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Increasing evidence suggests that mitochondrial microRNAs
(miRNAs) are implicated in the pathogenesis of cardiovascular
diseases; however, their roles in ischemic heart disease
remain unclear. Herein, we demonstrate that miR-146a is en-
riched in the mitochondrial fraction of cardiomyocytes, and
its level significantly decreases after ischemic reperfusion (I/
R) challenge. Cardiomyocyte-specific knockout of miR-146a
aggravated myocardial infarction, apoptosis, and cardiac
dysfunction induced by the I/R injury. Overexpression of
miR-146a suppressed anoxia/reoxygenation-induced cardio-
myocyte apoptosis by inhibiting the mitochondria-dependent
apoptotic pathway and increasing the Bcl-2/Bax ratio. miR-
146a overexpression also blocked mitochondrial permeability
transition pore opening and attenuated the loss of mitochon-
drial membrane potential and cytochrome c leakage;
meanwhile, miR-146a knockdown elicited the opposite effects.
Additionally, miR-146a overexpression decreased cyclophilin
D protein, notmRNA, expression. The luciferase reporter assay
revealed that miR-146a binds to the coding sequence of the cy-
clophilin D gene. Restoration of cyclophilin D reversed the
inhibitory action of miR-146a on cardiomyocyte apoptosis.
Furthermore, cardiomyocyte-specific cyclophilin D deletion
completely abolished the exacerbation of myocardial infarction
and apoptosis observed in miR-146a cardiomyocyte-deficient
mice. Collectively, these findings demonstrate that nuclear
miR-146a translocates into the mitochondria and regulates
mitochondrial function and cardiomyocyte apoptosis. Our
study unveils a novel role for miR-146a in ischemic heart dis-
ease.

INTRODUCTION
Myocardial infarction, which is characterized by prolonged ischemia
of the coronary arteries, remains the leading cardiovascular cause of
death worldwide.1 Blood flow restoration to the ischemic myocar-
dium is currently the most timely and effective strategy to improve
the outcome of patients with acute myocardial infarction.2 However,
such restoration often leads to ischemic reperfusion (I/R) injury.3

Apoptosis of the terminally differentiated cardiomyocytes has
been documented as an important pathogenic factor involved in
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cardiac I/R injury.4 Evidence has accumulated showing that the sup-
pression of cardiomyocyte apoptosis is beneficial for decreasing
infarction size and improving myocardial contractile dysfunction af-
ter reperfusion, suggesting that this manipulation may be a useful
approach for protection against I/R injury.4,5 Nevertheless, the
fundamental mechanisms underlying cardiomyocyte apoptosis are
poorly understood.

A large body of evidence has indicated that mitochondrial dysfunction
is associated with the development of many diseases, including cardio-
vascular disorders.4,6,7 Cardiomyocytes contain many mitochondria;
hence, mitochondria-dependent apoptosis affects cardiomyocyte sur-
vival.4,8 The mechanisms by which mitochondria-dependent
apoptosis is regulated include the cyclophilin D-mitochondrial perme-
ability transition pore (mPTP) opening, subsequent disruption of
mitochondrial membrane potential (MMP), cytochrome c release,
and caspase activation, which collectively lead to mitochondrial
dysfunction.9 Therefore, the maintenance of mitochondrial structure
and homeostasis is a promising strategy for the amelioration of cardi-
omyocyte apoptosis and cardiac injury.7,8,10

MicroRNAs (miRNAs) are a class of non-coding 12- to 23-nucleotide
RNAs that regulate gene expression at the posttranscriptional level.4–6

miRNAs have been found to play roles in cardiac dysfunctions, such
as heart failure, cardiac hypertrophy, and ischemic injury.4,5,7,10 miR-
146 was initially identified as a critical regulator of hematopoiesis,
inflammation, and immunity.11 However, more recently it was shown
to also be associated with the development of cardiovascular diseases,
including doxorubicin cardiotoxicity, diabetic cardiomyopathy, and
atherosclerosis.12–14 Interestingly, emerging evidence suggests the
presence and regulatory roles of miRNAs in the mitochondria.4,7,10

In the present study, we for the first time demonstrate that miR-
146a localizes to the mitochondria, where its level dramatically
e Authors.
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Figure 1. Decreased level of miR-146a in the mitochondria after cardiac ischemia/reperfusion (I/R) injury

(A) miRNA-enriched RNA was isolated from the mitochondrial fraction of mouse myocardia after sham surgery or I/R injury. Downregulation of miRNAs observed in miRNA

microarray experiments was verified by qRT-PCR. **p < 0.01 versus sham, n = 6. (B) miR-146a levels in the cytosolic and mitochondrial fractions of the myocardium in

response to I/R challenge and following sham surgery. **p < 0.01 versus cytosol sham; ##p < 0.01 versusmitochondria sham, n = 6. (C)miR-146a levels in the whole heart and

mitochondrial fractions determined by qRT-PCR (n = 4). (D) Fluorescence in situ hybridization demonstrates miR-146a localization in mitochondria. Representative images of

one of the four similar experiments are presented. (E) qRT-PCR analysis of miR-146a level in the Ago2 or dicer immunoprecipitate from the mitochondrial fraction (n = 4). (F)

pre-miR-146a levels in the total heart tissue, nuclear, and mitochondrial fractions. **p < 0.01 versus total heart, n = 6.
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changes after an I/R episode. Although the influence of miR-146a,
mediated by a conventional miRNA-regulated pathway, on I/R injury
had been proposed previously, our findings reveal a novel role
and mechanism of action for mitochondrial miR-146 in cardiac I/
R injury. Herein, we demonstrate that mitochondrial miR-146a is
a key regulator of mitochondrial dysfunction, cardiomyocyte
apoptosis, and heart ischemic disease.

RESULTS
Mitochondrial miR-146a is downregulated in the myocardium

under I/R conditions

Microarray analysis of the heart mitochondrial fraction identified 15
miRNAs that were differentially expressed in the tissues of sham-
operated control mice and mice that underwent I/R. Among the
15 dysregulated miRNAs, miR-535-5p, miR-330, miR-146a, miR-
181a, and miR-34a were significantly downregulated. The difference
of miR-146a levels was the most pronounced compared to the
changes in other mitochondrial miRNAs (Table S3). This was
further confirmed by qRT-PCR, in which mitochondrial 12S
rRNA was used as an internal control (Figure 1A). Thus, we decided
to focus on the role of miR-146a, which is conserved between mice
and humans (Figure S1A), in cardiac I/R injury. We found that
miR-146a was enriched primarily in the mitochondrial fraction
compared to its level in the cytosolic fraction. I/R challenge signif-
icantly reduced miR-146a level in the mitochondria but not in the
cytosol (Figure 1B). In line with the in vivo results, miR-146a level
in cardiomyocytes was decreased upon anoxia/reoxygenation (A/R)
treatment in a time-dependent manner (Figure S1B). We also
observed that A/R challenge led to a significant reduction in intra-
cellular ATP levels (Figure S1C), which is a hallmark of mitochon-
drial dysfunction. Interestingly, the miR-146a level was positively
correlated with ATP level, with a correlation coefficient of 0.8581
(Figure S1D), suggesting that mitochondrial miR-146a may play a
role in mitochondrial dysfunction during cardiac I/R injury. More-
over, qRT-PCR results revealed that the abundance of miR-146a in
the mitochondrial fraction was similar to that in the whole heart,
suggesting that miR-146a is predominantly localized in the mito-
chondria (Figure 1C). Fluorescence in situ hybridization confirmed
that miR-146a was present in the mitochondria of cardiomyocytes
(Figure 1D).
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Figure 2. Deficiency of miR-146a in cardiomyocytes

exacerbates I/R injury

(A) Cardiomyocyte-specific miR-146a knockout mice

(146aCKO) and their control littermates (146af/f) received I/R

(30 min ischemia and 4 h reperfusion) or sham treatment.

Representative images of myocardial tissue sections are

shown. (B) Myocardial infarct size expressed as the ratio of

infarcted area (IF) to the area at risk (AAR) (IF/AAR). **p <

0.01 versus sham 146af/f; ##p < 0.01 versus sham

146aCKO, n = 6 per group. (C) Lactate dehydrogenase

(LDH) level in serum was measured by a commercial kit.

**p < 0.01 versus sham 146af/f; ##p < 0.01 versus sham

146aCKO, n = 12–16 per group. (D and E) Echocardio-

graphic analysis of left ventricular ejection fraction (EF) (D)

and left ventricular fractional shortening (FS) (E) at the end of

24 h reperfusion. **p < 0.01 versus sham 146af/f; ##p < 0.01

versus sham 146aCKO, n = 8–10 per group. (F) Represen-

tative images of TUNEL and a-actinin staining ofmyocardial

tissue sections after 30 min myocardial ischemia followed

by 4 h reperfusion. Green TUNEL staining represents

apoptotic cells, cardiomyocytes are labeled with an anti-

a-actinin antibody showing red color, and the nuclei are

stained blue by 40,6-diamidino-2-phenylindole (DAPI). (G)

Quantification of apoptotic cardiomyocytes in each group.

**p < 0.01 versus sham 146af/f; ##p < 0.01 versus sham

146aCKO, n = 7 per group.
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Ago2 has been shown to localize in the mitochondria and play an
important role in the translocation of miRNAs into the mitochon-
dria.4,7 Additionally, dicer, which generates miRNA maturation
from primary miRNA, is present exclusively in the cytoplasm, not
in mitochondria.7 As expected, we observed that Ago2 was ex-
pressed both in cytosolic and mitochondrial fractions of cardiomyo-
cytes, while dicer was largely absent from mitochondria (Figure S2).
Moreover, the RNA-binding protein immunoprecipitation (RIP)
experiment showed that miR-146a in the mitochondrial fraction
was co-immunoprecipitated with Ago2, not dicer (Figure 1E), con-
firming mitochondrial localization of miR-146a. To investigate miR-
146a biogenesis, we examined the presence of pre-miR-146a in the
whole heart, as well as in the nuclear, cytosolic, and mitochondrial
fractions. Results show that minimal levels of pre-miR-146a were
observed in the nuclear and mitochondrial fractions compared
with that in the total heart homogenate (Figure 1F). This indicates
that miR-146a biosynthesis occurs in a conventional manner, with
1260 Molecular Therapy: Nucleic Acids Vol. 23 March 2021
miR-146a translocating into the mitochondria
following maturation in the cytosol.

Cardiomyocyte-specific knockout of miR-

146a exacerbates cardiac I/R injury

To investigate the association between the
downregulation of miR-146a and I/R-induced
myocardial injury, we performed I/R surgery
in miR-146a cardiomyocyte-specific knockout
mice (Figure S3). As shown in Figure 2A, no
infarct was observed in the myocardium of
miR-146af/f mice and miR-146aCKO mice under
sham conditions. Mice that underwent I/R revealed an apparent
infarct, which was significantly aggravated by cardiomyocyte-spe-
cific deficiency of miR-146a (Figure 2B). The release of lactate dehy-
drogenase (LDH), a marker for cardiac injury, was expectedly
increased after I/R injury. Knockout of miR-146a further increased
the level of LDH (Figure 2C). Echocardiography examination
showed that the impairment of cardiac function was exacerbated
in miR-146aCKO mice, as evidenced by lower values of ejection frac-
tion (EF) and fractional shortening (FS) (Figures 2D and 2E). Car-
diomyocyte apoptosis is an important contributor to myocardial
dysfunction and failure. Transferase dUTP nick end labeling (TU-
NEL) staining revealed no significant difference in the number of
cardiomyocytes undergoing apoptosis in the myocardium between
miR-146af/f and miR-146aCKO mice under sham conditions. I/R
stimulation markedly increased the number of apoptotic cells, and
this increase was further enhanced by cardiomyocyte-specific
knockout of miR-146a (Figures 2F and 2G).
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miR-146a upregulation ameliorates A/R-induced cardiomyocyte

apoptosis in vitro

We next examined whether the regulatory role of miR-146a in cardi-
omyocyte apoptosis was also evident in vitro, under A/R conditions.
The annexin V-fluorescein isothiocyanate (FITC)/propidium iodide
(PI) assay showed that the ratio of apoptotic cells did not change after
overexpression or knockdown of miR-146a, as compared with that in
the relevant negative control experiment. A/R treatment markedly
enhanced the fraction of apoptotic cardiomyocytes, which was in-
hibited by miR-146a upregulation yet further augmented by miR-
146a knockdown (Figures 3A and 3B). In addition, TUNEL staining
also demonstrated that overexpression of miR-146a markedly atten-
uated apoptosis of cardiomyocytes induced by A/R, whereas downre-
gulation of miR-146a was associated with enhanced cell apoptosis
(Figures 3C and 3D). Given the alterations of miR-146a in the mito-
chondria, we explored whether miR-146a affects the mitochondria-
dependent apoptotic pathway and cardiomyocyte survival. The
anti-apoptotic Bcl-2 protein family and the pro-apoptotic Bax protein
from the same family are essential for the initiation of mitochondrial
apoptosis. Lower expression of Bcl-2 and higher expression of Bax
were found in A/R-treated cardiomyocytes compared with the respec-
tive levels in untreated cells. The Bcl-2/Bax ratio, which determines
the fate of cell survival, was significantly decreased by A/R. miR-
146a upregulation reversed A/R-induced decrease in the Bcl-2/Bax
ratio by increasing Bcl-2 expression and attenuating Bax expression.
However, miR-146a downregulation further augmented the effects of
A/R on Bcl-2 and Bax expression levels and the Bcl-2/Bax ratio (Fig-
ures 3E and 3F).

miR-146a attenuates mitochondrial dysfunction under A/R

conditions

The loss of MMP leading to mitochondrial dysfunction is considered
as the predominant consequence of the imbalance between Bcl-2 and
Bax expression levels. We thus determined the effects of miR-146a on
MMP in cardiomyocytes by using 5,50,6,60-tetrachloro-1,10,3,30-tet-
raethyl-benza-midazolocarbocyanin iodide (JC-1) staining. Upon
A/R stimulation, the green fluorescence of JC-1 significantly
increased, whereas the red fluorescence decreased, resulting in an
elevation in the green/red fluorescence ratio. This suggests that A/R
led to the decrease of MMP. Upregulation of miR-146a significantly
inhibited A/R-induced reduction of MMP. The opposite result was
observed in miR-146a inhibitor-treated cells (Figure 4A). Mitochon-
drial membrane depolarization could induce mPTP opening and sub-
sequently lead to cytochrome c release from the mitochondria to the
cytosol. Confocal microscopy showed that miR-146a overexpression
inhibited A/R-induced decrease in fluorescence of calcein-AM, a fluo-
rescent dye that is a sensitive indicator of mPTP opening, suggesting
that miR-146a prevented the opening of mPTP (Figure 4B). In
contrast, the reduction of calcein-AM fluorescence was further poten-
tiated by miR-146a downregulation (Figure 4C). Moreover, A/R
treatment increased cytochrome c protein expression in the cytosol;
however, it decreased its expression in the mitochondria, indicating
transient release of cytochrome c. The translocation of cytochrome
c from the mitochondria to the cytosol was abrogated by miR-146a
mimics yet promoted by the miR-146a inhibitor (Figures 4D and
4E). Furthermore, activation of caspases, a downstream event of cyto-
chrome c release, was also induced by A/R stimulation, as evidenced
by increased cleavage of caspase-9, caspase-3, and PARP. miR-146a
overexpression inhibited, whereas miR-146a inhibition enhanced
the activation of caspase-9, caspase-3, and PARP (Figure S4). Taken
together, these data indicate that miR-146a ameliorates cardiomyo-
cyte apoptosis at least partially via inhibiting the mitochondria-
dependent apoptotic pathway.

miR-146a regulates cyclophilin D expression

To understand how miR-146a regulates mitochondrial dysfunction,
we tested whether miR-146a influenced the expression of the mPTP
complex, including voltage-dependent anion channel (VDAC),
adenine nucleotide translocase (ANT), and cyclophilin D. qRT-
PCR showed that overexpression of miR-146a did not alter mRNA
levels of Vdac1, Slc25a4, and Ppif genes encoding VDAC, ANT, and
cyclophilin D, respectively, in mitochondria of cardiomyocytes (Fig-
ure 5A). We then examined expression levels of these proteins in
response to transfection with miR-146a mimics and found that
only cyclophilin D expression was markedly decreased in cardiomyo-
cyte mitochondria by miR-146a upregulation (Figure 5B). Notably,
the other miRNAs that were downregulated upon cardiac I/R injury,
as determined via microarray analysis, such as miR-535-5p, miR-330,
miR-181a, and miR-34a, did not affect cyclophilin D expression (Fig-
ure S5). In addition, overexpression of miR-146a almost completely
abolished A/R-induced increase in cyclophilin D expression (Fig-
ure 5C). In contrast, miR-146a knockdown significantly increased cy-
clophilin D protein expression; however, it did not alter its mRNA
level (Figures 5D and 5E). Furthermore, RNAhybird program showed
that the cyclophilin D gene coding sequence (CDS) contains a poten-
tial binding site for miR-146a (Figure 5F). Therefore, we examined
the effect of miR-146a on cyclophilin D translation by using the lucif-
erase assay. We constructed wild-type CDSs of cyclophilin D contain-
ing the binding site of miR-146a or its mutant version and cloned
them into the luciferase vector. The luciferase reporter assay revealed
that miR-146a decreased the translation of wild-type cyclophilin D-
CDS; however, it had no distinct effect on the mutant cyclophilin
D-CDS (Figure 5G). Further, the RIP results confirmed that miR-
146a binds cyclophilin D in mitochondria of cardiomyocytes (Fig-
ure 5H). In addition, overexpression of miR-146a inhibited the
expression of the wild-type cyclophilin D-CDS; however, it did not
exert any inhibitory effect on the mutant cyclophilin D-CDS, suggest-
ing that inhibition bymiR-146a of cyclophilin D expression is binding
site-dependent (Figure S6). Collectively, these results demonstrate
that cyclophilin D is a specific target of miR-146a in mitochondria
of cardiomyocytes.

miR-146a regulates cardiomyocyte apoptosis depending on

cyclophilin D expression level

To explore whether the absence of cyclophilin D facilitated the pro-
tective effect of cardiomyocyte miR-146a against apoptosis, the cells
were co-transfected with miR-146a mimics and cyclophilin D gene
harboring adenovirus. The transduction efficiency of the latter
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Figure 3. miR-146a mediates cardiomyocyte apoptosis induced by anoxia/reoxygenation (A/R) treatment

(A and B) Cardiomyocytes were transfected with miR-146a mimics (146a-m, 50 nmol/L, A), miR-146a inhibitor (146a-i, 50 nmol/L, B), or their corresponding negative control

sequences (NC-m or NC-i) for 24 h before A/R treatment for another 48 h. Cardiomyocyte apoptosis was determined by annexin V-FITC/propidium iodide (PI) staining

followed by flow cytometry. (C and D) TUNEL (green) and DAPI (blue) staining of cardiomyocytes treated with miR-146a mimics (C) or miR-146a inhibitor (D) under A/R

conditions. (E and F) Changes in expression levels of Bcl-2 and Bax proteins in cardiomyocytes treated with miR-146a mimics (E) or miR-146a inhibitor (F) after A/R

stimulation. Representative western blot images are shown in leftmost panels. Bar charts represent densitometric analysis data of relative levels of Bcl-2, Bax, and Bcl-2/Bax

ratio. **p < 0.01 versus NC-m control or NC-i control; ##p < 0.01 versus NC-m A/R or NC-i A/R, n = 6–8.
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adenovirus was confirmed by the increased expression of cyclophilin
D (Figure S7). Under A/R conditions, the inhibitory effects of miR-
146a overexpression on cardiomyocyte apoptosis were largely
reversed by the transduction with Ad-CypD (Figures 6A and 6B).
Ad-CypD markedly blunted the increase of Bcl-2 expression and
Bcl-2/Bax ratio in cells treated with miR-146a mimics and increased
Bax expression after A/R challenge (Figure 6C). Moreover, restora-
tion of cyclophilin D expression abolished the regulatory effects of
miR-146a overexpression on A/R-induced cleavage of caspase-9, cas-
pase-3, and PARP (Figure 6D). These data indicate that cyclophilin D
was required for miR-146a-mediated inhibition of cardiomyocyte
apoptosis following A/R challenge.

Cyclophilin D deficiency abolishes aggravating effects of miR-

146a deficiency on cardiac I/R injury

We crossed miR-146aCKO mice with PpifCKO mice (miR-146aCKOP-
pifCKO) to examine the requirement for cyclophilin D in cardiac I/R
injury induced bymiR-146a deficiency in vivo (Figure S8). The infarct
size was consistently lower in miR-146af/f mice and miR-146aCKO

mice after cardiomyocyte-specific knockout of cyclophilin D (Figures
7A and 7B). The increase in LDH level caused by miR-146a deficiency
under A/R conditions was also markedly inhibited in miR-146aCKOP-
PIFCKO mice (Figure 7C). Furthermore, the lack of cyclophilin D
largely abolished the exacerbation of cardiac function impairment
that was observed in mice with cardiomyocyte-specific knockout of
miR-146a (Figures 7D and 7E). In addition, the increase in cardio-
myocyte apoptosis in the myocardium of miR-146aCKO mice was
almost completely reversed by cyclophilin D knockout (Figures 7F
and 7G). Thus, upregulation of cyclophilin D may underlie the dele-
terious effects of miR-146a deficiency on cardiac I/R injury.

DISCUSSION
In this study, we reveal a novel role of miR-146a in cardiomyocyte
apoptosis and cardiac I/R injury. We provide evidence that miR-
146a localizes in the mitochondria and modulates the expression of
cyclophilin D, thereby regulating mPTP opening and mitochon-
dria-dependent apoptotic pathway in cardiomyocytes.

Over the past few years, many studies have indicated that various
miRNAs regulate myocardial infarction due to I/R injury in ischemic
heart diseases.7,10 Alteration in miRNA expression may serve as a
causal factor in the development of cardiac I/R injury. For example,
the levels of miRNAs from the miR-15 family were increased under
cardiac I/R injury, which directly promoted myocardial infarction.15
Figure 4. miR-146a ameliorates A/R-induced mitochondrial dysfunction in car

(A) Cardiomyocytes were treated with miR-146a mimics or miR-146a inhibitor for 24

Mitochondrial membrane potential was measured using JC-1 staining. Representative

JC-1 aggregate image displays red fluorescence, JC-1 monomer image displays green

Quantitative analysis of the green/red fluorescence ratio is provided in the right panel.

treated with miR-146a mimics (B) or miR-146a inhibitor (C) under A/R conditions was d

cytosol and mitochondria was determined by western blot. Transfection with miR-146a

inhibitor promoted the release of cytochrome c (E). Mitochondrial marker protein Tom20

0.01 versus NC-m A/R or NC-i A/R, n = 6–8.
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Inhibition of miR-15 ameliorated cardiac I/R injury by regulating
mitochondrial function and apoptosis.15,16 In contrast, miR-499
and miR-214 were increased in myocardial infarction, and this in-
crease had a protective effect,17,18 indicating that the upregulation
of miR-499 and miR-214 is likely a compensatory protection rather
than a pathogenic phenomenon. Thus, it is not surprising that
miRNA-based therapeutics are considered promising for treatment
of ischemic disease.19 Notably, a large body of work has focused on
the major role of these miRNAs commonly present in the cytosol
of cells, where they regulate protein synthesis or degradation by
affecting nuclear genes.10,19 The information about the role of mito-
chondrial miRNAs in regulating mitochondrial gene expression and
mitochondrial function is limited, although several recent studies
have shown the presence of miRNAs in the mitochondria.4,7,10

Recently, somemitochondrial miRNAs have been found to be differen-
tially expressed duringmyocardial infarction and heart failure, suggest-
ing a role of mitochondrial miRNAs in the regulation of cardiac func-
tion.4,7,20 In a study by Yan et al.,4 miR-762 was found to be localized in
themitochondria of cardiomyocytes, where its level increased under A/
R conditions, which contributed to decreased mitochondrial complex I
enzyme activity and increased levels of reactive oxygen species and cell
apoptosis. Moreover, mature miR-181c was predominantly expressed
in the mitochondria, where it likely regulated mitochondrial genes
and generation of reactive oxygen species, which could lead to mito-
chondrial dysfunction.7 In the present study, by using the miRNA mi-
croarray assay, we found that miR-146a was significantly decreased in
the mitochondrial fractions of ischemic heart; however, it was not
altered in the cytosolic fraction. In addition to previous studies that re-
ported an abundance of miR-146a in the heart,13 our results further
extended this notion by showing that miR-146a was nearly threefold
more abundant in the mitochondria than in the cytosol. To the best
of our knowledge, this is the first demonstration of the presence of
miR-146 in the mitochondria, as well as of the alterations of miR-
146a levels in cardiomyocyte mitochondria in response to cardiac I/R
injury. These findings, therefore, indicate a crucial role of mitochon-
drial miR-146a in ischemic heart disease. Further experiments revealed
that specific knockout of miR-146a in cardiomyocytes aggravated car-
diac I/R injury and dysfunction. These observations were consistent
with the protective role of miR-146a in heart diseases, such as myocar-
dial infarction, fibrosis, and doxorubicin cardiotoxicity.12,13,21

Another significant finding of our study was the demonstration of
miR-146a synthesis in the nucleus and subsequent translocation
diomyocytes

h prior to A/R stimulation for 48 h and then with AngII (10 mM) for another 24 h.

images of JC-1-derived fluorescence in cardiomyocytes are shown in the left panel.

fluorescence, and the merged image combines red and green fluorescence images.

(B and C) Opening of mitochondrial permeability transition pore in cardiomyocytes

etected by calcein-AM staining. (D and E) Cytochrome c protein expression in the

mimics inhibited the release of cytochrome c into the cytosol (D), whereas miR-146a

was used as an internal control. **p < 0.01 versus NC-m control or NC-i control; ##p <



Figure 5. miR-146a regulates cyclophilin D expression

(A) qRT-PCR analysis of mRNA expression of the Vdac1,Slc25a4, and Ppif genes encoding voltage-dependent anion channel (VDAC), adenine nucleotide translocase (ANT),

and cyclophilin D (cyclophilin D), respectively, in cardiomyocyte mitochondria after transfection with miR-146a mimics for 48 h (n = 5). (B) miR-146a upregulation decreased

cyclophilin D protein expression in mitochondria; however, it had no distinct effect on expression levels of VDAC and ANT. **p < 0.01 versus control, n = 6. (C) Car-

diomyocytes were pretreated with miR-146a mimics before A/R stimulation. Western blot analysis of cyclophilin D protein expression in the mitochondrial fraction is shown.

**p < 0.01 versus control; ##p < 0.01 versus A/R, n = 6. (D and E) Cyclophilin DmRNA (D) and protein (E) expression levels in cardiomyocyte mitochondrial fraction treated with

miR-146a inhibitor for 48 h. **p < 0.01 versus control, n = 6. (F) Analysis of Ppif (cyclophilin D) gene coding sequence (CDS) region for the potential binding site of miR-146a.

(G) miR-146a inhibits Ppif (cyclophilin D) translation by binding to its CDS. Cardiomyocytes were co-transfected with the luciferase construct carrying wild-type cyclophilin D-

CDS (cyclophilin D-CDS-WT) or mutated cyclophilin D-CDS (cyclophilin D-CDS-Mut) and miR-146a mimics or mimics negative control, whereupon the cells were harvested

for the measurement of luciferase activity. **p < 0.01 versus control, n = 6. (H) qRT-PCR analysis of miR-146a levels in the cyclophilin D immunoprecipitate obtained from the

cardiomyocyte mitochondrial fraction (n = 4).
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from the cytosol into the mitochondria instead of originating from
mitochondrial genome-derived mRNA molecules. The biogenesis of
miRNA commonly takes place by multiple steps in both the nucleus
and cytosol.22 First, miRNAs are transcribed from genes to produce
primary miRNA (pri-miRNA) by RNA polymerase II in the nucleus.
Then, pri-miRNA with the stem-loop structure is modified and
cleaved by Drosha to form pre-miRNA with the hairpin-loop struc-
ture, followed by the export from the nucleus to cytosol. Finally,
mature miRNAs are generated in the cytosol after pre-miRNAs orig-
inated from the nucleus are processed by dicer. In the present study,
we found that the relative level of nuclear or mitochondrial miR-146a
remained far below the relative level in the whole heart, suggesting
that pre-miR-146a is present predominantly in the cytosol and orig-
inally derives from the nucleus. This concurs with the discoveries that
Molecular Therapy: Nucleic Acids Vol. 23 March 2021 1265
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Figure 6. Cyclophilin D is involved in the regulation of cardiomyocyte apoptosis by miR-146a

(A) Cardiomyocytes were transfected with miR-146 mimics and simultaneously transduced with adenoviruses carrying either Lacz (Ad-Lacz) or cyclophilin D (Ad-CypD)

encoding constructs for 24 h before A/R stimulation. Cardiomyocyte apoptosis was determined by annexin V-FITC/PI staining using flow cytometry. (B) TUNEL staining of

cardiomyocytes treated as described above. (C and D)Western blot analysis of Bcl-2, Bax (C), cleaved caspase-9, cleaved caspase-3, and cleaved PARP protein expression

levels (D). Representative western blot images are shown in the leftmost column. Bar charts illustrate results of the densitometric analysis. **p < 0.01 versus NC-m A/R; ##p <

0.01 versus 146a-m A/R, n = 4–7.
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miR-181c and 5S rRNA reside in the mitochondria after being trans-
located from the cytosol.7,23 However, it should be noted that the
mitochondria is not an autonomous organelle but rather communi-
cates with the nucleus through retrograde signaling.24,25 This suggests
that other small molecules involved in the crosstalk between the nu-
cleus and mitochondria may also play a role in the deregulation of
mitochondrial miRNA levels.24 Thus, the mechanisms underpinning
mitochondrial miRNA deregulation in response to I/R injury appear
to be complex, warranting further investigation.
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It has been well established that irreversible myocardial apoptosis oc-
curs throughout the entire process of cardiac I/R injury and remodel-
ing.2,26,27 The degree of myocardial apoptosis is closely associated
with therapeutic outcome and prognosis of myocardial infarc-
tion.19,28 Herein, we showed that cardiomyocyte miR-146a deficiency
significantly exacerbated I/R-induced myocardial apoptosis. This
result is consistent with previous study that used a doxorubicin car-
diotoxicity model.12 Data from that study together with our present
findings further support the protective role of miR-146a against



Figure 7. Cardiomyocyte miR-146a regulates cardiac

I/R injury in a cyclophilin D-dependent manner

(A and B) miR-146af/f/MHC-Cre mice (miR-146aCKO) were

crossed with Ppiff/f/MHC-Cre mice (PpifCKO) to obtain miR-

146aCKOPpifCKO mice and underwent I/R surgery.

Myocardial infarct was visualized by Trypan blue (A) and

2,3,5-triphenyltetrazolium chloride staining and assessed

as the ratio of infarcted area (IF) to area at risk (AAR) (IF/

AAR) (B). **p < 0.01 versus I/R 146af/f; ##p < 0.01 versus I/R

146aCKO, n = 6 per group. (C) Measurements of LDH serum

levels. **p < 0.01 versus I/R 146af/f; ##p < 0.01 versus I/R

146aCKO, n = 10 per group. (D and E) Analysis of echo-

cardiographic left ventricular ejection fraction (EF, D) and

percentage fractional shortening (FS, E) data at the end of

24 h reperfusion. **p < 0.01 versus I/R 146af/f; ##p < 0.01

versus I/R 146aCKO, n = 8 per group. (F) Representative

images of myocardial tissue sections stained with

TUNEL and anti-a-actinin antibody. (G) QuantiGication of

apoptotic cardiomyocytes in each group. **p < 0.01 versus

I/R 146af/f; ##p < 0.01 versus I/R 146aCKO, n = 6 per group.
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myocardial apoptosis. Given the importance of mitochondria in the
regulation of cell apoptosis and the localization of miRNA-146a in
mitochondria, we examined the influence of miR-146a on the mito-
chondrial function and related apoptotic pathway in cardiomyocytes.
Upon apoptotic stimuli, the pro-apoptotic proteins (e.g., Bax) trans-
locate to the mitochondrial membrane and abolish the effect of anti-
apoptotic proteins (e.g., Bcl-2) to maintain cell survival.6,29 The
disruption of the Bcl2-Bax balance induces MMP depolarization
and mitochondrial membrane permeabilization via the formation
and opening of mPTP, followed by leakage of cytochrome c from
the mitochondria and activation of caspases.8,9 In the present study,
miR-146a downregulation dramatically potentiated the activation of
the mitochondria-dependent apoptotic pathway, whereas miR-146a
overexpression effectively attenuated mitochondrial dysfunction.

Another novel finding of this study was the RIP assay evidence for the
presence of miR-146a and Ago2 complex in the mitochondria. Ago2
is the only catalytically active member of the Ago family (Ago1–4)
and the main component of RNA-induced silencing complex
Molecular Th
(RISC).30 Moreover, it facilitates the transloca-
tion of miRNAs into the mitochondria by bind-
ing to the RISC in the cytosol.31 Given that
Ago2 was shown to be enriched in the mitochon-
dria,4,7,32 our results not only further confirm the
presence of miR-146a in the mitochondria but
also suggest that miR-146a forms a functional
RISC that mediates targeted mRNA translation
and degradation. The opening of mPTP is
thought be critical for the initiation of MMP de-
polarization and subsequent mitochondrial
dysfunction, leading to cell apoptosis.9 Cyclophi-
lin D, ANT, and VDAC have been identified as
the components of the mPTP complex.33 In an
attempt to explore the mechanisms of miRNA-146a effects in the
mitochondria, we determined how mitochondrial miR-146a modu-
lated expression levels of these proteins. Intriguingly, we found that
cyclophilin D expression in the mitochondria, not that of ANT or
VDAC, was decreased by miR-146a overexpression, suggesting that
mitochondrial miR-146a regulates mPTP opening in a cyclophilin
D-dependent manner. Further, miR-146a dramatically inhibited cy-
clophilin D protein without affecting its mRNA expression in mito-
chondria, indicating that miR-146a suppresses cyclophilin D protein
expression by the Ago2-mediated translation repression mechanism.
Of importance, I/R damage is known to be attenuated in cyclophilin
D knockout mice (Ppif�/�) in many models.34–36 Our results showed
that overexpression of cyclophilin D reversed the inhibitory effect of
miR-146a on mitochondria-dependent apoptosis in cardiomyocytes
and that the lack of cyclophilin D in cardiomyocytes minimized the
deleterious effects of miR-146a deficiency on myocardial infarction
and apoptosis. These data are consistent with a previous study that
demonstrated a positive effect of cyclophilin D deficit in the amelio-
ration of ischemic heart disease.34
erapy: Nucleic Acids Vol. 23 March 2021 1267

http://www.moleculartherapy.org


Molecular Therapy: Nucleic Acids
It should be noted that miRNAs are complex regulators that target
multiple genes or entire pathways rather than a single gene. There-
fore, it remains possible that, although the results of the luciferase
reporter and RIP experiments suggest that miR-146a directly binds
cyclophilin D, the regulation of miR-146a on cyclophilin D expres-
sion may results from indirect effects. In addition to miR-146a,
several miRNAs are also dysregulated in mitochondria upon cardiac
I/R injury, such as miR-535-5p, miR-330, miR-181a, and miR-34a.
These results, together with previous studies showing other aberrant
miRNAs during cardiac I/R injury, suggest that although the miR-
146a-cyclophilin D axis is an important mechanism underlying
cardiomyocyte apoptosis andmyocardial infarction, it does not repre-
sent the only associated mechanism. We therefore plan to investigate
the role of miRNA networks in cardiac I/R injury in future studies.

Our study unveiled the role of mitochondrial miR-146a in cardio-
myocyte apoptosis and provided novel mechanistic insights into the
effects of miR-146a on myocardial infarction.

MATERIALS AND METHODS
Reagents

TRIzol, fetal bovine serum (FBS), Dulbecco’s modified Eagle’s me-
dium (DMEM), penicillin-streptomycin solution, Lipofectamine
2000, JC-1 dye, IgG-Alexa Fluor 594 secondary antibody, 40,6-diami-
dino-2-phenylindole (DAPI), calcein-AM, and protease inhibitor
cocktail were obtained from Invitrogen (Carlsbad, CA, USA). miR-
146a mimics, mimics negative control, miR-146a inhibitor, inhibitor
negative control, as well as adenovirus vectors carrying genes encod-
ing cyclophilin D (Ad-CypD) and Lacz (Ad-Lacz) were purchased
from SunbioMedical Biotechnology (Shanghai, China). Unless other-
wise indicated, all other chemicals were purchased from Sigma-Al-
drich (St. Louis, MO, USA).

Animals

All animal experiments were conducted in strict accordance with the
Guidelines for the Care and Use of Laboratory Animals and approved
by the Animal Ethics Committee of the Guilin Medical University
(Guangxi, China). Littermate miR-146aflox/flox mice (miR-146af/f)
were obtained from the Jackson Laboratory (stock number: 034343;
Bar Harbor, ME, USA) and used as control animals. Cardiomyocyte
miR-146a-deficient mice (miR-146aCKO) were produced by crossing
miR-146af/f mice with MHC-Cre mice (B6.FVB-Tg(Myh6-cre)
2182Mds/J; stock number: 011038; Jackson Laboratory) to generate
miR-146af/f/MHC-Cre mice. Cardiomyocyte-specific cyclophilin D
knockout mice (PpifCKO) were generated by mating Ppifflox/flox mice
(Ppiff/f, stock number: 005737; Jackson Laboratory) with MHC-Cre
mice, in which exons 3–5 of the Ppif gene encoding mitochondrial cy-
clophilin Dwere flanked by two loxP sites. miR-146aCKOPpifCKOmice
were generated by breeding miR-146af/f/MHC-Cre mice with Ppiff/f/
MHC-Cre mice. The animals were genotyped by using PCR analysis
of tail genomic DNA using specific primers (Table S1). All animals
were maintained in individual ventilated cages with controlled tem-
perature and humidity under a 12/12-h day/night cycle. Standard
chow and tap water were available ad libitum.
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Cardiac I/R model

The cardiac I/R model was established in 8-week-old male mice
following a previously described protocol.15 Briefly, the mice were
anesthetized with pentobarbital sodium (40 mg/kg), and, following
thoracotomy, the left main descending coronary artery at 2 to
3 mm from the tip of the left auricle was sutured and tied with a
slip knot. After 30 min of ischemia, the slip knot was released gradu-
ally, followed by reperfusion for 4 h (for biochemical and apoptosis
assays) and for 24 h (for cardiac function tests). Sham-operated
mice underwent the same surgical procedures for suture tying.

Mitochondrial fraction isolation

Freshly isolated mitochondria were prepared from the hearts or from
cultured cardiomyocytes using a Mammalian Mitochondria Isolation
Kit (Biovision, Exton, PA, USA) according to the protocols provided
by the manufacturer.

qRT-PCR

Total RNA and miRNA-enriched RNA were isolated from whole
hearts and mitochondrial fractions using an RNAeasy Kit (QIAGEN,
Venlo, the Netherlands) and a MirVana miRNA Isolation Kit
(Thermo Fisher Scientific, Waltham, MA, USA), respectively. Stem-
loop qRT-PCR for miRNA levels was performed on a 7500 Fast
Real-Time PCR System (Applied Biosystems, Carlsbad, CA, USA) us-
ing specific Taqman assays for miRNA and specific primers (Applied
Biosystems). qPCR was performed with a Fast SYBR Green Master
Mix Kit (Applied Biosystems) to determine mRNA expression of
Vdac1, Slc25a4, and Ppif genes encoding VDAC, ANT, and cyclophi-
lin D proteins, respectively. The levels of mRNAs and miRNAs were
quantified by using the 2(�DDct) method and normalized by the levels
of U6, 12S rRNA, orGapdh RNA. The primer sequences for qPCR are
listed in Table S2.

microRNA profiling

Mitochondrial RNA was isolated from mouse hearts at 4 h post I/R
operation by TRIzol and used for GeneChip miRNA 1.0 arrays (Santa
Clara, CA, USA) according to the protocol recommended by the
manufacturer. Labeled miRNA was hybridized to Affymetrix miRNA
1.0 array, and the stained array was scanned using an Affymetrix Gen-
eChip Scanner 3000. The differentially expressed genes were revealed
by using R package limma with cutoff values for fold-change >1.5 and
p <0.05.

RIP

The RIP assay was performed using a Magna RIP kit (Millipore, Bill-
erica, MA, USA). The mitochondrial fraction was lysed with RIP lysis
buffer. After centrifugation, the supernatant was incubated with an
anti-Argonaute 2 (anti-Ago2) antibody (Abcam, Cambridge, MA,
USA) or normal IgG antibody (Cell Signaling Technology, Billerica,
MA, USA) overnight at 4�C. Then, A/G magnetic beads were added
to the samples and incubated at 4�C for 4 h. The beads were harvested
using a magnetic separator (Millipore) and used to isolate RNA with
PCA reagent (phenol:chloroform:isoamyl alcohol at a ratio of
125:24:1). The isolated RNA was subjected to qRT-PCR analysis.
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Cell culture, transfection, transduction, and treatment

AC16 cardiomyocytes were obtained from the American Tissue Type
Collection (ATCC, Manassas, VA, USA) and cultured in DMEM sup-
plemented with 10% FBS, 1% penicillin-streptomycin solution in a
humidified incubator in the atmosphere of 95% air and 5% CO2 at
37�C. The cells were starved in FBS-free medium for 12 h and then
transfected with miR-146a mimics, miR-146a inhibitor, or their cor-
responding negative controls for 24 h using Lipofectamine 2000 in
accordance with the manufacturer’s instructions. To restore the
expression of cyclophilin D, cardiomyocytes were transfected with
miR-146a mimics and simultaneously transduced with Ad-CypD or
Ad-Lacz for 24 h. Afterward, the culture medium was replaced by
FBS-free medium saturated with 95% N2/5% CO2 at an incubator
with 95% N2/5% CO2 gas supply for 24 h. Then the culture medium
was further changed to the medium containing 10% FBS in a humid-
ified incubator containing 95% air and 5% CO2 for another 24 h.
Fluorescence in situ hybridization

Cardiomyocytes were fixed with acid/methanol and allowed to dry
overnight. Then, the cells were hybridized in situ with the probe for
miR-146a (40 nmol/L double-DIG LNA microRNA probe, Exiqon,
Copenhagen, Denmark) for 1 h at 37�C in the presence of proteinase
K, which facilitated hybridization of DIG-labeled LNA probes with
the miRNA sequence. Subsequently, the cells were stained with the
MMP dye MitoTracker Red for 30 min in the absence of proteinase
K. After a series of washes with phosphate-buffered saline (PBS), fluo-
rescence was observed by a laser scanning confocal microscope
(OLS5000, Olympus, Tokyo, Japan).
ATP assay

ATP synthesis was determined using an ATP colorimetric assay kit
(Biovision, Milpitas, CA, USA). Cells were collected, and the assay
was performed in 96-well plates according to the manufacturer’s in-
structions. The optical density (OD) value was obtained at 570 nm
using a micro-plate reader (Bio-Tek, Winooski, VT, USA). The con-
centration of ATP was calculated according to the standard curve.
Infarct size measurement

Myocardial infarct size was measured as described previously.4,15

Four hours after reperfusion, the left anterior descending coronary ar-
tery was retied, and 2 mL of 0.6% Trypan blue was injected into the
ascending aorta to define the non-ischemic area. The hearts were
excised immediately and kept at �20�C overnight. Then, the left
ventricle was sliced into 2-mm-thick sections and incubated with
1% 2,3,5-triphenyltetrazolium chloride (TTC) for 15 min at 37�C to
define the ischemic area (area at risk, AAR). The areas without Try-
pan blue and TTC staining represented infarcted (IF) myocardium.
Infarct size was expressed as infarct area divided by AAR (IF/AAR).
LDH assay

Blood samples for LDHmeasurements were harvested 4 h after reper-
fusion and centrifuged for 10 min at 3,000 � g to obtain serum. LDH
level was measured by a CytoTox 96 Non-Radioactive Cytotoxicity
Assay kit (Promega, Madison, WI, USA) according to the manufac-
turer’s protocols.

Echocardiographic analysis

Echocardiograms were obtained at the end of the 4 h reperfusion
period using a high-resolution ultrasound imaging system (Panoview
b1500, Cold Spring Biotech, Beijing, China) in anesthetized mice
(1.5% isoflurane). The left ventricular EF and FS data were calculated
using the accompanying software by a single observer blinded to the
group assignment.

TUNEL staining

Cardiomyocyte apoptosis was detected by TUNEL staining, as previ-
ously described.4,12,17 The frozen sections of the left ventricle front
wall (LVFW) were initially incubated with an anti-a-actinin antibody
(1:100 dilution; Santa Cruz, CA, USA) overnight at 4�C, followed by
the incubation with goat anti-mouse IgG-Alexa Fluor 594 (1:500 dilu-
tion) for 1 h. After washing with PBS, the sections were incubated
with TUNEL reagent (Roche, Mannheim, Germany) for 1 h at
37�C. For in vitro experiments, cardiomyocytes were fixed with 4%
paraformaldehyde and incubated with TUNEL reagent for 1 h. The
nuclei were counterstained with DAPI. Apoptotic cells were observed
and captured by a laser scanning confocal microscope (OLS5000).

Apoptosis analysis

Cardiomyocyte apoptosis was evaluated by flow cytometry (CytoFLEX;
Beckman Coulter, Brea, CA, USA) using an Annexin V-FITC/PI
Apoptosis Detection Kit (BD Biosciences, San Diego, CA, USA)
following the manufacturer’s protocols. The percentage of cells under-
going apoptosis was determined with the accompanying software.

Western blot

Cardiomyocyte LVFW samples were lysed using RIPA lysis buffer
(Beyotime Institute of Biotechnology, Jiangsu, China) supplemented
with protease inhibitor cocktail and centrifuged at 10,000 � g for
15 min. Protein content of samples was determined by the Bradford
assay (Bio-Rad Laboratories, Carlsbad, CA, USA). Aliquots of each
sample were separated in a 12% Tris/glycine sodium dodecyl sul-
fate/polyacrylamide gel and then transferred onto a nitrocellulose
membrane that was blocked with skimmed milk for 1 h. The mem-
branes were respectively probed overnight at 4�C with antibodies
against the following proteins: Bcl-2 (1:1,000 dilution), Bax (1:1,000
dilution), cytochrome c (1:500 dilution), caspase-9 (1:1,000 dilution),
caspase-3 (1:500 dilution), PARP (1:1,000 dilution), and ANT (1:200
dilution) (Cell Signaling Technology); b-actin (1:2,000 dilution),
TOM20 (1:500 dilution), and VDAC (1:500 dilution) (Santa Cruz);
and cyclophilin D (1:100 dilution; Millipore). After washing with
Tris-buffered saline-Tween (TBS-T) buffer three times, the mem-
branes were incubated with appropriate horseradish peroxidase-con-
jugated secondary antibodies (Beyotime Institute of Biotechnology)
for 1 h, and the bound proteins were detected with an enhanced
chemiluminescence kit (Thermo Fisher Scientific). The blots were
scanned and quantified using ImageJ program (NIH, Bethesda,
MD, USA).
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Measurement of MMP

MMPwasmeasured by JC-1 dye as previously described.6 Cardiomyo-
cytes were transfected with miR-146a mimics, miR-146a inhibitor, or
their negative controls and then subjected to the A/R treatment. After-
ward, the cells were incubated with JC-1 working solution in a dark
room at 37�C for 15 min and observed by a laser scanning confocal
microscope (OLS5000). Red fluorescence represented potential-
dependent accumulation in the mitochondria of healthy cells, whereas
green fluorescence indicated leakage of the monomeric dye into the
cytoplasm andMMP breakdown. Consequently, MMP change was ex-
pressed as the ratio of green to red fluorescence.

mPTP opening assay

mPTP opening in cardiomyocytes was detected by calcein-AM stain-
ing. The cells were incubated with 1 mmol/L calcein-AM and 1 mmol/
L CoCl2 under the A/R condition for 24 h. Calcein-AM fluorescence
was captured by a laser scanning confocal microscope (OLS5000).
The reduction of the mitochondrial calcein-AM signal reflected the
opening of mPTP.

Luciferase activity assay

Genomic DNA was extracted from cardiomyocytes using a Genomic
DNA Extraction Kit (QIAGEN). The cyclophilin D gene CDS was
amplified using PCR and then inserted downstream of the stop codon
of the pGL3-basic luciferase reporter vector. Cyclophilin D-CDS
mutant was constructed by mutating the putative miR-146a binding
site using a QuikChange Lightning Site-Directed Mutagenesis Kit
(Agilent Technologies, Beijing, China) based on the template of
wild-type cyclophilin D-CDS. Cardiomyocytes were transfected
with miR-146a mimics in combination with wild-type or mutant cy-
clophilin D-CDS using Lipofectamine 2000. Additionally, Renilla
luciferase control pRL-TK vector (Promega, Madison, WI, USA)
was also co-transfected as endogenous control. Luciferase activity
was assessed using a Dual-Luciferase Reporter Assay System (Prom-
ega) and normalized to Renilla luciferase activity.

Statistical analysis

Results are presented as the mean ± standard error of mean (SEM).
To compare individual datasets between two groups, the Student’s t
test was performed. One-way analysis of variance with post hoc Bon-
ferroni’s correction was used for comparisons of more than two
groups. Differences were considered statistically significant when
p <0.05. Statistical evaluation was performed by using SPSS 17.0 soft-
ware (SPSS, Chicago, IL, USA).

SUPPLEMENTAL INFORMATION
Supplemental information can be found online at https://doi.org/10.
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Supplementary Materials 

Table S1. Primers used for genotyping 

Mouse allele Primer Sequence 

miR-146a
f/f

 

Forward 

Reverse 

5ʹ-TACTGTGCGCTCTGTCTCCA-3ʹ 

5ʹ-GCAGCCTGAAGTACGTAGCA-3ʹ 

Ppif
flox/flox

  

Forward 

Reverse 

5ʹ-TTCTCACCAGTGCATAGGGCTCTG-3ʹ 

5ʹ-GCTTTGTTATCCCAGCTGGCGC-3ʹ 

MHC-Cre  

Forward 

Reverse 

5ʹ-ATGACAGACAGATCCCTCCTATCTCC-3ʹ 

5ʹ-CTCATCACTCGTTGCATCATCGAC-3ʹ 

  



Table S2. Primers used for qRT-PCR 

Gene Primer Sequence 

Vdac1 

Forward 

Reverse 

5ʹ-GCCGCCACATCCTCTGA-3ʹ 

5ʹ-AGGCCGTACTCAGTCCATCT-3ʹ 

Ant  

Forward 

Reverse 

5ʹ-AGCGTGAGTTCCATGGTCTG-3ʹ 

5ʹ-GACTCCGAAGTAGGCAGCTC-3ʹ 

Ppif  

Forward 

Reverse 

5ʹ-GCGGTATTCAGCTGAGTTGT-3ʹ 

5ʹ-GGAGGACTTCGAGGTTGTGT-3ʹ 

U6 

Forward 

Reverse 

5ʹ-ATTGGAACGATACAGAGAAGATT-3ʹ 

5ʹ-GGAACGCTTCACGAATTTG-3ʹ 

12S rRNA  

Forward 

Reverse 

5ʹ-AAACTGCTCGCCAGAACACT-3ʹ 

5ʹ-TAGGCTGAGCAAGAGGTGGT-3ʹ 

Gapdh  

Forward 

Reverse 

5ʹ-TGTGAACGGATTTGGCCGTA-3ʹ 

5ʹ-GATGGTGATGGGTTTCCCGT-3ʹ 

 

  



Table S3. Microarray analysis of miRNAs induced by ischemic reperfusion in the 

mitochondria of mice hearts  

miRNA Probe SetID Signal intensity Fold change 

(I/R vs. Sham) Sham I/R 

Upregulated 

miR-150 mmu-miR-150-star_st 428.079 890.627 2.1805 

miR-210 mmu-miR-210_st 319.002 1093.851 3.2289 

miR-338 mmu-miR-338_st 400.903 960.347 2.2954 

miR-92a mmu-miR-92a-star_st 132.450 399.391 3.1154 

miR-696 mmu-miR-669a_st 397.012 972.884 2.5505 

miR-532 mmu-miR-532_st 223.051 604.854 2.6117 

miR-771 mmu-miR-771-star_st 329.889 689.341 2.2896 

miR-450-3p mmu-miR-450-3p_st 250.858 703.472 2.9042 

miR-345-3p mmu-miR-345-3p_st 141.883 284.888 2.1079 

miR-762 mmu-miR-762-star_st 466.012 1024.292 2.2979 

Downregulated 

miR-535-5p mmu-miR-535-3p_st 438.660 182.172 0.4352 

miR-330 mmu-miR-330_st 287.856 142.443 0.4748 

miR-146a mmu-miR-146a-star_st 617.733 126.881 0.1953 

miR-181a mmu-miR-181a_st 127.779 58.773 0.4099 

miR-34a mmu-miR-34a-star_st 216.802 74.857 0.3152 

I/R, ischemic reperfusion 



Figure S1 Mitochondrial miR-146a level is associated with mitochondrial 

dysfunction during cardiac I/R injury. (A) The mature miR-146a-5p strand is 

conserved between mice and humans. (B and C) Mitochondrial miR-146a level (B) 

and cellular ATP concentration (C) determined following A/R treatment. Anoxia 

induced by exposure to 95% N2 and 5% CO2 for 24 h, followed by reoxygenation 

with 95% air and 5% CO2 for 3, 6, 12 or 24 h. *P < 0.05, **P < 0.01 vs. control, n = 6. 

(D) miR-146a level positively correlates with ATP concentration.  

  



 

Figure S2 Ago2 and Dicer distribution in mitochondrial and cytosolic fractions. 

Western blot shows the presence of Ago 2, and absence of Dicer in the mitochondria. 

Mitochondrial marker protein Tom20 was used as an internal control. n = 4. 

 

 

Figure S3 Genotyping analysis of miR-146a cardiomyocyte-specific knockout mice. 

Examples of DNA band profiles for wild-type (WT), miR-146
f/+

, miR-146a
f/f

, and 

miR-146a
f/f

/MHC-Cre mice (miR-146a
CKO

) from PCR analysis of tail biopsies. 

 

  

Ago2

Dicer

Tom20

Cytoplasm Mitochondria



Figure S4 miR-146a regulates activation of caspases induced by A/R stimulation. (A 

and B) Cardiomyocytes transfected with miR-146a mimic (146a-m, 50 nmol/L, A), 

miR-146a inhibitor (146a-i, 50 nmol/L, B), or their corresponding negative controls 

(NC-m or NC-i) 24 h before A/R treatment for 48 h. Western blot analysis of cleaved 

caspase-9, cleaved caspase-3, and cleaved PARP. **P < 0.01 vs. NC-m control or 

NC-i control; 
##

P < 0.01 vs. NC-m A/R or NC-i A/R, n = 6. 

 

  



Figure S5 Overexpression of miR-535-5p, miR-330, miR-181a-m or miR-34a does 

not affect cyclophilin D expression. (A-D) Cardiomyocytes transfected with 

miR-535-5p mimics, miR-330 mimics, miR-181a mimics, or miR-34a mimics for 48 

h. Expression of cyclophilin D was determined by western blot (n = 4).  

 

 

Figure S6 Overexpression of miR-146a does not affect cyclophilin D-CDS-Mut 

expression. (A and B) Cardiomyocytes co-transfected with the luciferase construct 

carrying cyclophilin D-CDS-WT (A) or cyclophilin D-CDS-Mut (B) and miR-146a 

mimic or mimic negative control. Cyclophilin D protein expression analyzed by 

western blot. **P < 0.01 vs. control; 
##

P < 0.01 vs. cyclophilin D-CDS-WT, n = 4. 

  



 

Figure S7 Effect of cyclophilin D adenovirus on cyclophilin D expression in 

cardiomyocytes. Cardiomyocytes treated with adenoviruses harboring LacZ DNA 

(Ad-Lacz, at multiplicity of infection [MOI] of 80) or cyclophilin D DNA (Ad-CypD, 

at MOI of 10, 20, 40, or 80) for 24 h. Cyclophilin D protein expression is shown. **P 

< 0.01 vs. control, n = 6. 

  



 

Figure S8 Genotyping analysis of Ppif cardiomyocyte-specific knockout mice. 

Examples of DNA band profiles for wild-type (WT), Ppif
f/+

, Ppif
f/f

, and 

Ppif
f/f

/MHC-Cre mice (Ppif
CKO

) from PCR analysis of tail biopsies. 
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