates cardiomyocyte
survival via modulating the crosstalk between Hippo-YAP
and Akt signaling. Inhibition of YAP/TEAD interaction
(verteporfin or peptide 17), which disrupts the crosstalk
between Hippo-YAP and Akt, would abolish the prosurvival
effects of circ-ZNF609 knockdown. Mechanistically, circ-
ZNF609 binds to YTHDF3, and RNA m6A modification is
involved in the regulatory role of circ-ZNF609 in YAP
nuclear translocation. Knockdown of circ-ZNF609 decreases
the expression of YTHDF3 and further fine-tuned the acces-
sibility of Yap mRNA to YTHDF1 and YTHDF2 to regulate
YAP expression (Figure 7). Our study reveals the role of
circ-ZNF609 in myocardial I/R injury; circ-ZNF609 knock-
down represents a promising therapeutic target to combat
the pathological process of myocardial I/R injury.

Efforts on RNA-based therapeutic strategies have gar-
nered great interest lately [46]. Studies on circular RNAs
have been discovered and involved in heart diseases
[17–19, 21, 47–49]. However, the comprehensive function
and its underlying mechanism in the heart remain largely
unexplored. Here, we reported that circ-ZNF609 was upreg-
ulated in mouse myocardial I/R injury, and downregulation
of circ-ZNF609 in the heart could promote heart repair by
modulating the crosstalk between Hippo-YAP and Akt sig-
naling. In peripheral blood, circ-ZNF609 was associated with
LV dysfunction in MI patients and might be acting as a bio-
marker clinically [32]. Interestingly, the trend of circ-
ZNF609 changes in the heart tissue is not correlated with
that in patients’ blood as previous clinical studies reported
[31, 32]. This inconsistency between body fluids and tissues
has also been reported in other diseases [50, 51]. The level of
RNA in the circulation system is complexly regulated, and
circ-ZNF609 in peripheral blood might be due to the extra-
cellular vesicle transport between cells and tissues [52]. It is
also possible that the accumulation of circ-ZNF609 in the
heart tissues and reduction of circ-ZNF609 secretion led to
this opposite observation. circ-ZNF609 was found to have
functions in myoblast, rhabdomyosarcoma, and vascular
endothelium via acting as miRNA sponges or capable of
translation [28–30]. Our findings here uncover a critical role
of circ-ZNF609 in myocardial I/R injury; it was found that in
cardiomyocytes, circ-ZNF609 took a critical role in modulat-
ing the crosstalk between Hippo-YAP and Akt signaling. It
was reported that circ-ZNF609 can be translated into a pro-
tein [29]. To examine whether the observed effects of circ-
ZNF609 were from circRNA itself or from the circ-
ZNF609 coded protein, we generated circ-ZNF609 mutant
(rat-circ-ZNF609Δ1-2 and its human ortholog hs-circ-
ZNF609Δ1-2) with deleted ATGs as previously reported,
which lost the ability to encode proteins to evaluate the reg-
ulatory function of circ-ZNF609 [29]. The immunostaining
of Ki67 and TUNEL staining indicated that the effects of
wild-type rat-circ-ZNF609 on regulating NRCM prolifera-
tion and OGD/R-induced apoptosis still existed after rat-
circ-ZNF609Δ1-2 mutant construct transfection (Supple-
mentary Figures S7a-S7b). Meanwhile, its regulatory effects
on YAP were also preserved in hs-circ-ZNF609Δ1-2
mutant compared to wild-type hs-circ-ZNF609 as revealed
by qRT-PCR and western blot in AC16 cardiomyocytes
(Supplementary Figures S7c-S7d). Thus, these results
suggest that the observed effects of circ-ZNF609 on
cardiomyocytes in this study most probably came from
circRNA itself instead of the circ-ZNF609 coded protein.
However, we cannot exclude the possibility that circ-
ZNF609 encoded protein might exert its regulatory effects
on cardiomyocytes in other stimulus conditions. The role of
circ-ZNF609 coded protein in the hearts is yet to be
determined and required further investigations. Collectively,
these data provided an insightful role of circ-ZNF609 in the
heart, especially in myocardial I/R injury and in OGD/R
cardiomyocytes.

The Hippo-YAP pathway was first identified in Dro-
sophila by genetic screens as a regulator of cell proliferation
and organ size [8]. The core mammalian Hippo signaling
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components include the series kinases MST1/2, LATS1/2,
and the scaffolding proteins MOB1. The Hippo downstream
effector YAP has been proved to interact with transcription
factors and stimulate cell proliferation in many organs
including the heart [53–55]. The phosphoinositide 3-kinase-
(PI3K-) Akt pathway is one of the most classical regulation
pathways in cardiomyocytes [9, 56]. PI3K-Akt pathway acti-
vation protects against myocardial I/R injury and delays the
progression of post-MI cardiac remodeling [36]. Recent
studies indicated that YAP could activate PI3K-Akt by tar-
geting Pik3cb with TEAD to promote cardiomyocyte sur-
vival [37]. In our study, we found that circ-ZNF609
modulated the crosstalk between Hippo-YAP and Akt sig-
naling through the Hippo effector YAP. Forced expression
of YAP would blunt the activation of Akt signaling after
circ-ZNF609 knockdown in oxygen-glucose deprivation/
reperfusion cardiomyocytes. As a signal integrator, the
Hippo-YAP signaling pathway takes vital functions in car-
diac homeostasis maintenance [57]. A very recent study
demonstrated that direct chronic downregulation of Hippo
in WW45cKO mice promotes pressure overload-induced
cardiac dysfunction [58]. Those observations suggest that

Hippo-YAP signaling has both detrimental and salutary
functions in heart [58]. In this study, we reported that circ-
ZNF609 modulated the activity of Hippo-YAP signaling in
response to cardiomyocyte injury, indicating that circ-
ZNF609 might be a potential therapeutic target for cardiovas-
cular diseases. Currently, functional study on circ-ZNF609
in vivo is conducted by regulating the expression of circ-
ZNF609 before ischemia injury happens. Further studies
should be significant to transform these intervention methods
of preconditioning into an actual therapeutic strategy to meet
the demands of clinical application. In this study, a further in-
depth study suggested that circ-ZNF609 regulated the expres-
sion of YAP through directly interacting with RNA m6A
“reader” protein YTHDF3. RNA m6A methylation was
involved in the regulatory role of circ-ZNF609 on YAP. The
expression of YTHDF3 has been proposed to act as a “buffer-
ing agent” for target access to YTHDF1 and YTHDF2 [39].
Using RIP assays, we found that silencing circ-ZNF609 would
affect the binding activity of Yap mRNA to YTHDF1 and
YTHDF2. Downregulation of YTHDF3 by circ-ZNF609
suppression facilitated the binding activity of YTHDF1 and
inhibited the access of YTHDF2 to Yap mRNA, therefore

Figure 7: Schematic for our proposed mechanism of circ-ZNF609 in regulating heart repair. Downregulation of circ-ZNF609 contributes to
heart repair via modulating the crosstalk between Hippo-YAP and Akt signaling. Mechanistically, circ-ZNF609 binds to YTHDF3, and RNA
m6A modification is involved in the regulatory role of circ-ZNF609 in YAP. Knockdown of circ-ZNF609 decreases the expression of
YTHDF3 and further fine-tuned the accessibility of Yap mRNA to YTHDF1 and YTHDF2 to regulate YAP expression.
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further regulating the expression level of YAP. RNA m6A is a
conservative posttranscriptional modification; addressing the
recognition specificity and regulation specificity of m6A mod-
ification has attracted lots of attention. In our present study,
we uncovered the crucial regulatory role of circ-ZNF609 in
cardiomyocytes, which might act as a key “bridge” for RNA
m6A modification recognition and regulation. For one thing,
circ-ZNF609 itself could be methylated by m6A modification
and directly bind to the “reader” protein YTHDF3. For
another, circ-ZNF609 could regulate the expression of
YTHDF3, therefore modulating the accessibility of YTHDFs
to m6A-modified mRNA Yap. Those observations suggested
that circ-ZNF609 regulated the expression of YAP through
balancing the recognition of YTHDF proteins to Yap mRNA.
To our knowledge, this is the first report about m6A-modified
circRNA exerting its regulatory role via regulating another
m6A-modified mRNA expression, demonstrating the critical
role of RNAm6Amodification in circRNA regulatory function.

Currently, the most widely used methods to identify the
cellular localization of circRNA are either isolating nuclear
RNA and cytoplasmic RNA which is detected by qRT-
PCR or RNA fluorescence in situ hybridization which is
visualized by microscopy. However, due to the very high
sequence similarity between circRNA and its derived linear
mRNA, the base-pair probe-based RNA fluorescence in situ
hybridization method applied to circRNA has some limita-
tions. The probe used across the back-spliced site of cir-
cRNA is the only unique sequence region. Considering
the length of the probe and the relative abundance of cir-
cRNA to its linear mRNA, RNA FISH applied to circRNA
should be carefully designed with sufficient control samples.
The MS2-MCP system has been widely used to visualize
mRNA localization [59, 60]. However, this imaging system
has not been applied in circRNAs. Here, in this study, we
use a modified MS2-MCP system to visualize circ-ZNF609
cellular localization. MS2-GFP-NLS was localized in the
nucleus because of the NLS signaling sequence. This modi-
fied MS2-MCP system validated the localization of cir-
cRNA based on the very specific interaction between
MCP and MS2 aptamer-tagged transcript. MS2-GFP-NLS
was exported to cytoplasm due to binding to 3×MS2-
tagged circ-ZNF609; thus, GFP would be visualized in the
cytoplasm, demonstrating that circ-ZNF609 is localized in
the cytoplasm of cardiomyocytes. Different from the inte-
grated MS2 sequences into the genome to imaging mRNA,
in this study, the modified MS2-GFP system that was used
to visualize the cellular localization of circRNA relied on
exogenous expression of 3×MS2-tagged circ-ZNF609.
Besides, this imaging method is limited to visualizing cir-
cRNAs in the cytoplasm, as the NLS is added to restrict
MS2-GFP protein in the nucleus. Future efforts should be
made to optimize this imaging system and apply this
approach to image nuclear circRNAs. Though with the
above limitation, this method could be an additional
approach to cross-validate the cellular localization of cir-
cRNA regardless of specific probe design.

In conclusion, our study shows that knockdown of
circ-ZNF609 contributes to heart repair via modulating
the crosstalk between Hippo-YAP and Akt signaling.

These data uncover a critical role of circ-ZNF609 in
myocardial I/R injury, and circ-ZNF609 is important to
modulate the binding activity of YTHDF proteins to Yap
mRNA via interacting with YTHDF3 in an RNA m6A
modification-dependent manner in cardiomyocytes.

4. Materials and Methods

4.1. Animals. All experiments of animals were in accordance
with the guidelines on the use and care of laboratory animals
for biomedical research published by the National Institutes
of Health (No. 85-23, revised 1996) and approved by the
committee on the Ethics of Animal Experiments of Shanghai
University. Male C57BL/6J mice aged 7-8 weeks were pur-
chased from Charles River Laboratories (Beijing, China)
and raised in a specific pathogen-free (SPF) laboratory ani-
mal facility of Shanghai University (Shanghai, China).

4.2. Cardiac Ischemia/Reperfusion (I/R) Injury Mouse Model.
To study the role of circ-ZNF609 in I/R injury, mice were
randomized into two different groups, which were injected
with AAV9-sh-circ-ZNF609 (1013 vg/mL, 30μL) or AAV9-
scrambled control (1013 vg/mL, 30μL) via the tail vein a
week before surgical operation. To establish the mouse car-
diac I/R injury model, male mice aged 8 weeks with body
weight of 23-26 g were anesthetized with intraperitoneal
injection of 4% chloral hydrate. The anesthetized mice were
intubated with a 24G peripheral intravenous catheter after
tracheotomy while a respirator was used to mimic artificial
respiration and a homeothermic blanket was used to main-
tain body temperature at 37°C. Then, the left thoracic cavity
was opened with microscissors, and the left anterior
descending coronary artery (LAD) was stitched with 7-0 silk
sutures to induce ischemia. After 30min of myocardial
ischemia, the stitch was removed to create reperfusion. The
chest was closed with 5-0 silk sutures, and the tracheotomy
intubation was extubated. The sham group underwent the
same surgical procedures without LAD stitching. For acute I/
R injury, the mouse heart was divided into the risk zone (ante-
roapical wall distal to the left anterior descending ligation site
representing the infarct zone and left anterior wall close to the
ligation site representing border zone) and remote zone (the
site without ligation). All surgeries and analyses were per-
formed by investigators blinded to the treatment.

4.3. Echocardiography. After 4 weeks of remodeling, mice
were anesthetized by inhalation of 1.5-2% isoflurane. Cardiac
function parameters of each mouse were detected by Vevo
2100 echocardiography (VisualSonics Inc, Toronto, Ontario,
Canada) with a 30MHz central frequency scan head.
M-mode images were taken from the parasternal short-axis
view at the level of papillary muscles. Left ventricular ejection
fraction (LVEF) and left ventricular fractional shortening
(LVFS) were measured. All the echocardiography data have
been presented in Table S1. The echocardiographer was
blinded to the surgical procedure and group.

4.4. Neonatal Rat Cardiomyocyte Isolation, Culture, and
Treatment. Neonatal rat cardiomyocytes were isolated from
the ventricular myocardium of 1- to 3-day-old SD rats by

12 Research



enzymatic digestion as previously described [35] and cul-
tured in DMEM (Corning, USA) with 10% horse serum
(Gibco, Grand Island, USA) and 5% fetal bovine serum
(FBS, BioInd, Israel). All assays and transfections on NRCM
were conducted in DMEM with 1% FBS. Plasmids (1μg/mL)
and siRNA (100nM) were transfected with either the Sino-
fection Transfection Reagent (Sino Biological, China) or
Lipofectamine 2000 (Invitrogen, USA) for 72h. NRCMs
were treated with Akt inhibitor MK2206 (10μM, 24h,
Selleck), YAP-TEAD inhibitor verteporfin (250 nM, 24h,
Selleck), and YAP-TEAD inhibitor peptide 17 (50 nM,
24 h, Selleck) as indicated in the appropriate assays, respec-
tively. To create OGD/R injury, cardiomyocytes were cul-
tured in serum-free no glucose DMEM with a humidified
hypoxic atmosphere containing 95% N2 and 5% CO2 at
37°C for 8 h followed by replacing the normal culture DMEM
medium containing serum and glucose and then transferring
to a normal incubator for 12 hr recovery.

4.5. Immunochemistry and Immunofluorescence Staining.
Sections (5μm) and NRCMs were fixed, permeabilized,
and blocked. Then, the sections or NRCMs were incubated
with primary antibodies: α-actinin antibody (1 : 200, Sigma),
Ki67 antibody (1 : 200, Abcam), and phospho-histone H3
(Ser10) polyclonal antibody (1 : 100, Invitrogen). After incu-
bation of secondary antibodies, Hoechst (1 : 1000, Keygen)
was used to label the nucleus for 30min. The images of
NRCMs were collected with a fluorescence microscope
(Leica, Wetzlar, Germany), and the images of heart sample
sections were collected by a confocal microscope (Carl Zeiss,
Thuringia, Germany). All analyses were performed by inves-
tigators blinded to the treatment.

4.6. TUNEL Staining. To perform TUNEL staining, a Dead-
End Fluorometric TUNEL System (Promega Corp, Madison,
USA, REF G3250) was used for frozen heart sample sections
while an apoptosis detection kit (Vazyme, Nanjing, China,
A111-03) was used for NRCMs. The staining was performed
according to the instruction of the manufacturer’s protocol.
Cardiomyocytes were labeled with α-actinin while the
nucleus was labeled with Hoechst as mentioned in the
method of immunofluorescence staining. The images of
NRCMs were collected with a fluorescence microscope
(Leica, Wetzlar, Germany), and the images of heart sample
sections were captured by a confocal microscope (Carl Zeiss,
Thuringia, Germany).

4.7. TTC Staining. After 24 hours’ reperfusion, LAD was reli-
gated at the same location, followed by injection of Evan’s
Blue (Sigma Aldrich, Saint Louis, USA) until the dye was vis-
ible on the skin of mice. Then, the heart sample was excised
and sliced into 5-7 slices. The slices were incubated in
1% 2,3,5-triphenyltetrazolium chloride (Sigma Aldrich,
Germany) and then transferred into 4% paraformaldehyde
(PFA). Images of each slice were taken by a digital camera.
The infarct area (INF, stained white) and area-at-risk
(AAR, stained red in nonblue area) were measured by ImageJ
software (National Institutes of Health).

4.8. Masson’s Trichrome Staining and H&E Staining. To
assess fibrosis and hypertrophy of heart tissue in mice,
5μm thick tissue sections of the heart sample were analyzed
by Masson’s Trichrome staining kit (Keygen Biotech, China)
and H&E staining (Keygen Biotech, China). Images of each
section were taken by the Nikon model (200x magnification)
with the Spot Insight camera. Fibrosis areas (blue color) and
whole section areas were analyzed by ImageJ software
(National Institutes of Health), and the percentage of fibrosis
was measured as fibrosis areas/whole section areas × 100%.

4.9. Wheat Germ Agglutinin (WGA) Staining. 5μm frozen
heart sections were fixed and stained with wheat germ agglu-
tinin Alexa Fluor 488 Conjugate (Invitrogen). Images were
taken by a confocal microscope (Carl Zeiss, Thuringia, Ger-
many). ImageJ software was used to quantify cell size.

4.10. Quantitative Real-Time Polymerase Chain Reactions
(qRT-PCRs). Total RNA was extracted from tissue samples
or cells using the TRIzol reagent (Invitrogen). The RNA
was converted to cDNA using the PrimeScript RT reagent
Kit with gDNA Eraser (RR047B, Takara, Japan) or
TransScript-gDNA Removal and cDNA Synthesis SuperMix
(AT311, Transgen, China). For the RNA stability assay,
AC16 cardiomyocyte cells were seeded in six-well plates
and incubated with actinomycin D (Selleck) for the time
course. Total RNA was isolated, and then, the degradation
rate of mRNA was analyzed by quantitative real-time PCR.
Quantitative real-time PCR amplification was conducted
by using SYBR Green (Takara, Japan) in the LightCycler
480 Real-Time PCR System (Roche, Basel, Switzerland).
18 s was used as an internal control for gene expressions.
Primary sequences used in this study are listed in Table S2.

4.11. Western Blot. Protein concentrations of cells and tissue
lysed by RIPA buffer (Beyotime Biotechnology, Nantong,
China) were evaluated by the Takara BCA Protein Assay
Kit. Equal amounts of protein samples were subjected to
SDS-PAGE and transferred to polyvinylidene difluoride
membranes. After being blocked by 5% nonfat dry milk in
a Tris-buffered saline with Tween 20 buffer, membranes
were incubated with the primary antibodies from the follow-
ing source: Bax (1 : 1000, Abclonal, A12009), Bcl-2 (1 : 1000,
Abclonal, A11025), β-actin (1 : 1000, Huabio, M1210-2), p-
Akt (Ser 473) (1 : 1000, Cell signal technology, #4060), p-
Akt (Thr 308) (1 : 1000, Cell signal technology, #13038),
total-Akt (1 : 1000, Cell signal technology, #9272), YAP
(1 : 1000, Cell signal technology, #14074), YTHDF1
(1 : 1000, Proteintech; 17479-1-AP), YTHDF2 (1 : 1000, Pro-
teintech; 24744-1-AP), YTHDF3 (1 : 1000, Proteintech;
25537-1-AP, and 1 : 1000, Abcam; ab220161), Erk1/2
(1 : 1000, Cell signal technology, #4695), p-Erk1/2 (1 : 1000,
Cell signal technology, #4370), MST1 (1 : 1000, Cell signal
technology, #3682), MST2 (1 : 1000, Cell signal technology,
#3952), WW45 (1 : 1000, Cell signal technology, #13301),
LATS1 (1 : 1000, Cell signal technology, #3477), histone H3
(1 : 1000, Beyotime, AF0009), p-YAP (Ser127) (1 : 1000, Cell
signal technology, #13008), and TEAD1 (1 : 1000, Abclonal,
A6768). To perform nucleocytoplasmic separation, a
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Nuclear and Cytoplasmic Protein Extraction Kit (Keygen
Biotech, #KGP1100) was used for NRCMs according to the
instruction of the manufacturer’s protocol. All proteins were
visualized by the ECL Chemiluminescence kit (Tanon,
China) and visualized using the Tanon-5200S Chemilumi-
nescent Imaging System (Tanon, China). Band intensity
was calculated by ImageJ.

4.12. Vector Construction. To generate the circ-ZNF609
overexpression vector, the cDNA sequence of circ-ZNF609
was amplified from rat cDNA using TransStart FastPfu Fly
DNA Polymerase (AP231-12, TransGen). The PCR prod-
ucts were inserted into commercial circRNA overexpression
plasmid Plo-ciR (CS0103, Geneseed). To generate circ-
ZNF609 mutant, the pEASY-Uni Seamless Cloning and
Assembly Kit (TransGen Biotech, #CU101) was used to
obtain rat-circ-ZNF609Δ1-2 and its human ortholog hs-
circ-ZNF609Δ1-2. For rat-circ-ZNF609Δ1-2, the primers
used to generate PCR fragments used for recombination
were the following: r-circ-ZNF609-d1d2-F: 5′-AGGTGG
ACGTTGACTCTAAGTCCTTGAGCAGTGGAGCCTG-3′
and r-circ-ZNF609-d1d2-R: 5′-CCCACCTCCTTGGAGC
CTGAttCCAGTTTCTGCTGGTCCTTTT-3′ and r-circ-
ZNF609-plo-op-R: 5′-CTTAGAGTCAACGTCCACCTC
AGGAT-3′ and r-circ-ZNF609-plo-op-F: 5′-TCAGGC
TCCAAGGAGGTGGGGA-3′. For hs-circ-ZNF609Δ1-2,
the primers used to generate PCR fragments used for
recombination were the following: hs-circ-ZNF609-d1d2-F:
5′-AGGTGGGACGTTGACTCTAAGTCCTTGAGCAGTG
GAGCCT-3′ and hs-circ-ZNF609-d1d2-R: 5′-CCCACC
TCCTTTGAGCCTGAttCCAGTTTCTGCTGGTCCTTT-3′
and hs-circ-ZNF609-plo-op-R: 5′-CTTAGAGTCAACGT
CCCACCTCAAGA-3′ and hs-circ-ZNF609-plo-op-F: 5′-
TCAGGCTCAAAGGAGGTGGGGATA-3′. To generate
p3MS2 plasmids, 3×MS2 DNA sequence 5′-CGGGATCCG
ATATCCGTACACCATCAGGGTACGAGCTAGCCCAT
GGCGTACACCATCAGGGTACGACTAGTAGATCTCG
TACACCATCAGGGTACGGAATTCTCTAGAGC-3′ was
inserted into the pcDNA3.0 vector. To generate 3×MS2-
circ-ZNF609, 3×MS2 DNA sequence was inserted into circ-
ZNF609 between the cDNA sequence G124 and A125. For
sh-circ-ZNF609 constructs, the target sequence was 5′-
AGTCAAGTCTGAAAAGCAATG-3′. All constructs were
verified by Sanger sequencing. For circRNA overexpression
vectors, the overexpression efficiency and precise cyclization
in the back-splicing junction of circRNA were verified by
qRT-PCR, agarose gel, and Sanger sequencing.

4.13. RNA Pull Down. Endogenous circ-ZNF609 in AC16
cardiomyocytes was pulled down by 5μg biotinylated DNA
oligo antisense junction probe, and the sense junction probe
was designed as the negative control. 100μL Dynabeads
MyOne Streptavidin T1 (Invitrogen) was added to each
binding reaction and washed 5 times. The packed beads
were resuspended into 130μL phosphate-buffered saline
and analyzed by SDS-PAGE and silver staining for differen-

tial proteins. Probe sequences used in this study are listed in
Table S3.

4.14. RNA Immunoprecipitation (RIP). AC16 cardiomyo-
cytes grown in 10 cm dishes were rinsed twice with pre-
ice-cold PBS and harvested. Cell pellets were resuspended
in lysis buffer and flash-frozen with liquid nitrogen. Cell
lysates were thawed on ice and subjected to 5 rounds of son-
ication to lyse the cell nucleus. Cell lysate was subjected to
centrifugation at 12000g for 30min at 4°C and precleared
by binding to Invitrogen™ Dynabeads Protein G. 1% cell
lysate was saved as input. 3μg anti-rabbit-IgG and YTHDF3
rabbit polyclonal antibody (Proteintech, #25537-1-AP) were
incubated with precleared cell lysate at 4°C overnight. 60μL
Invitrogen™ Dynabeads Protein G was washed with NET2
buffer supplied with 200U/mL RiboLock RNase Inhibitor
and 2mM Ribonucleoside Vanadyl Complexes and then
mixed with cell lysate and antibody for another 4 hrs. The
beads were collected and washed with NET2 buffer for 4
times. Beads were mixed with 1mL TRIzol and saved as
the IP sample. RNA was isolated by the miRNeasy Mini
Kit (QIAGEN) and analyzed by qRT-PCR. For RIP in circ-
ZNF609 knockdown, anti-rabbit-IgG and YTHDF1 poly-
clonal antibody (Proteintech, #17479-1-AP) or YTHDF2
polyclonal antibody (Proteintech, #24744-1-AP) were used.
The RIP assay was conducted as the same procedure except
AC16 cardiomyocytes were pretransfected with si-circ-
ZNF609 or NC control.

4.15. m6A Methylated RNA Immunoprecipitation- (meRIP-)
qPCR. MeRIP-qPCR was performed as previously reported
[61]. Briefly, total RNA was isolated by the miRNeasy Mini
Kit (QIAGEN) with on-column DNase I treatment. Then,
mRNA was purified by oligo(dT) polystyrene beads (Sigma)
and fragmented (Invitrogen) at 70°C as the manual recom-
mended. Fragmented mRNA was immunoprecipitated with
anti-m6A antibody (Synaptic Systems) coupled Dynabeads
Protein G (Invitrogen). The enrichment of m6A was
detected by qPCR; the Yap mRNA primer is listed in
Table S2.

4.16. circ-ZNF609 MS2-MCP Imaging. To validate the
nucleocytoplasmic localization of circ-ZNF609, the MS2
macrophage coat protein system was used. NRCMs were
cultured in a μ-slide 8-well chamber (IBIDI GmbH, Ger-
many) and transfected with designed MS2-tagged circ-
ZNF609 plasmid, MS2-GFP-NLS plasmid (addgene
#61764), or/and p3MS2 plasmid for 72 hrs. Then, NRCMs
were labeled with α-actinin while the nucleus was labeled
with Hoechst as mentioned in the method of immunofluo-
rescence staining. The images were captured by a confocal
microscope (Carl Zeiss, Thuringia, Germany).

4.17. RNA Fluorescence In Situ Hybridization (FISH).
NRCM was cultured in a μ-slide 8-well chamber (IBIDI
GmbH, Germany) and fixed with freshly prepared 4% para-
formaldehyde at room temperature for 15 minutes. Then,
NRCM was permeabilized with 0.5% Triton X-100 and
2mM Ribonucleoside Vanadyl Complexes (Sigma) on ice
for 10min followed by washing twice with 2x SSC for
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10min each time. The probe (10 ng/mL) was denatured in
the hybridization buffer at 90°C for 10 minutes and then
immediately chilled on ice for 5min. NRCM was hybridized
and incubated with primary antibodies: α-actinin antibody
(1 : 200, Sigma) in a hybridization oven at 37°C overnight.
After hybridization, the chamber was washed in 2× SSC,
50% formamide for 3 × 5mins at 42°C, 2× SSC for 3 × 5mins
at 42°C, 1× SSC for 3 × 5mins at 42°C, 4× SSC for 2 × 10
mins at room temperature, and 2× SSC for 1 hr at 65°C;
Cy3-labeled streptavidin and secondary antibodies were
added to the NRCM for 1 hr at RT. After washing three
times with PBS, Hoechst (1 : 1000, Keygen) was used to label
the nucleus for 30min, and images were captured by a con-
focal microscope (Carl Zeiss, Thuringia, Germany).

4.18. Statistical Analysis. The data were presented as the
mean ± SD using GraphPad Prism 8 (GraphPad Software
LLC). Statistical analyses were performed by SPSS 20.0 soft-
ware (independent-sample t-test and one-way ANOVA) or
GraphPad Prism 8 (two-way ANOVA). To compare differ-
ences between two groups, an independent-sample t-test
was used. Two-way ANOVA with the Tukey test or one-
way ANOVA was performed to compare multiple groups.
For one-way analysis, the Levene test was used to verify
the homogeneity of variance, and the Bonferroni test or
Dunnett T3 test was performed according to the results. P
values less than 0.05 were considered to have statistical
significance.

Data Availability

Data relating to this article are available in the article itself or
in its supplementary material online.

Conflicts of Interest

The authors declare that there is no conflict of interest
regarding the publication of this article.

Authors’ Contributions

J.J.X. designed the study and instructed all experiments. J.J.X.
and L.J.W. drafted the manuscript. L.J.W., P.J.Y., J.Q.W., G.
E.X., T.H.W., J.Y.F., Y.H.B., J.H.X., and H.B.W. performed
the experiments and analyzed the data. S.D. provided techni-
cal assistance and gave input on experimental design and data
interpretation in the manuscript. Lijun Wang, Pujiao Yu, and
Jiaqi Wang contributed equally to this work.

Acknowledgments

This work was supported by grants from the National Key
Research and Development Project (2018YFE0113500 to J.J.
X.), National Natural Science Foundation of China
(82020108002 and 81911540486 to J.J.X., 81800358 to L.J.W.,
and 82070411 to J.H.X.), Innovation Program of Shanghai
Municipal Education Commission (2017-01-07-00-09-E00042
to J.J.X.), Science and Technology Commission of Shanghai
Municipality (20DZ2255400 and 21XD1421300 to J.J.X.),
“Dawn” Program of Shanghai Municipal Education Com-

mission (19SG34 to J.J.X.), and Natural Science Foundation
of Shanghai (19ZR1474100 to L.J.W. and 19ZR1450400 to
H.B.W.).

Supplementary Materials

Supplementary Figure S1: circ-ZNF609 is resistant to acti-
nomycin D treatment and ubiquitously expressed in adult
mouse tissues. Supplementary Figure S2: CLUSTALW
alignment of circ-ZNF609 across mammalian species. Sup-
plementary Figure S3: verification of rat circ-ZNF609 over-
expression. Supplementary Figure S4: western blot analysis
demonstrated the Akt and Erk phosphorylation levels in
OGD/R-induced NRCM apoptosis model. Supplementary
Figure S5: circ-ZNF609 regulates cardiomyocyte survival
via modulating Hippo-YAP. Supplementary Figure S6:
circ-ZNF609 regulates cardiomyocyte survival through
modulating the crosstalk between Hippo-YAP and Akt sig-
naling. Supplementary Figure S7: circ-ZNF609 mutant with
deleted ATGs does not affect the regulatory roles of circ-
ZNF609 in cardiomyocytes. Table S1: parameters of echo-
cardiography. Table S2: the primer sequences used for quan-
titative PCR. Table S3: probe sequences used in this study.
(Supplementary Materials)

References

[1] E. J. Benjamin, S. S. Virani, C. W. Callaway et al., “Heart
disease and stroke statistics-2018 update: a report from the
American Heart Association,” Circulation, vol. 137, no. 12,
pp. e67–e492, 2018.

[2] R. Gulati, A. Behfar, J. Narula et al., “Acute myocardial infarc-
tion in young individuals,” Mayo Clinic Proceedings, vol. 95,
pp. 136–156, 2020.

[3] R. Bugiardini, “Coronary microcirculation and ischemic heart
Disease, Today,” Current Pharmaceutical Design, vol. 24,
no. 25, pp. 2891-2892, 2018.

[4] E. Braunwald and R. A. Kloner, “Myocardial reperfusion: a
double-edged sword?,” The Journal of Clinical Investigation,
vol. 76, pp. 1713–1719, 1985.

[5] L. Goldman and E. F. Cook, “The decline in ischemic heart dis-
ease mortality Rates,” Annals of Internal Medicine, vol. 101,
no. 6, pp. 825–836, 1984.

[6] L. Lu, M. Liu, R. Sun, Y. Zheng, and P. Zhang, “Myocardial
infarction: symptoms and treatments,” Cell Biochemistry and
Biophysics, vol. 72, pp. 865–867, 2015.

[7] T. Heallen, M. Zhang, J. Wang et al., “Hippo pathway
inhibits Wnt signaling to restrain cardiomyocyte prolifera-
tion and heart size,” Science, vol. 332, no. 6028, pp. 458–
461, 2011.

[8] Q. Zhou, L. Li, B. Zhao, and K. L. Guan, “The hippo pathway
in heart development, regeneration, and diseases,” Circulation
Research, vol. 116, pp. 1431–1447, 2015.

[9] T. Matsui, J. Tao, F. del Monte et al., “Akt activation preserves
cardiac function and prevents injury after transient cardiac
ischemia in vivo,” Circulation, vol. 104, pp. 330–335, 2001.

[10] G. Heusch, P. Libby, B. Gersh et al., “Cardiovascular remodel-
ling in coronary artery disease and heart failure,” The Lancet,
vol. 383, pp. 1933–1943, 2014.

15Research

https://downloads.spj.sciencemag.org/research/2022/9825916.f1.docx


[11] M. S. Xiao, Y. Ai, and J. E. Wilusz, “Biogenesis and functions of
circular RNAs come into focus,” Trends in Cell Biology, vol. 30,
pp. 226–240, 2020.

[12] C. Braicu, A. A. Zimta, D. Gulei, A. Olariu, and I. Berindan-
Neagoe, “Comprehensive analysis of circular RNAs in patho-
logical states: biogenesis, cellular regulation, and therapeutic
relevance,” Cellular and Molecular Life Sciences, vol. 76,
pp. 1559–1577, 2019.

[13] J. Liu, K. Zhao, N. Huang, and N. Zhang, “Circular RNAs and
human glioma,” Cancer Biology &Medicine, vol. 16, pp. 11–23,
2019.

[14] X. Jiang, B. Liu, Z. Nie et al., “The role of m6A modification in
the biological functions and diseases,” Signal Transduction and
Targeted Therapy, vol. 6, p. 74, 2021.

[15] Y. Bei, T. Yang, L. Wang et al., “Circular RNAs as potential
theranostics in the cardiovascular system,” Molecular
Therapy-Nucleic Acids, vol. 13, pp. 407–418, 2018.

[16] M. Li, W. Ding, T. Sun et al., “Biogenesis of circular RNAs and
their roles in cardiovascular development and pathology,” The
FEBS Journal, vol. 285, no. 2, pp. 220–232, 2018.

[17] D. Han, Y. Wang, Y. Wang et al., “The tumor-suppressive
human circular RNA circITCH sponges miR-330-5p to ame-
liorate doxorubicin-induced cardiotoxicity through upregulat-
ing SIRT6, survivin, and SERCA2a,” Circulation Research,
vol. 127, no. 4, pp. e108–e125, 2020.

[18] S. Huang, X. Li, H. Zheng et al., “Loss of super-enhancer-
regulated circRNA Nfix induces cardiac regeneration after
myocardial infarction in adult mice,” Circulation, vol. 139,
pp. 2857–2876, 2019.

[19] V. N. S. Garikipati, Z. Cheng, D. Liang et al., “Circular RNA
circFndc3b modulates cardiac repair after myocardial infarc-
tion via FUS/VEGF-A axis,” Nature Communications,
vol. 10, p. 4317, 2019.

[20] L. Y. Zhou, M. Zhai, Y. Huang et al., “The circular RNA ACR
attenuates myocardial ischemia/reperfusion injury by sup-
pressing autophagy via modulation of the Pink1/ FAM65B
pathway,” Cell Death & Differentiation, vol. 26, pp. 1299–
1315, 2019.

[21] W. W. Du, W. Yang, Y. Chen et al., “Foxo3 circular RNA pro-
motes cardiac senescence by modulating multiple factors asso-
ciated with stress and senescence responses,” European Heart
Journal, vol. 38, no. 18, pp. 1402–1412, 2017.

[22] Y. G. Chen, R. Chen, S. Ahmad et al., “N6-Methyladenosine
Modification Controls Circular RNA Immunity,” Molecular
Cell, vol. 76, no. 1, pp. 96–109.e9, 2019.

[23] R. X. Chen, X. Chen, L. P. Xia et al., “N6-methyladenosine
modification of circNSUN2 facilitates cytoplasmic export
and stabilizes HMGA2 to promote colorectal liver metas-
tasis,” Nature Communications, vol. 10, no. 1, p. 4695,
2019.

[24] D. Jin, J. Guo, Y. Wu et al., “m6A demethylase ALKBH5
inhibits tumor growth and metastasis by reducing YTHDFs-
mediated YAP expression and inhibiting miR-107/LATS2-
mediated YAP activity in NSCLC,” Molecular Cancer,
vol. 19, no. 1, p. 40, 2020.

[25] F. Xie, C. Huang, F. Liu et al., “circPTPRA blocks the recogni-
tion of RNA N6-methyladenosine through interacting with
IGF2BP1 to suppress bladder cancer progression,” Molecular
Cancer, vol. 20, no. 1, p. 68, 2021.

[26] P. Wu, X. Fang, Y. Liu et al., “N6-Methyladenosine modifica-
tion of circCUX1 confers radioresistance of hypopharyngeal

squamous cell carcinoma through caspase1 pathway,” Cell
Death & Disease, vol. 12, p. 298, 2021.

[27] G. Di Timoteo, D. Dattilo, A. Centron-Broco et al., “Modula-
tion of circRNA metabolism by m6A modification,” Cell
Reports, vol. 31, no. 6, article 107641, 2020.

[28] F. Rossi, I. Legnini, F. Megiorni et al., “circ-ZNF609 regulates
G1-S progression in rhabdomyosarcoma,” Oncogene, vol. 38,
pp. 3843–3854, 2019.

[29] I. Legnini, G. di Timoteo, F. Rossi et al., “circ-ZNF609 is a cir-
cular RNA that can be translated and functions in myogen-
esis,” Molecular Cell, vol. 66, no. 1, pp. 22–37.e9, 2017.

[30] C. Liu, M. D. Yao, C. P. Li et al., “Silencing of circular RNA-
ZNF609 ameliorates vascular endothelial dysfunction,” Thera-
nostics, vol. 7, pp. 2863–2877, 2017.

[31] M. Vausort, A. Salgado-Somoza, L. Zhang et al., “Myocardial
infarction-associated circular RNA predicting left ventricular
dysfunction,” Journal of the American College of Cardiology,
vol. 68, pp. 1247-1248, 2016.

[32] A. Salgado-Somoza, L. Zhang, M. Vausort, and Y. Devaux,
“The circular RNAMICRA for risk stratification after myocar-
dial infarction,” IJC Heart & Vasculature, vol. 17, pp. 33–36,
2017.

[33] M. Ponnusamy, F. Liu, Y. H. Zhang et al.et al., “Long noncod-
ing RNA CPR (cardiomyocyte proliferation regulator) regu-
lates cardiomyocyte proliferation and cardiac repair,”
Circulation, vol. 139, pp. 2668–2684, 2019.

[34] N. U. N. Nguyen, D. C. Canseco, F. Xiao et al., “A calcineurin–
Hoxb13 axis regulates growth mode of mammalian cardio-
myocytes,” Nature, vol. 582, pp. 271–276, 2020.

[35] Y. Bei, L. L. Pan, Q. Zhou et al., “Cathelicidin-related antimi-
crobial peptide protects against myocardial ischemia/reperfu-
sion injury,” BMC Medicine, vol. 17, p. 42, 2019.

[36] M. A. Sussman, M. Volkers, K. Fischer et al., “Myocardial
AKT: the omnipresent nexus,” Physiological Reviews, vol. 91,
pp. 1023–1070, 2011.

[37] Z. Lin, P. Zhou, A. von Gise et al., “Pi3kcb links Hippo-YAP
and PI3K-AKT signaling pathways to promote cardiomyocyte
proliferation and survival,” Circulation Research, vol. 116,
pp. 35–45, 2015.

[38] X. Luo, H. Li, J. Liang et al., “RMVar: an updated database of
functional variants involved in RNA modifications,” Nucleic
Acids Research, vol. 49, pp. D1405–D1412, 2021.

[39] H. Shi, X. Wang, Z. Lu et al., “YTHDF3 facilitates translation
and decay of N6-methyladenosine-modified RNA,” Cell
Research, vol. 27, no. 3, pp. 315–328, 2017.

[40] X. Wang, B. S. Zhao, I. A. Roundtree et al., “N6-methyladeno-
sine Modulates Messenger RNA Translation Efficiency,” Cell,
vol. 161, no. 6, pp. 1388–1399, 2015.

[41] X. Wang, Z. Lu, A. Gomez et al., “N6-Methyladenosine-depen-
dent regulation of messenger RNA stability,” Nature, vol. 505,
pp. 117–120, 2014.

[42] D. J. Hausenloy and D. M. Yellon, “New directions for protect-
ing the heart against ischaemia-reperfusion injury: targeting
the reperfusion injury salvage kinase (RISK)-pathway,” Car-
diovascular Research, vol. 61, no. 3, pp. 448–460, 2004.

[43] W. Jassem, S. V. Fuggle, M. Rela, D. D. Koo, and N. D. Heaton,
“The role of mitochondria in ischemia/reperfusion injury,”
Transplantation, vol. 73, no. 4, pp. 493–499, 2002.

[44] F. Gao, E. Gao, T. L. Yue et al., “Nitric oxide mediates the anti-
apoptotic effect of insulin in myocardial ischemia-reperfusion:
the roles of PI3-kinase, Akt, and endothelial nitric oxide

16 Research



synthase phosphorylation,” Circulation, vol. 105, pp. 1497–
1502, 2002.

[45] I. Andreadou, E. K. Iliodromitis, T. Rassaf, R. Schulz,
A. Papapetropoulos, and P. Ferdinandy, “The role of gaso-
transmitters NO, H2S and CO in myocardial ischaemia/reper-
fusion injury and cardioprotection by preconditioning,
postconditioning and remote conditioning,” British Journal
of Pharmacology, vol. 172, pp. 1587–1606, 2015.

[46] D. Lu and T. Thum, “RNA-based diagnostic and therapeutic
strategies for cardiovascular disease,” Nature Reviews Cardiol-
ogy, vol. 16, pp. 661–674, 2019.

[47] A. Lavenniah, T. D. A. Luu, Y. P. Li et al., “Engineered circular
RNA sponges act as miRNA inhibitors to attenuate pressure
overload-induced cardiac hypertrophy,” Molecular Therapy,
vol. 28, pp. 1506–1517, 2020.

[48] L. Cai, B. Qi, X. Wu et al., “Circular RNA Ttc3 regulates car-
diac function after myocardial infarction by sponging miR-
15b,” Journal of Molecular and Cellular Cardiology, vol. 130,
pp. 10–22, 2019.

[49] K. Wang, B. Long, F. Liu et al., “A circular RNA protects the
heart from pathological hypertrophy and heart failure by tar-
geting miR-223,” European Heart Journal, vol. 37, pp. 2602–
2611, 2016.

[50] J. Luo, Y. Li, W. Zheng et al., “Characterization of a prostate-
and prostate cancer-specific circular RNA encoded by the
androgen receptor gene,” Molecular Therapy-Nucleic Acids,
vol. 18, pp. 916–926, 2019.

[51] J. Fang, J. Qi, X. Dong, and J. Luo, “Perspectives on circular
RNAs as prostate cancer biomarkers,” Frontiers in Cell and
Development Biology, vol. 8, article 594992, 2020.

[52] S. Das, K. M. Ansel, M. Bitzer et al., “The extracellular RNA
communication consortium: establishing foundational knowl-
edge and technologies for extracellular RNA research,” Cell,
vol. 177, no. 2, pp. 231–242, 2019.

[53] M. Xin, Y. Kim, L. B. Sutherland et al., “Regulation of insulin-
like growth factor signaling by Yap governs cardiomyocyte
proliferation and embryonic heart size,” Science Signaling,
vol. 4, no. 196, p. ra70, 2011.

[54] S. Ikeda, R. Mukai, W. Mizushima et al., “Yes-associated pro-
tein (YAP) facilitates pressure overload-induced dysfunction
in the diabetic heart,” JACC: Basic to Translational Science,
vol. 4, pp. 611–622, 2019.

[55] X. Chen, Y. Li, J. Luo, and N. Hou, “Molecular mechanism of
Hippo-YAP1/TAZ pathway in heart development, disease,
and regeneration,” Frontiers in Physiology, vol. 11, p. 389,
2020.

[56] K. L. Weeks, B. C. Bernardo, J. Y. Y. Ooi, N. L. Patterson,
and J. R. McMullen, “The IGF1-PI3K-Akt signaling path-
way in mediating exercise-induced cardiac hypertrophy
and protection,” in Exercise for Cardiovascular Disease Pre-
vention and Treatment, J. Xiao, Ed., vol. 1000 of Advances
in Experimental Medicine and Biology, pp. 187–210,
Springer, Singapore, 2017.

[57] J. Wang, S. Liu, T. Heallen, and J. F. Martin, “The Hippo path-
way in the heart: pivotal roles in development, disease, and
regeneration,” Nature Reviews. Cardiology, vol. 15, pp. 672–
684, 2018.

[58] S. Ikeda, W. Mizushima, S. Sciarretta et al., “Hippo deficiency
leads to cardiac dysfunction accompanied by cardiomyocyte
dedifferentiation during pressure overload,” Circulation
Research, vol. 124, pp. 292–305, 2019.

[59] E. Tutucci, M. Vera, J. Biswas, J. Garcia, R. Parker, and R. H.
Singer, “An improved MS2 system for accurate reporting of
the mRNA life cycle,” Nature Methods, vol. 15, pp. 81–89,
2018.

[60] A. Coulon, M. L. Ferguson, V. de Turris, M. Palangat, C. C.
Chow, and D. R. Larson, “Kinetic competition during the tran-
scription cycle results in stochastic RNA processing,” eLife,
vol. 3, 2014.

[61] D. Dominissini, S. Moshitch-Moshkovitz, M. Salmon-Divon,
N. Amariglio, and G. Rechavi, “Transcriptome-wide mapping
of N6-methyladenosine by m6A-seq based on immunocaptur-
ing and massively parallel sequencing,” Nature Protocols,
vol. 8, pp. 176–189, 2013.

17Research


	Downregulation of circ-ZNF609 Promotes Heart Repair by Modulating RNA N6-Methyladenosine-Modified Yap Expression
	1. Introduction
	2. Results
	2.1. circ-ZNF609 Is Upregulated during Myocardial I/R Injury
	2.2. Knockdown of circ-ZNF609 Protects against Acute Myocardial I/R In Vivo
	2.3. Knockdown of circ-ZNF609 Attenuates LV Dysfunction after I/R Remodeling In Vivo
	2.4. Downregulation of circ-ZNF609 Contributes to Cardiomyocyte Survival In Vitro
	2.5. circ-ZNF609 Regulates Cardiomyocyte Survival through Modulating the Crosstalk between Hippo-YAP and Akt Signaling
	2.6. circ-ZNF609 Regulates YAP Expression via YTHDF3 in Cardiomyocytes

	3. Discussion
	4. Materials and Methods
	4.1. Animals
	4.2. Cardiac Ischemia/Reperfusion (I/R) Injury Mouse Model
	4.3. Echocardiography
	4.4. Neonatal Rat Cardiomyocyte Isolation, Culture, and Treatment
	4.5. Immunochemistry and Immunofluorescence Staining
	4.6. TUNEL Staining
	4.7. TTC Staining
	4.8. Masson’s Trichrome Staining and H&E Staining
	4.9. Wheat Germ Agglutinin (WGA) Staining
	4.10. Quantitative Real-Time Polymerase Chain Reactions (qRT-PCRs)
	4.11. Western Blot
	4.12. Vector Construction
	4.13. RNA Pull Down
	4.14. RNA Immunoprecipitation (RIP)
	4.15. m6A Methylated RNA Immunoprecipitation- (meRIP-) qPCR
	4.16. circ-ZNF609 MS2-MCP Imaging
	4.17. RNA Fluorescence In Situ Hybridization (FISH)
	4.18. Statistical Analysis

	Data Availability
	Conflicts of Interest
	Authors’ Contributions
	Acknowledgments
	Supplementary Materials

