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Normal contractile function of the heart depends on a
constant and reliable production of ATP by cardiomyocytes.
Dysregulation of cardiac energy metabolism can result in
immature heart development and disrupt the ability of the
adult myocardium to adapt to stress, potentially leading to
heart failure. Further, restoration of abnormal mitochon-
drial function can have beneficial effects on cardiac
dysfunction. Previously, we identified a novel protein
termed Perml (PGC-1 and estrogen-related receptor (ERR)-
induced regulator, muscle 1) that is enriched in skeletal and
cardiac-muscle mitochondria and transcriptionally regulated
by PGC-1 (peroxisome proliferator-activated receptor
gamma coactivator 1) and ERR. The role of Perml in the
heart is poorly understood and is studied here. We utilized
cell culture, mouse models, and human tissue, to study its
expression and transcriptional control, as well as its role in
transcription of other factors. Critically, we tested Perm1’s
role in cardiomyocyte mitochondrial function and its ability
to protect myocytes from stress-induced damage. Our
studies show that Perml expression increases throughout
mouse cardiogenesis, demonstrate that Perm1 interacts with
PGC-1a and enhances activation of PGC-1 and ERR, in-
creases mitochondrial DNA copy number, and augments
oxidative capacity in cultured neonatal mouse
diomyocytes. Moreover, we found that Perml reduced
cellular damage produced as a result of hypoxia and
reoxygenation-induced stress and mitigated cell death of
cardiomyocytes. Taken together, our results show that

car-

Perml promotes mitochondrial biogenesis in mouse car-
diomyocytes. Future studies can assess the potential of
Perml to be used as a novel therapeutic to restore cardiac
dysfunction induced by ischemic injury.
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Proper homeostasis of cellular energy is central to maintain
normal heart development and cardiac muscle function (1, 2).
Impaired capacity for energy production, as seen in patients
with mutations in mitochondrial DNA or nuclear genes
encoding lipid oxidation enzymes or respiratory chain com-
ponents, can lead to cardiac dysfunction (3, 4). An inability to
match energy supply to energy needs is also seen in animal
models of heart failure (HF) as well as cardiomyopathies in
humans (5, 6). For instance, cardiac mitochondrial number
and activity are downregulated in myocardium in both animal
models of HF and HF patients (7-9). A similar phenomenon is
seen in animals challenged by myocardial infarction (MI) or
ischemia-reperfusion (I/R) injury (10). By contrast, restoring
mitochondrial function has beneficial effects on HF caused by
I/R injury and MI (11, 12). Thus, understanding the molecular
networks that regulate mitochondrial biogenesis, fueling, and
function may lead to future novel therapeutic targets that can
be manipulated for the treatment of diseases associated with
cardiac bioenergetic defects.

Peroxisome proliferator-activated receptor (PPAR) gamma
coactivator 1 (PGC-1) and the nuclear receptor, estrogen-
related receptor (ERR), play central roles in cardiac meta-
bolism and bioenergetics (13). The expression of these factors
in cardiac myocytes (CM) parallels the increase in mitochon-
drial biogenesis and becomes decreased in HF, concurrent
with the energetic deficiencies found in this pathological state
(14). Mice lacking PGC-1a or PGC-1p show energetic defects
in the heart, and PGC-1a null mice develop HF when sub-
jected to hemodynamic stress (15). Further, combined global
knockout (KO) of both PGC-1a and PGC-1f causes perinatal
lethality, with mice showing bradycardia, heart block, reduced
heart size, and ultimately evidence of HF (16). ERRa-null mice
also develop signs of HF when challenged with cardiac pres-
sure overload, while ERRy-null mice show metabolic defects in
the perinatal switch from glucose to fatty acid oxidation (17,
18). Thus, identifying and defining the role of novel regulators
that work along with PGC-1s and ERRs is necessary to fully
understand the regulation of the cardiac energetic state, both
at rest and with disease.

J. Biol. Chem. (2021) 297(1) 100825 1

© 2021 THE AUTHORS. Published by Elsevier Inc on behalf of American Society for Biochemistry and Molecular Biology. This is an open access article under the CC

BY-NC-ND license (http://creativecommons.org/licenses/by-nc-nd/4.0/).


https://doi.org/10.1016/j.jbc.2021.100825
Delta:1_given name
Delta:1_surname
Delta:1_given name
Delta:1_surname
Delta:1_given name
https://orcid.org/0000-0001-9710-9843
Delta:1_surname
Delta:1_given name
Delta:1_surname
https://orcid.org/0000-0002-9246-9943
Delta:1_given name
Delta:1_surname
mailto:cyoshitake@health.ucsd.edu
http://crossmark.crossref.org/dialog/?doi=10.1016/j.jbc.2021.100825&domain=pdf
http://creativecommons.org/licenses/by-nc-nd/4.0/

Perm1 promotes mitochondrial biogenesis in cardiomyocytes

Previously, we isolated a novel muscle enriched PGC-1/ERR
target termed Perml (PGC-1 and ERR-induced regulator,
muscle 1) (19). Perm1 is highly expressed in the heart and
skeletal muscle, and in skeletal muscle, it is induced directly by
PGC-1/ERR as well as by increased energetic demand, such as
endurance exercise (19). In cultured skeletal myotubes, Perm1
is required for PGC-1a-induced mitochondrial biogenesis and
selected PGC-la and ERRy target gene expression. Over-
expression of Perml in skeletal muscle also causes increased
mitochondrial biogenesis and maximal oxidative capacity (20).
By contrast, reduction of skeletal muscle Perml attenuates
endurance exercise-induced Mito biogenesis (21). Together
this work shows that Perm1 plays an important role in skeletal
muscle oxidative metabolism.

We pursued the current work since Perml is highly
expressed in the heart and its CM, as well as skeletal muscle,
but its role in CM and the intact heart is largely unknown (22).
Here we assess its expression in the developing embryo and
postnatal heart. Then we employ a primary mouse neonatal
cardiomyocyte (NCM) culture model. Our findings show that
Perml is a positive regulator of mitochondrial biogenesis and
oxidative capacity in CM and protects CM from cellular
damage induced by hypoxia reoxygenation.

Results

Perm1 protein increases during cardiac development and
maturation

To begin to understand the role of Perm1 in the heart, we
first studied if Perml is involved in the physiologic regula-
tion of mitochondrial (Mito) function and biogenesis in the
developing heart. Perm1 protein expression was analyzed in
embryonic and postnatal hearts. Evaluating mitochondrial
protein expression during development is important since
mitochondrial number and activity rise to meet the increased
energy demand and contractile activity of the heart as it
transitions to its postnatal state (23). Using mouse tissue
from defined stages of cardiogenesis, we evaluated cardiac
tissues at embryonic days (E) 9.5-17.5, postnatal days (P)
0-5, and in the adult heart (10-week-old). Whole heart tubes
were assessed at E9.5, with ventricular tissue sampled at later
time points. Of note, there are two major isoforms of Perm1
protein, the short isoform is about 85 kDa, and the long
isoform is 105 kDa. While we have shown that these iso-
forms arise given varied transcriptional start sites, their
functional differences are currently not understood (see
below). At early embryonic stages, E9.5 and E11.5, only the
short Perm1 form was detectable, albeit weakly. In addition,
we also observed an additional faint band (95 kDa) at E9.5
and E11.5. By E13.5 both major isoforms were expressed, and
expression was seen to increase significantly through to birth
(P0O). (Fig. 1, A and B). With additional maturation (PO to
adult), Perml protein expression continued to increase.
These results show that Perm1 protein expression is devel-
opmentally upregulated from embryonic stages to adult,
suggesting its increased functional importance as the heart
matures.
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To begin to evaluate the functional role that Perm1 might
have in the maturing heart, we evaluated Mito biogenesis
during cardiac development. As shown in Figure 1C, Mito
DNA (mtDNA) levels were seen to significantly increase in
heart tissue as it matured from embryonic stages to adult
hearts, in parallel with the Perm1 changes.

It is well known that Mito oxidative phosphorylation
(OxPhos) is a crucial metabolic pathway during which 5 MDa
enzyme complexes transfer electrons to oxygen, resulting in
ATP generation. Studies show that an increase in OxPhos
protein is accompanied by Mito biogenesis (23, 24). Thus, we
next analyzed OxPhos protein expression during cardiac
development. As shown in Figures 1D and S1, similar to Perm1
protein levels and mtDNA copy number, OxPhos proteins also
became upregulated during cardiac development and post-
natally. OxPhos protein levels significantly increased through
embryonic stages and were generally dramatically increased as
the heart fully matured in the adult form.

Next, given that our prior work showed that Perml is a
target of PGC-1 and ERR in skeletal muscle, we analyzed
mRNA levels of Perml, PGC-1s, and ERRs using hearts from
the different embryonic and postnatal stages. As shown in
Figure 2A, consistent with the protein expression of Perml,
the level of Perml mRNA in cardiac tissue significantly
increased as heart maturation progressed from embryonic
stages to newborn (P0). Adult hearts showed a 2-fold higher
Perml mRNA level as compared with PO hearts, indicating
that Perm1 mRNA increases even postnatally. As displayed in
Figure 2B, the level of PGC-Ia mRNA gradually increased
through cardiac development till P1 and then decreased at P2
and P5. Adult hearts showed similar PGC-Ia levels as PO,
whereas PGC-1f5, ERRa, and ERRy had similar expression
patterns as PGC-1a (Fig. 2, C-E). Interestingly, although ERRf
mRNA remained at a low level from PO to P5, in the adult
heart its levels increased 6-fold compared with PO (Fig. 2F).
These results indicate that Perml, PGC-1Is, and ERRs gradually
increase throughout cardiac development toward birth, but
also show that these factors exhibit unique expression patterns
in the postnatal heart.

Perm1 is enriched in the ventricle versus atria and
downregulated in failing human heart

The expression pattern of Perml in specific cardiac cham-
bers, as well as its subcellular localization in CM, has not been
previously explored. Also, it is not clear if Perm1 expression is
altered in myocardial disease in animals and humans. Perm1
protein levels were first analyzed in mouse atria and ventricles
and then compared with samples from gastrocnemius (GAST)
skeletal muscle. GAST was used as a control sample since it is
known to highly express Perml based on our prior work
(19, 21). As shown in Figure 3A, ventricular tissue showed 2-
fold higher expression of Perml protein as compared with
atria or GAST. Next, we performed biochemical fractionation
of mouse ventricular tissue to study the subcellular localization
of Perm1 in that cardiac chamber. Ventricular homogenates
were fractionated into cytosolic, Mito, sarcoplasmic reticulum
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(SR), and nuclear fractions by differential centrifugation. An-
tibodies against GAPDH (cytosolic), Cox (Mito), SERCA2a
(SR), and Lamin A/C (Nuclear) were used to demonstrate the
purity of each fraction. As shown in Figure 3B, we found
Perml present in all fractions, though with relatively higher
enrichment in Mito and SR fractions. A recent study also
showed that Perm1 protein is localized in part to Mito in CM
(25). As Perm1 does not have a Mito localization signal, it is
possible that Perm1 may interact with other Mito proteins,

leading to its localization in Mito. These findings suggest that
Perml protein expression is not absolutely restricted to Mito,
indicating it may have a unique function in different subcel-
lular components of the ventricular myocyte.
Cardiomyopathic hearts in humans and animals show a
reduction in oxidative metabolism and Mito dysfunction (7-9,
26). Also, the expression and activity of cardiac PGC-1a and
ERRs are downregulated in cardiac tissue from HF patients and
animal models of HF (14), indicating that the downregulation of
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Figure 1. Expression level of Perm1 protein, mitochondrial DNA copy number, and Oxphos proteins increase during cardiac development. Whole
tissue protein and DNA were extracted from cardiac tissues at various embryonic stages or from neonatal pups and adult mice. A and B, Upper panel,
western blot analyses with antibodies indicated. Long-exposure images are shown to highlight the differences of Perm1 between embryonic, postnatal, and
adult hearts. Lower panel, quantification of Perm1 protein level. (Expression of Perm1 protein was normalized first to GAPDH in each sample and then
relative amounts were expressed versus that in PO heart samples, which was set = 1.) (n = 4). C, the relative mtDNA content was determined as the ratio of
mitochondrial (Coxll) to genomic (Dio3) DNA copy numbers and expressed relative to the ratio seen in PO hearts. Data are the mean =+ SD, expressed relative
to PO (n = 4). *p < 0.05; ***p < 0.001 versus PO. D, representative images of western blots of OxPhos proteins are shown. Quantification is shown in
Figure S1. (For all studies, whole heart tubes were sampled at E9.5, with ventricular tissue used at later stages.)
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Figure 2. Transcript level of Perm1, PGC-1s, and ERRs increased during cardiac development and maturation. Protein and RNA were extracted from
cardiac tissues at a different time points of embryogenesis, from neonatal pups and adult mice. mRNA levels for: (A) Perm1, (B) PGC-1a, (C) PGC-1, (D) ERRa,
(E) ERRy, and (F) ERRB were determined by RT-gqPCR, normalized by 36B4 levels, and expressed relative to levels of each gene in PO heart, which was set = 1.
Data are the mean * SD, expressed relative to PO (n = 4). *p < 0.05 versus PO. (Whole heart tubes were sampled at E9.5, with ventricular tissue used at later

stages.)

PGC-1/ERR signaling may contribute to the pathogenesis of HF.
Given this, we next analyzed Perml expression using C57Bl6
mouse heart tissue from sham-operated mice (control) versus
mice with HF induced by pressure overload produced by
transverse aortic constriction (TAC) (27, 28). Mice showed
significantly decreased cardiac function 8 weeks post-TAC
(fractional shortening—TAC = 15%, versus Sham = 40%) with
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associated cardiac hypertrophy (Table S1). As shown in Figure 3,
Cand D, Perml mRNA and protein were significantly decreased
in TAC compared with Sham hearts, showing that decreased
Perml levels are associated with cardiac dysfunction. Further-
more, we also analyzed PERM1 protein levels in ventricular
tissue from normal human heart as compared with samples
from explanted tissue obtained from patients with dilated
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Figure 3. Cardiac Perm1 is enriched in the ventricle and becomes decreased in failing human heart. A, the protein levels of Perm1 in the atrium,
ventricle, and GAST muscles were determined by western blot analysis and quantified (right panel). Arrows indicate the two major protein isoforms encoded
for by Perm1. (Expression of Perm1 protein was first normalized to GAPDH in each sample and then relative amounts were determined relative to atrial
expression, which was set = 1.) Data are the mean + SD, expressed relative to the atrium (n = 3). *p < 0.05 versus ventricle. B, adult mice heart tissue was
subjected to subcellular fractionation, followed by western blotting. Antibodies against Perm1 (top panel), cytoplasmic GAPDH, mitochondrial Cox,
sarcoplasmic reticulum SERCA2a, and nuclear lamins (shown as four western blots beneath Perm1) were used to assess the purity of the cytoplasmic,
mitochondrial, SR (sarcoplasmic reticulum), and nuclear fractions. Representative images from three independent experiments are shown. C, total RNA was
extracted from the ventricles of adult mice subjected to Sham or TAC surgery. mRNA levels for Perm1 were determined by RT-qPCR, normalized by 36B4
levels, and expressed relative to normalized expression in Sham-treated mice that were set = 1. (n = 6-8). D, whole tissue protein extracted from the
ventricles of Sham or TAC mice was subjected to western blot with antibodies indicated (Perm1 and GAPDH). (n = 4). E, whole tissue protein extracted from
the left ventricle of DCM (dilated cardiomyopathy) patients and normal subjects (Control) was evaluated with western blot using the antibodies indicated.
(n = 6) Data are the mean + SD, expressed relative to sham or control. *p < 0.05; **p < 0.01.

cardiomyopathy (DCM) (28, 29). As shown in Figure 3E, DCM  show that Perm1 is downregulated in cardiac tissue from failing
tissue exhibited significantly decreased PERM1 protein levels as compared with normally functioning heart, in both mice and
compared with normal control myocardium. These data clearly humans.
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An internal translational initiation site leads to production of
the short isoform of Perm1

As discussed above, there are two major isoforms of
Perml protein (Fig. 1A and (19)). The larger-size protein
isoform (termed Perml-L, in contrast to the shorter iso-
form, Perm1-S) was found to be the predominant isoform
expressed when our prior work forced overexpression of
full-length Perm1 cDNA in skeletal muscle and heart (19).
Bioinformatic analysis of human and mouse Perml se-
quences showed two conserved AUGs (methionine/putative
translational start sites) that were both in-frame (Fig. S2).
Therefore, we studied if the two Perml forms detected by
western blotting might originate from these two AUG sites,
with the longer form starting at the upstream site and the
shorter isoform, beginning from the downstream, internal
translational initiation at the second in-frame AUG.

First, we employed cDNA cloning and mutagenesis (Fig. S3,
A-C). A Perml cDNA coding from Exonl through the stop
codon (plasmid A) was cloned into plasmid vector pcDNA3.
This sequence included an untranslated 5’ region of Perml, as
well as its full-length coding sequence. Next, the second AUG,
which still remained in the Plasmid A clone, was mutated to
CGA (Alanine), forming Plasmid B. CGA cannot function as a
translational initiation site. We also cloned Perml cDNA
without the 5" untranslated region into pcDNA3, beginning
with the first AUG (termed plasmid C) or starting at the
second AUG (termed plasmid D) (Fig. S3A). The various
plasmids were then transfected into HEK293 cells. Protein
lysates from the transfected cells were obtained and subjected
to western blotting using an anti-PERM1 antibody, which
recognizes the C-terminal region of Perml. As shown in
(Fig. S3B), plasmid A samples were shown to express two
isoforms of Perml, of identical sizes as endogenous Perml,
suggesting that a single Perml cDNA generates two isoforms
of Perm1. Mutation of the second AUG to CGA (plasmid B)
resulted in detection of the 105 kDa long isoform, without the
shorter 85 kDa short isoform, suggesting that the “short”
Perml form results from start-site usage of the downstream,
in-frame AUG. Like plasmid A, plasmid C expressed two
major isoforms of Perml. Plasmid D, which only contained
sequence beginning at the second AUG, expressed only the
short isoform. These results show that translational initiation
from the second AUG (30-32) generates the short isoform of
Perml.

Next, we tested if a Kozak sequence affects the trans-
lation of the Perm1 isoforms. A Kozak sequence (ACC) (33)
was introduced into Perm1 cDNA clone beginning with the
first AUG (Plasmid E) or the second AUG (Plasmid F).
Following similar HEK293 transfection and western blot
analysis, Plasmid E expressed both isoforms with higher
expression of the long isoform of Perml, and Plasmid F
expressed only the short isoform of Perm1 (Fig. S3C). These
results show that the Kozak sequence can determine
translational initiation of Perm1. When a Kozak is adjacent
to the first AUG, the long isoform will be predominantly
expressed.

6 . Biol. Chem. (2021) 297(1) 100825

In addition to Perm1-L and Perml-S, there are two lower-
molecular-weight bands detected below Perm1-S, at approxi-
mately 70 and 75 kDa (Perm1-70 and Perm1-75), respectively.
Endogenous levels of Perm1-70 and 75 are approximately 10-
fold lower than Perml-L and Perml-S. However, when the
second AUG is mutated (Plasmid B), the protein level of
Perm1-70 and 75 increased in the transfected cells (Fig. S3B).
These results raise the possibility that Perm1-70 and 75 could
be derived from other internal AUGs.

Perm1 overexpression increases cardiomyocyte mitochondrial
DNA content and enhances cellular oxidative capacity

Given the potential role of Perm1 in CM Mito biology and
function, next we tested if Perm1 regulates Mito biogenesis
and oxidative metabolism in CM. Mouse neonatal CM (NCM)
were infected with recombinant adenoviruses expressing
Perml or B-galactosidase (LacZ) as control. Forty-eight hours
postinfection, cells were harvested. First, we evaluated OxPhos
protein expression and Mito DNA (mtDNA) copy number. As
shown in Figure 4, A and B, Perm1 overexpression significantly
increased OxPhos protein expression (complexes I-IV). In
addition, Perm1 increased mtDNA copy number, which was
accompanied by higher expression levels of genes encoded for
by the Mito genome, mz-CoxIl (cytochrome ¢ oxidase subunit
2), and mt-CoxIII (cytochrome c oxidase subunit 3) (Fig. 4, C
and D). Furthermore, Perml increased nuclear-encoded
OxPhos genes (NDUFS3, SDHb, UQCRC2, COXIV, and
ATP5b, CI-CV) (Fig. 4E).

Importantly, to show the functional effects of the increased
Mito DNA content and OxPhos protein produced by Perm1,
oxygen consumption was next evaluated. As shown in
Figure 4F, while Perm1 overexpression had no effect on the
basal respiration rate of the NCM, it significantly enhanced
maximal oxygen consumption when NCM were treated with
the uncoupling agent trifluoromethoxy carbonyl cyanide
phenylhydrazone (FCCP). Uncoupled respiration produced by
oligomycin (Oligo) was also increased by Perml over-
expression. These results suggest that Perm1 enhances func-
tional Mito biogenesis in the CM and can result in increased
maximal oxygen consumption.

Perm1 modulates selective genes involved in oxidative
metabolism in cardiomyocytes

Next, we sought to gain insights into the pathways by which
Perm1 modulates oxidative metabolism in NCM. We assessed
multiple genes that are critical for Mito biogenesis and
oxidative function in the CM. First, as shown in Figure 54,
Perm1 overexpression led to increases in PGC-1a, ERRa, and
ERRy mRNA levels. Perm1 also increased expression of the
mtDNA replication/transcription factors Tfb2m (transcription
factor B2, mitochondrial), deacetylase Sirt3 (Sirtuin 3), and
mitochondrial endonuclease Endog (Endonuclease G), which
are PGC-1/ERR targets (34-37) (Fig. 5B). Further, Perml
increased expression of other genes known to be essential for
electron transfer, such as Cytcl (cytochrome cl) and IDH3a
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Figure 4. Perm1 enhances mitochondrial biogenesis in neonatal mouse cardiomyocytes. Primary cultured neonatal mouse cardiomyocytes (NCM)
were infected with adenoviruses expressing LacZ or Perm1. Forty-eight hours later, the cells were harvested. A and B, whole cell protein lysates were
subjected to western blot using antibodies as indicated. OxPhos protein levels were quantified with expression level of LacZ (control) infected cells = 1. C,
the relative mtDNA content was determined in Perm1-infected cells, relative to that detected in control (LacZ)-infected NCM. (LacZ expression was set =1.)
D and E, mRNA levels for the indicated mitochondrial genome-encoded OxPhos genes mt-Coxll and mt-Coxlll and other OxPhos component genes, NDUFS3,
SDHb, UQCRC2, COXIV, and ATP5b were determined by RT-gPCR, normalized to 36B4 levels, and expressed relative to levels of each gene in control (LacZ)
NCM, set = 1. B-E, data are the mean + SD, expressed relative to LacZ. *p < 0.05 versus LacZ. Data are the mean of six experimental replicates from two
representative experiments. F, oxygen consumption rates of NCM were measured in the absence and presence of 1 uM oligomycin (Oligo), 800 nM FCCP,
and 1 uM rotenone/antimycin (RAA). Rates are normalized by 20 x 10° cells. Data are the mean + SD. *p < 0.05 versus LacZ. Data are the mean of nine
experimental replicates from two representative experiments. Data are the mean + SD, expressed relative to LacZ. *p < 0.05 versus LacZ.

(isocitrate dehydrogenase [NAD] subunit alpha) (Fig. 5C),
nutrient utilization, and energy transduction such as Glut4
(glucose transporter type 4) and Ckmt2 (creatine kinase
mitochondria) (17, 38) (Fig. 5D). Interestingly, we did not
observe significant changes in genes essential for fatty acid
transport and metabolism, such as Fabp3 (fatty acid binding
protein 3), CD36 (cluster of differentiation 36), Mcad (me-
dium-chain acyl-coA dehydrogenase), and Pdk4 (pyruvate

SASBMB

dehydrogenase kinase 4), suggesting that Perm1 may not be
essential for modifying fatty acid metabolism in the CM.

In addition to gene expression, we also analyzed the effect of
Perml on protein expression of Sirt3 and Ckmt2, whose gene
expression was upregulated by Perm1. As shown in Figure 5, E
and F, Perml increased Sirt3 and Ckmt2 protein levels in
NCM. These results indicate that Perm1 may act by changing
PGC-1 and ERR levels, subsequently modifying specific PGC-1
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Figure 5. Perm1 selectively regulates genes essential for oxidative metabolism. Primary cultured NCM were infected with adenoviruses expressing
LacZ or Perm1. Forty-eight hours after infection later, the cells were harvested, followed by RNA extraction. A-D, mRNA levels for indicated genes were
determined by qRT-PCR, normalized by 36B4 levels, and expressed relative to levels of each gene in LacZ infected cells = 1. Data are the mean + SD. *p <
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and ERR targets to enhance mitochondrial biogenesis and
function.

Perm1 binds PGC-1q, increases ERR-dependent transcriptional
activity, and enhances recruitment of PGC-1a to target gene
promoters

To assess potential mechanisms of how Perml might
modify cellular function, we next performed a series of

8 J Biol. Chem. (2021) 297(1) 100825

biochemical and molecular studies, particularly focused on its
role as a nuclear factor. Both human PERM1 and mouse
PERMI1 contain a putative nuclear localization signal (NLS)
and a nuclear export signal (NES) that are conserved between
species (19). No other prominent protein motifs are evident
that provide insights into the Perm1 function. To test whether
Perm1 might have a nuclear function in PGC-1/ERR-induced
transcription, we transfected U20S sarcoma cells with an
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ERR-responsive luciferase reporter (ERRE-LUC) (39), in the
presence or absence of expression vectors for Perm1, PGC-1a,
ERRs, and combinations thereof. U20S cells are a useful
model to evaluate the effect of Perm1 on ERR activity as they
have detectable endogenous ERR activity (39). As shown in
Figure 64, first without exogenous ERRs, where the luciferase
reporter depends only on endogenous ERR activity, PGC-1a
increased the luciferase activity 3.5-fold compared with
pcDNA3. Perml dose-dependently increased the luciferase
activity. High-dose Perml increased the activity 3.0-fold both
in the absence and in the presence of PGC-1a, compared with
control (pcDNA3) vectors. Second, in the presence of exoge-
nous ERRs, Perm1 showed a similar trend as seen in samples
without exogenous ERRa and ERRp, where high-dose Perm1
increased luciferase activity 3.0-3.5-fold compared with con-
trol. Interestingly, high-dose Perml increased ERRy-depen-
dent transcriptional activity 6.5-fold in the absence of PGC-1a,
indicating Perm1 may have preference for specific ERR. These
effects of Perm1 were found in cells that only had endogenous
ERR activity (i.e., when transfected with control plasmids
instead of ERR containing vectors) or when exogenous ERRs
were expressed. To further confirm this effect, we documented
that no reporter induction was present when the reporter
construct lacked the ERR-responsive element (ERRE) (Fig. S4).

Based on Perml’s ability to enhance ERR-dependent tran-
scription, we hypothesized that Perm1 might interact with ERR

and/or PGC-1. HEK293 cells were transfected with PGC-1a
and/or FLAG-Perm1 plasmids. Cell lysates were subjected to
immunoprecipitation (IP) by using a FLAG antibody, followed
by western blotting. As shown in Figure 6B, Flag-tagged Perm1
co-immunoprecipitated with PGC-1a, suggesting that Perml
may directly interact with PGC-1a.

To further illustrate the physiological importance of this
interaction, we next assessed the interaction of Perml and
PGC-1a in the heart tissue, in vivo. Ventricular tissue protein
lysates were subjected to IP by using an anti-PERM1 antibody,
followed by western blotting. As shown in Figure 6C, endog-
enous Perml co-immunoprecipitated with PGC-1a, suggest-
ing that Perml interacts with PGC-1« in the intact heart.

Given that Perml increases PGC-1 and ERR targets, in-
teracts with PGC-1la, and enhances ERR-dependent tran-
scriptional activity, @~ we  next used  chromatin
immunoprecipitation assays (ChIP) to test if Perm1 is present
on ERRE and modulates recruitment of PGC-1a to target gene
promoters. Since there is no ideal continuous cardiac myocyte
cell line, we used cultured skeletal muscle C2C12 cells,
differentiated into myotubes, where Perm1 regulates PGC-1/
ERR target genes and Mito biogenesis is similar to car-
diomyocytes (19). First, C2C12 myotubes were infected with
adenoviruses expressing LacZ (control), Flag-tagged PGC-1aq,
or HA-tagged Perml singularly or with both PGC-la and
Perml together. Forty-eight hours following infection, cell
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Figure 6. Perm1 binds PGC-1a and increases ERR-dependent transcriptional activity. A, U20S cells were transfected with the pERRE-LUC reporter
(40 ng) and pcDNAS3 (control) or ERR expression plasmids (10 ng), together with pcDNA3 control (), PGC-1a (5 ng) (+), in the presence of pcDNA3 control
(white bars), Perm1 (10 ng) (gray bars), or Perm1 (40 ng) (black bars), plasmids. *p < 0.05. Data are the mean * SD, of eight experimental replicates from two
representative experiments. B, interaction of Perm1 and PGC-1a in vitro. HEK293 cells were transfected with pcDNA3-PGC-1a in combination with control or
FLAG-Perm1 plasmid (A Flag-tag with a Kozak sequence was inserted into the N-terminus of full-length Perm1). Protein complexes were immunopre-
cipitated with an anti-FLAG antibody and then immunoblotted with an anti-PGC-1a antibody or anti-Perm1 antibody. C, interaction of Perm1 and PGC-1a
in vivo. Whole ventricular tissue protein lysates from adult C57BI6 mice were subjected to immunoprecipitation with anti-PERM1 antibody and then then

immunoblotted with an anti-PGC-1a antibody or anti-Perm1
immunoprecipitation.
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antibody. Representative blots are from two independent experiments. IP,
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lysates were harvested and subjected to ChIP assay using
normal IgG, anti-FLAG, or anti-PERM1 antibodies. Purified
DNA was subjected to real-time qRT-PCR to quantify the
occupancy of Flag-tagged PGC-1a and Perml, on gene pro-
moters. We studied ERREs present in the Sirt3 and Ckmt2
genes. We chose to study these genes since as shown above
(Fig. 5D), they are upregulated by Perml overexpression.
ERREs of Sirt3 and Ckmt2 were identified based upon prior
published work (17, 35). As shown in Figure 7A, upon the
introduction of exogenous PGC-1q, the occupancy of PGC-1a
on ERREs was significantly increased, compared with LacZ,
showing that PGC-1a is recruited onto the promoter of Sirt3
and Ckmt2. Coexpression of Perml along with PGC-la
significantly enhanced the occupancy of PGC-1a on the ERREs
compared with PGC-1la alone. Interestingly, we also found
that occupancy of Perml on the ERREs is increased by over-
expression of Perml compared with LacZ, indicating that
Perml is also recruited onto the Sirt3 and Ckmt2 promoters.
There were no changes in occupancy of PGC-1a or Perml
detected in a negative control region that did not have ERREs.

To extend the findings determined in cell culture to an
in vivo model, we performed ChIP assays using adult heart
tissue with an anti-PERM1 antibody, to assess endogenous
occupancy. We evaluated the recruitment of Perm1 onto ERRE
in the Sirt3 promoter, again using a ChIP assay, but now with
adult heart tissue. Anti-ERRa and anti-PGC-la antibodies
were used as positive controls. As shown in Figure 7B, The
Sirt3 promoter occupancy was significantly increased with
anti-PERM1, anti-ERRa, and anti-PGC-la antibodies,
compared with control IgG. When we evaluated a negative
control region, we did not observe increased occupancy of
Perml, ERRa, or PGC-1a, compared with control IgG. These
results suggest that Perm1 is recruited to the Sirt3 promoter in
the intact heart.

Perm1 protects cardiomyocytes from cellular damage induced
by hypoxia reoxygenation

In cardiac myocytes, hypoxia/reoxygenation (H/R) induces
irreversible Mito dysfunction, leading to CM death. Likewise,
in vivo, similar events occur during myocardial I/R injury (40).
Studies have shown that restoring Mito function and
increasing Mito number protects CM from cell death and
cardiac dysfunction induced by I/R (11, 41). Given that Perm1
increases Mito biogenesis, we hypothesized that Perm1 could
exert protective effects against cellular damage caused by I/R.
To test this hypothesis, we employed an iz vitro model of I/R,
using H/R.

NCM were infected with recombinant adenoviruses
expressing Perml or LacZ (control). Forty-eight hours post-
infection, the NCM were subjected to H/R or maintained in
normoxic control culture conditions. Cellular damage was
analyzed first by evaluating release of lactate dehydrogenase
(LDH) into the culture media. As shown in Figure 84, while H/
R significantly increased LDH released into the cell culture
media in both Perml and LacZ-infected cells, Perm1 over-
expression significantly decreased the amount of H/R-induced

10 J Biol. Chem. (2021) 297(1) 100825

cellular damage as monitored by LDH levels, versus control
(LacZ). To extend this work, we next examined if Perm1 would
affect H/R-induced apoptosis. For this, we performed TUNEL
staining of NCM in this H/R model system. As shown in
Figure 8, B and C, when cells were subjected to H/R, the
number of TUNEL-positive nuclei were significantly dimin-
ished in Perml-induced NCM compared with LacZ cells
(Fig. 8, B and C). Together, these results suggest that Perm1
protects CM from H/R.

Discussion

In the present work, we have advanced our understanding of
Perml expression and function in the heart. For this, we
employed tissue from the embryonic, perinatal, and adult
mouse heart. In addition, we used a neonatal mouse CM
culture model to study Perm1 in normal and stressed states of
the myocardium. Human tissue was also interrogated.

First, we found that Perml increased along with cardiac
development in mouse heart. This expression pattern is similar
to mtDNA, Oxphos proteins, and gene expression of PGC-1s
and ERRs. We also found that Perm1 was downregulated in a
mouse model of heart failure and also in human heart samples
from DCM patients, in contrast to the ones from normally
functioning hearts. Second, we found that Perml increased
mitochondrial DNA copy number, OxPhos proteins, and ox-
ygen consumption rate in NCM, showing that Perml pro-
motes Mito biogenesis in NCM. Moreover, our results showed
that Perm1 increased select PGC-1/ERR targets important for
Mito biogenesis and oxidative metabolism. We also found that
Perm1 bound PGC-1a both in vitro and in intact heart samples
in vivo, increased ERR-dependent transcriptional activity, and
enhanced recruitment of PGC-1a to target gene promoters.
This established Perm1 as a new component of Mito biogen-
esis involved in PGC-1 signaling in the heart. Importantly, we
found that Perml had a protective effect against cellular
damage induced by H/R in NCM.

An increase in Mito oxidative capacity is a crucial feature of
cardiac development, and Mito biogenesis plays a pivotal role
in the metabolic maturation process of the heart (23). In the
early embryonic stages, the Mito oxidative metabolism is
poorly developed in CM, and the CM mainly depend on
glycolysis as a source of energy (23, 24). During cardiac
development and particularly postnatally, the Mito oxidative
capacity increases and the heart shifts from glycolysis to Mito-
mediated oxidative phosphorylation as a source of energy, in
order to meet energy demands of the maturing heart (23).
Evidence from a number of studies shows that dysregulation of
Mito metabolism not only causes defects in metabolic matu-
ration of CM, but also causes defects in cardiac growth
(42-44). Supporting this notion are studies where PGC-1a/f3
and ERRY are ablated from expression in the embryonic heart
in mice, resulting in metabolic abnormalities and development
of postnatal cardiomyopathy (16).

In this study, we found that the level of Perml protein
parallels increases in Oxphos proteins and mtDNA,
throughout cardiac development. This expression pattern was
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Figure 7. Perm1 enhances recruitment of PGC-1a to target gene promoter. A, C2C12 myotubes were infected with LacZ (white bars), PGC-1a (Flag-
tagged) (black bars), Perm1 (striped bars), or both PGC-1a (Flag-tagged) and Perm1 (gray bars). ChIP assays were performed using anti-FLAG antibody, anti-
PERM1 antibodies, or IgG (control). B, ChIPs were performed with adult mouse ventricular tissues using anti-PERM1, anti-ERRa, or anti-PGC-1a antibodies.
The abundance of the Sirt3 ERRE, the Ckmt2 ERRE, and a negative control genomic region in the ChIPs were quantified by gPCR, normalized to the input
signal, and expressed relative to the levels of each region in the control IgG sample. In A and B, data are the mean + SD. A, *p < 0.05 versus LacZ. #p < 0.05
versus FLAG-PGC-1a. The data are the mean of eight experimental replicates from two representative experiments. B, *p < 0.05 versus IgG. The data are the
mean of six different heart samples.
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correlated with enhanced gene expression of PGC-1s and ERRs
(Figs. 1D and S1). Together, these results raise the possibility
that Perm1 may contribute to Mito biogenesis and metabolic
maturation, in concert with PGC-1 and ERR, during cardiac
development.

In contrast to upregulation of oxidative metabolism in
cardiac development, downregulation of Mito function is well
documented in the failing heart in animals and humans
(45, 46). In rodents, loss of the mitochondrial DNA replication
factor Tfam causes HF (46). In humans, Mito respiration is
downregulated in heart tissue samples from both dilated and
ischemic cardiomyopathy patients, compared with that ob-
tained from normal subjects (9, 47). Demonstration of the
critical importance of maintaining normal mitochondrial
respiration is illustrated in Barth Syndrome, an inherited dis-
order, which produces left ventricular noncompaction, a rare
congenital cardiomyopathy characterized by extensive endo-
myocardial trabeculation (48). Aligned with this, we found that
Perml expression was downregulated in both a mouse heart

failure model and human heart samples from patients with
DCM, as opposed to control samples from normal functioning
hearts (Fig. 3D). It is possible that downregulation of Perm1 in
the failing heart is the consequence of decreased PGC-1
signaling. However, since Perml-regulated genes, such as
Ckmt2 and Glut4, are also downregulated in animal models
with HF (17), these results indicate that the downregulation of
PERM1 may also contribute to metabolic dysfunction as seen
in HF in humans and animals.

To extend the above results, we also showed that Perml
increased the recruitment of PGC-la to target gene pro-
moters. PGC-la enhances target gene expression through
binding with histone acetyltransferases, including CREB-
binding protein/p300 and steroid receptor coactivator-1
(SRC-1) (49), chromatin remodeling, and mediator com-
plexes, such as the thyroid hormone receptor—associated
protein/vitamin D receptor—interacting protein (TRAP/
DRIP) coactivator complex (50). Studies showed that post-
translational modifications regulate PGC-1a activity, such as
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Figure 8. Perm1 protects cardiomyocytes from cellular damage induced by hypoxia-reoxygenation. Primary cultured NCM were infected adenovi-
ruses (Ad) expressing LacZ or Perm1. Forty-eight hours later, the cells were subjected to hypoxia and reoxygenation (H/R). A, LDH released into the media
was analyzed and Perm1-infected cell levels were detected, were quantified relative to that detected in Ad-LacZ infected cells. Data are the mean + SD. *p <
0.05 versus Normoxia. #p < 0.05 versus LacZ. Data are the mean of eight experimental replicates from two representative experiments. B, cardiomyocyte
apoptosis was determined by staining with TUNEL and DAPI, and representative images of TUENL-positive (green) and DAPI (blue) are shown. Scale bar:
50 um. C, quantitative analysis of TUNEL-positive nuclei is shown. Data are the mean = SD. *p < 0.05 versus Normoxia. #p < 0.05 and ##p < 0.01 versus LacZ.
Data are the mean of eight experimental replicates from two representative experiments.
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phosphorylation and acetylation (51, 52). In our previous
report, we showed that Perml was associated with Ca** and
calmodulin-dependent protein kinase II (CaMKII) and
modulated CaMKII activity in skeletal muscle (21). We are
aware that CaMKII isoforms are differentially expressed and
have distinct functions in skeletal muscle as compared with the
heart (53). While CaMKIIp, y, and § isoforms are expressed in
skeletal muscle and are required for its contractile and meta-
bolic function (54), CaMKIIS is dominantly expressed in CM
(55). Thus, future studies are needed to study if cardiac
CaMKIIS activity is affected by Perml, modulates PGC-1a
activity, and affects the association of PGC-1a/ERRs.

In addition to supporting the continuous requirements for
high energy demands necessary for even the basal cardiac
workload, mitochondria also play a pivotal role in the heart
stressed by insults such as I/R injury, as can occur during
cardiac bypass surgeries, or in the face of coronary occlusion
that can produce myocardial infarction. As the heart is sub-
jected to ischemia, damage to the mitochondrial electron
transport chain occurs, and production of reactive oxygen
species (ROS) increases. Then, during the reperfusion phase
(e.g., as a cardiac surgery patient is taken off artificial bypass or
when coronary artery stenting is performed) mitochondrial-
driven injury proceeds and opening of the mitochondrial
permeability transition pore (MPTP) occurs. This leads to
release of mitochondrial enzymes and cytochrome c from the
damaged mitochondria, resulting in CM cell death (40).
Interestingly, studies showed that preserving Oxphos function
can provide protective effects against I/R injury associated with
reduced ROS production upon I/R (56, 57). Since Perml
increased Oxphos proteins in our model using neonatal CM
H/R, we suggest that Perml may protect the intact heart
subjected to I/R, by preservation of Oxphos proteins during
these stresses.

To date, there are no specific motifs or domains detected in
Perml that allow for clearly predictable modulation of its
function. Yet, it is important to note that as we submitted this
paper, Aravamudhan et al. (25) published work studying the
phospho-proteome in the postnatal heart. From this survey
work, the authors elected to pursue studies on Perml. They
identified that Perml is positioned in the outer Mito mem-
brane and undergoes rapid changes via the ubiquitin-
proteasome system by phosphorylation of its PEST motif.
Loss of Perml expression alters lipid and amino acid metab-
olites in the mouse heart.

Since we could not find a canonical mitochondrial locali-
zation signal in the Perml sequence, it is possible that Perm1
may interact with other Mito protein(s), leading to its locali-
zation in Mito. Our study found that multiple isoforms of
Perml are present, with two major forms identified. The
functional differences of even these two major forms are not
currently known, but it may be possible that the shorter iso-
form of Perml has a distinct function compared with the
longer isoform. To date, we have not identified a functional
Kozak sequence in either AUG. Previous studies showed that
the sequences upstream of the Kozak and downstream of the
AUG also affect translational initiation (33). Thus, future
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mutagenesis studies modifying nucleotides surrounding the
AUGs in Perml will be necessary to fully address these
questions.

It is important to consider that Perml may increase the
protein stability of PGC-1a. Still, we would suggest that Perm1
functions as a chaperon protein to stabilize the PGC-1/ERR
complex, such as p300 (50). Further, it is also interesting to
note that Perm1 preferentially modulates genes important for
Mito biogenesis and OxPhos, but not for fatty acid oxidation
(Pdk4 and CD36). These data suggest that Perm1 may define
specific PGC-1 and ERR-regulated genes and pathways. Future
studies using ChIP and other techniques/systems, will be
required to identify the gene promoters that are regulated by
Perml in CM.

In conclusion, our results are the most extensive to date
evaluating the role of the striated muscle-specific protein,
Perml, in cardiac myocytes and heart. We showed how
Perml expression is increased throughout development and
postnatally in adult CM and the heart. Most importantly, we
demonstrated that Perml promotes mitochondrial biogen-
esis and reduces cellular damage caused by H/R in isolated
cardiac myocytes. The full role of Perml in the intact
mammalian heart remains to be elucidated. Studies that
employ models such as cardiomyocyte-specific Perml
knockout and transgenic animals that increase Perml
expression will be needed to more fully determine the
function of Perml in the heart under physiological and
pathological states, such as pressure overload (17), HF
induced by aging (58), and ischemic heart disease (59).

Experimental procedures
Animals and approvals

C57BL/6 mice were housed under a 12-h light/dark cycle at
constant temperature and given food and water ad libitum.
Mouse embryos were harvested at defined stages from timed-
mating pairs. Morphology and somite count were used as in-
clusion criteria for each developmental time point. Cardiac
tissues were micro-dissected from embryos at embryonic days
(E) 9.5-E17.5, postnatal day (P) 0-day 5 (PO-P5), and from
adult mice (10-week-old male) (60). Entire heart tubes from
E9.5 embryos were sampled, while ventricular tissue was used
from later stage embryos and all postnatal and adult mouse
hearts. The Institutional Animal Care and Use Committee
(IACUC) of the University of California, San Diego, approved
all animal experiments.

Human ventricular tissue

Left ventricle tissue samples were from the Loyola Uni-
versity Medical Center’s (LUMC’s) Cardiovascular Institute
Tissue Repository and from the Gift of Hope Organ and
Tissue Donor Network, as outlined previously (28, 29). All
collections were approved to conform with the Declaration
of Helsinki and by a protocol and informed consent docu-
ment reviewed by LUMC’s Institutional Review Board.
Explanted LV tissue was obtained from patients with non-
ischemic cardiomyopathy who were undergoing heart
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transplantation. Donor hearts judged unsuitable for cardiac
transplantation were used as control samples and were also
obtained through the Gift of Hope Organ and Tissue Donor
Network. All samples were frozen in liquid N, and stored
at -80 °C for future use.

Primary culture of mouse neonatal cardiomyocytes and
adenovirus infection

Primary mouse neonatal ventricular cardiomyocytes (NCM)
were isolated from postnatal day 0 to 2 (P0-P2) C57BL/6 mice
(61). Briefly, newborn pups were decapitated, and ventricles
were excised, cut into eight pieces, and washed in ice-cold
HBSS without Ca** and Mg>*. After washing, hearts were
placed in 20 ml HBSS containing trypsin and incubated for 4 h
at 4 °C. Hearts were digested with HBSS containing collage-
nase at 37 °C. Isolated cells were plated in noncoated plastic
dishes with NCM culture media [30% DMEM, 30% M199, 25%
FBS, and 15% horse serum] and cultured for 2 h at 37 °C
(termed preplating) to remove fibroblasts and endothelial cells.
After preplating, nonadherent cardiomyocytes were seeded at
a density of 5 x 10° cells/well in 12-well plates. After 24 h
incubation, cells were washed with PBS to remove dead cells
and debris. For experiments as described, NCM were infected
with adenoviruses expressing LacZ or Perm1 at a multiplicity
of infection (M.O.1.) of 50. After 48-h of infection, cells were
subjected to further assays as discussed.

Oxygen consumption assay using Seahorse XFe96

Oxygen consumption assays were performed by using a
Seahorse XFe96 device (Agilent) (61). Briefly, isolated NCM
were seeded into the Seahorse 96-well culture plates at a cell
density of 20 x 10%/well. Twenty-four hours later, NCM were
infected with Ad-LacZ or Ad-Perml at MOIs of 50. Forty-
eight hours postinfection, cell culture media was switched to
NCM culture media without serum, and cells were cultured for
an additional 3 h at 37 °C. NCM media was then changed to
Seahorse Bioscience assay buffer [phenol red-free DMEM with
10 mM HEPES, 5 mM glucose, 1 mM sodium pyruvate, and
2 mM glutamine] and incubated for 1 h at 37 ° C, followed by
measurement of oxygen consumption rates (OCRs), using an
XFe96 Extracellular Flux Analyzer. 1 pM Oligomycin (Oligo),
800 nM FCCP (carbonyl cyanide-4-(trifluoromethoxy) phe-
nylhydrazone), and 1 uM each of rotenone and antimycin A
(RAA) were injected during the OCR assay. OCRs were
normalized to the cell number and expressed as OCR per 20 x
10® cells. Data shown are the mean + SD of two independent
experiments; n = 9.

Chromatin immunoprecipitation (ChIP) assay

ChIP assays were performed with adenoviral-infected
C2C12 myotubes and adult mouse heart (10-week-old) as
described previously (19). Briefly, C2C12 myotubes were
infected on day 4 after differentiation with adenoviruses at a
total MOI of 50, such that conditions were (1) LacZ (control)
at an MOI = 50, (2) FLAG-PGC-1a (MOI = 25) + LacZ
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(MOI = 25) for a total MOI = 50, (3) FLAG-PGC-1a + Perml
(MOI = 25), or (4) Perm1 (MOI = 25) + LacZ (MOI = 25) for a
total MOI = 50. Forty-eight hours after infection, cells were
cross-linked for 10 min at 37 °C in 1% formaldehyde in PBS.

For adult heart ChIP assays, C57Bl6 WT mouse ventricular
tissues were cut into pieces and cross-linked for 10 min at
37 °C in 1% formaldehyde in PBS. After quenching, sonication
was performed to generate approximate 500-bp fragments,
followed by preclearing with protein A/G-Sepharose. For
C2C12 myotubes, soluble chromatin was immunoprecipitated
with the following antibodies: normal IgG, anti-FLAG (Clone
M2, Sigma) for the immunoprecipitation of FLAG-tagged
PGC-1a, and anti-PERM1. For adult heart tissues, soluble
chromatin was immunoprecipitated with normal IgG, anti-
PERMI, anti-ERRa, and anti-PGC-la antibodies. Genomic
DNA from each immunoprecipitation was quantified by
quantitative PCR using primers flanking an ERRE in the pro-
moter region of Sirt3 (35), Ckmt2 (17), and also negative
control regions that lack ERREs and are distal to the Esrra
promoter (19). Primers are described in Table S2. Data were
first normalized against total genomic input and then
expressed relative to levels of immunoprecipitated DNA in IgG
control samples (19).

Hypoxia/reoxygenation, LDH assay, and TUNEL staining

NCM were infected with adenoviruses expressing LacZ or
Perml at an MOI of 50. Forty-eight hours after infection, the
media were changed to DMEM without glucose, glutamine,
and pyruvate. NCM were cultured in normoxic (5% CO2-95%
air) or hypoxic (5% CO,-95% N,) conditions for an additional
4 h, after which media was replaced with DMEM containing
5 mM glucose. Cells were then cultured in normoxic condi-
tions for 2 h to subject them to reoxygenation. Finally, at the
termination of the culture period, media was collected and
analyzed for LDH, using a commercial assay kit (Roche,
04744926001).

Cells incubated in the above manner were also subjected to
TUNEL staining (Thermo Fisher, A23210). Briefly, NCM were
plated on Lab-Tek chamber glass slides (Thermo Fisher),
treated in the above manner and washed with PBS, followed by
fixation in 4% paraformaldehyde for 10 min at room temper-
ature. After being washed with PBS, the cells were incubated
with a TUNEL reaction buffer for 1 h at 37 °C in a humidified
chamber. The percentage of CM with DNA nick-end labeling
was determined by counting cells exhibiting yellow-green
nuclei among 500 nuclei in triplicate plates in two indepen-
dent experiments.

Other experimental procedures are described in the
supporting information.

Statistics

Data shown are mean + SD and were analyzed with a two-
tailed Student’s t-test for single variables. For comparisons
between multiple variables, p-values were determined using a
two-way ANOVA test, followed by a Bonferroni analysis.
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Data availability

All data are included within the article and associated
supporting information.

Supporting  information—This  article contains

information (19, 20, 39, 62).
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