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Abstract: Human mitochondrial disorders impact tissues with high energetic demands and can
be associated with cardiac muscle disease (cardiomyopathy) and early mortality. However, the
mechanistic link between mitochondrial disease and the development of cardiomyopathy is frequently
unclear. In addition, there is often marked phenotypic heterogeneity between patients, even between
those with the same genetic variant, which is also not well understood. Several of the mitochondrial
cardiomyopathies are related to defects in the maintenance of mitochondrial protein homeostasis,
or proteostasis. This essential process involves the importing, sorting, folding and degradation of
preproteins into fully functional mature structures inside mitochondria. Disrupted mitochondrial
proteostasis interferes with mitochondrial energetics and ATP production, which can directly impact
cardiac function. An inability to maintain proteostasis can result in mitochondrial dysfunction and
subsequent mitophagy or even apoptosis. We review the known mitochondrial diseases that have
been associated with cardiomyopathy and which arise from mutations in genes that are important
for mitochondrial proteostasis. Genes discussed include DnaJ heat shock protein family member
C19 (DNAJC19), mitochondrial import inner membrane translocase subunit TIM16 (MAGMAS),
translocase of the inner mitochondrial membrane 50 (TIMM50), mitochondrial intermediate peptidase
(MIPEP), X-prolyl-aminopeptidase 3 (XPNPEP3), HtraA serine peptidase 2 (HTRA2), caseinolytic
mitochondrial peptidase chaperone subunit B (CLPB) and heat shock 60-kD protein 1 (HSPD1). The
identification and description of disorders with a shared mechanism of disease may provide further
insights into the disease process and assist with the identification of potential therapeutics.

Keywords: protein homeostasis; cardiomyopathy; protein import; mitochondria; unfolded protein
response; integrated stress response

1. Introduction

Cardiac muscle relies heavily on mitochondrial oxidative phosphorylation (OXPHOS)
to meet the constant energy demands that are needed for myofilament contraction and elec-
trical function [1]. There are many examples demonstrating that abnormal mitochondrial
function caused by genetic disorders can lead to diseases of the heart muscle.
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1.1. Cardiomyopathy in Humans

The cardiomyopathies are a diverse group of disorders that can be defined by their
etiology (e.g., genetic or acquired) or by the morphology of the heart (e.g., dilated or hy-
pertrophic) [2–5]. The most common forms are classified as hypertrophic cardiomyopathy
(HCM), dilated cardiomyopathy (DCM), restrictive cardiomyopathy (RCM), arrhythmo-
genic cardiomyopathy (ACM) or left ventricular noncompaction (LVNC) [4]. All of these
cardiomyopathies can have varying severity and variable age of onset. In HCM, the my-
ocardium thickens and stiffens, increasing intracardiac pressures and frequently causes
outflow tract obstruction leading to impaired cardiac output [5]. DCM is the phenotypic
opposite of HCM, with the ventricle(s) becoming thin-walled and dilated with poor con-
tractility [6]. Notably, it is well recognized that patients with HCM can progress to a
dilated phase that closely resembles idiopathic DCM [7,8]. LVNC is a heterogeneous dis-
order characterized by a hypertrabeculated myocardium that is variably associated with
dysfunction [4].

1.2. Causes of Cardiomyopathy

Many familial sarcomere protein mutations and neuromuscular disorders associated
with mitochondrial structural dysfunction, such as Friedreich ataxia and Duchenne Mus-
cular Dystrophy, are accompanied by cardiomyopathy [9,10]. Specific defects related to
substrate utilization through OXPHOS, mitochondrial DNA deletion syndromes, fatty acid
oxidation defects and a number of other inborn errors of metabolism can also present with
cardiomyopathy [11,12]. The relationship between acute stress (e.g., myocardial infarc-
tion and ischemia-reperfusion injury) and abnormal energetics and cardiac dysfunction
is well studied. However, the role of cardiomyopathy related to chronic dysfunction of
mitochondrial protein homeostasis, or proteostasis, remains relatively understudied [13,14].

Considering the immense energetic demands of the heart, dysfunction in the electron
transport chain (ETC), an essential series of protein complexes for successful OXPHOS, is
often linked to heart disease [15,16]. The ETC is comprised of four complexes that couple
redox reactions to create an electrochemical gradient that can then be used to generate
ATP. Deficiency of these complexes, or mutations in the genes encoding their subunits, are
often associated with cardiomyopathy. Complex I deficiency is primarily associated with
HCM, while the deficiency of complexes II, III, or IV are variably associated with HCM or
DCM [16].

Proper function of the ETC is partially dependent on the availability and distribution
of metal ions within mitochondria [17]. Iron metalloproteins are particularly important as
Fe/S clusters are found within complexes I, II, and III and play a crucial role in electron
transfer [18]. Another key player is cytochrome c oxidase, a copper metalloprotein that
serves as the final electron acceptor in the ETC [19]. Without these metalloproteins the ETC
cannot properly function and meet the energetic demands of the heart.

Deficiency and dysfunction of ETC complexes not only limits ATP production but
also produces excessive harmful reactive oxygen species (ROS). While ROS is regularly
produced and managed under physiological conditions, an abnormal increase in ROS is
associated with heart disease [20,21]. This increase in ROS can lead to oxidative stress, an
inability to properly manage excess ROS, and cardiac dysfunction [21].

Imbalances in ROS production negatively affect calcium handling, which is imperative
for cardiac contractility, and can impair vascular signaling which can lead to vascular
dysfunction [22]. Additionally, certain protein complexes, such as the mitochondrial
permeability transition pore (mPTP), are involved in calcium handling which is essential
for maintaining cardiac function [23,24]. The uptake of calcium into mitochondria through
the uniporter protein complex is required for OXPHOS. Thus, if calcium cannot be released
from mitochondria through defects in ion channels or the mPTP caused by impaired protein
import or protein handling, then defects in cardiac contractility could arise. Unsurprisingly,
abnormal calcium handling is associated with both HCM and DCM [25–28].
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1.3. Mitochondrial Encoded Proteins

Although mitochondria contain their own genome, the vast majority (>99%) of mito-
chondrial proteins are encoded by nuclear DNA and require import into mitochondria [29].
This process is highly influenced by the unique structure of mitochondria, comprised of
an outer mitochondrial membrane (OMM) and an inner mitochondrial membrane (IMM)
separated by an intermembrane space (IMS) [30]. Ions and small molecules are able to
freely pass across the OMM but the remaining larger molecules, particularly proteins,
must use specific translocases. The IMM is even less permeable than the OMM and re-
quires the use of translocases for most molecules, including key proteins required for
OXPHOS and energy production [31]. Of the mitochondrial proteins, only 13 are encoded
by mitochondrial DNA, requiring that the rest be imported and folded to become fully func-
tional [16]. In fact, complexes I, III, IV and ATP synthase are comprised of both nuclear- and
mitochondrial- encoded proteins, while complex II is comprised solely of nuclear-encoded
proteins [32]. Defects in mitochondrial protein import result in ETC deficiencies and subse-
quent cardiac dysfunction when the necessary proteins cannot be properly assembled into
functional complexes.

1.4. Consequences of Disrupted Mitochondrial Proteostasis

Maintenance of the mitochondrial proteome is critically important to ensure proper mi-
tochondrial function. Mitochondria maintain proteostasis through a dynamic process that
regulates protein import, folding, targeting, processing, and degradation of proteins [33].
All of these critical processes must be properly coordinated to ensure mitochondrial viability.

An inability to import proteins into mitochondria can result in impaired proteosta-
sis, which can lead to mitochondrial death if not rapidly restored [34]. Disruption of
mitochondrial proteostasis places ATP production at risk and can lead to the accumula-
tion of harmful ROS which stimulate mitochondrial fission and cellular apoptosis [34–36].
Cells have evolved multiple ways to address mitochondrial dysfunction and maintain
mitochondrial energetics, depending on the source and severity of damage [37].

Key cellular responses include activation of the mitochondrial unfolded protein re-
sponse (UPRmt), which is triggered by the presence of proteinaceous aggregates caused by
protein misfolding, and the integrated stress response (ISR), a regulatory process which
responds to numerous pathological insults and assists the cell in restoring proteostasis [37].
These and other stress responses are activated in similar ways but use different downstream
processes to address mitochondrial dysfunction. For example, transcription factor C/EBP
homologous protein (CHOP), activating transcription factor 5 (ATF5) and activating tran-
scription factor 4 (ATF4) are all essential for activation of the ISR but are also imperative to
UPRmt activation [38,39]. However, the ISR can activate expression of multiple genes based
on the intensity and type of stressors, while the UPRmt primarily activates genes encoding
proteins that address protein misfolding and degradation [40]. Nonetheless, when damage
cannot be attenuated through these pathways, cardiomyopathy can develop [1].

This review describes a subset of known disorders of mitochondrial proteostasis that
are associated with cardiomyopathy. Genes known to be associated with human disease
and involved in mitochondrial protein import were identified and then screened for reports
of associated human cardiomyopathy. Shared pathways and pathologies and new areas for
research are identified. In the next sections, we will review the critical processes required
to maintain mitochondrial proteostasis including protein import, folding and degradation
and introduce some of the key players mediating these processes.

2. Mitochondrial Protein Import

The import of proteins into mitochondria relies on membrane translocase complexes to
transport and sort proteins into their appropriate compartment. Proteins destined for either
the OMM, IMS, IMM or the mitochondrial matrix contain specific targeting sequences to
ensure their appropriate localization [30]. There are multiple pathways that proteins can
follow depending on their intended destination [41]. The presequence pathway is used for
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proteins containing unique signals, indicating that they are destined for the IMM or the
matrix. The carrier pathway will insert select hydrophobic proteins into the IMM, whereas
the oxidative folding pathway is used for proteins found in the IMS. Lastly, the internal
targeting signal pathway is used for β-barrel proteins or α-helical proteins that reside in or
on the OMM [30,42].

2.1. Presequence Pathway

The presequence pathway includes two translocase complexes. The translocase of
the outer membrane (TOM) and the translocase of the inner membrane (TIM) import
and sort proteins with an α-helical region at the N-terminus [41]. The TOM complex is
comprised of three major subunits. Tom20 and Tom22 bind to hydrophobic and positively
charged residues, respectively, while Tom40 forms the central β-barrel channel through
which proteins move [30,43]. Once through the TOM complex, a subset of hydrophobic
membrane proteins destined for the IMM, such as translocase subunits or carrier proteins
for the transport of polar molecules and ions, are transferred to the TIM22 complex. The
TIM23 complex mediates the import of all other proteins destined for the matrix [41,44].
TIM23 includes the mitochondrial heat shock protein 70 (mtHsp70) which uses an ATP-
dependent process to move proteins into the mitochondrial matrix. The ATPase activity of
mtHsp70 is regulated by the presequence associated motor (PAM) complex, comprised of
mitochondrial import inner membrane translocase subunit TIM16 (MAGMAS) and DnaJ
heat shock protein family member C19 or C15 (DNAJC19 or DNAJC15), which aid in com-
plex assembly and localization [29,35,45]. It is worth noting that DNAJC15 and DNAJC19
both positively regulate mtHsp70 activity but form distinct complexes, with DNAJC19
being essential for protein translocation while DNAJC15 serves a dispensable function [35].
Once through TIM23, the presequences of the preproteins destined for the IMM or matrix
are removed by the mitochondrial processing peptidase (MPP) (Figure 1) [41]. Following
cleavage by MPP some proteins require secondary cleavage for added stability, which is
accomplished by the mitochondrial intermediate peptidase (MIP), encoded by MIPEP, or
X-prolyl-aminopeptidase 3 (XPNPEP3), encoded by XPNPEP3 [46]. MIP removes an addi-
tional N-terminal octapeptide while XPNPEP3 removes a single destabilizing N-terminal
amino acid such as tyrosine or phenylalanine [46,47].

2.2. Internal Targeting Signal Pathway

Preproteins that follow the internal targeting signal pathway usually have multiple
hydrophobic sequences within the protein structure that resemble the N-terminal targeting
sequences but are not cleaved [41]. For proteins destined for the OMM, the sorting and
assembly machinery (SAM) complex will integrate those proteins with β-barrels into
the OMM [31]. Notably, this same machinery is required for helping the TOM subunits
assemble. Thus, the SAM complex also plays an important role in ensuring the proper
function of downstream protein import [43].



Int. J. Mol. Sci. 2022, 23, 3353 5 of 19

Int. J. Mol. Sci. 2022, 23, x FOR PEER REVIEW 6 of 21 
 

 

 
Figure 1. Proteins involved in mitochondrial protein homeostasis and associated with human car-
diomyopathy. The translocase of the inner mitochondrial membrane (TIM23) is comprised of the 
translocase of the inner mitochondrial membrane 50 (TIMM50), mitochondrial import inner mem-
brane translocase subunit TIM16 (MAGMAS), mitochondrial heat shock protein 70 (mtHsp70), and 
DnaJ heat shock protein family (Hsp40) member C19 (DNAJC19). Formation of the TIM23 complex 
pulls presequence proteins into the mitochondrial matrix. Mitochondrial processing peptidase 
(MPP), mitochondrial intermediate peptidase (MIP), and X-Pro aminopeptidase 3 (XNPEP3) per-
form processing and cleavage of presequence proteins once inside the matrix. Figure created in bi-
orender. 
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Figure 1. Proteins involved in mitochondrial protein homeostasis and associated with human car-
diomyopathy. The translocase of the inner mitochondrial membrane (TIM23) is comprised of the
translocase of the inner mitochondrial membrane 50 (TIMM50), mitochondrial import inner mem-
brane translocase subunit TIM16 (MAGMAS), mitochondrial heat shock protein 70 (mtHsp70), and
DnaJ heat shock protein family (Hsp40) member C19 (DNAJC19). Formation of the TIM23 com-
plex pulls presequence proteins into the mitochondrial matrix. Mitochondrial processing peptidase
(MPP), mitochondrial intermediate peptidase (MIP), and X-Pro aminopeptidase 3 (XNPEP3) perform
processing and cleavage of presequence proteins once inside the matrix. Figure created in biorender.

3. Mitochondrial Chaperones and Proteases

Chaperones assist in the process of folding imported proteins into their mature and
fully functional forms. Co-chaperones contain domains that enable specific protein–protein
interactions in order to assist chaperones in their function [48]. Some co-chaperones are
known as chaperone mediators as they act to modulate the activity of chaperones. Chaper-
ones are necessary for cell viability and their loss can result in the disruption of mitochon-
drial proteostasis due to the accumulation of misfolded and degraded proteins [45,48–50].

Proteases play an important role in the processing of incoming mitochondrial proteins
and the selective removal of misfolded proteins [51,52]. In some cases, protein degradation
serves as a mediator for certain signaling cascades, some of which lead to mitophagy or
apoptosis [52]. Disturbances in mitochondrial proteases can result in the accumulation of
misfolded proteins, resulting in perturbed proteostasis [51].

Chaperones and proteases also play a role in mitochondrial stress responses [53,54].
During activation of the UPRmt, we see an upregulation of genes encoding chaper-
one proteins (in order to assist with the refolding of proteins) and an upregulation of
proteases (which can degrade protein aggregates) which enable mitochondria to regain
homeostasis [53]. The best characterized chaperones include mitochondrial heat shock pro-
tein 70 (mtHsp70), heat shock protein 60 (Hsp60), and heat shock protein 10 (Hsp10) [55].
Caseinolytic mitochondrial peptidase chaperone subunit B (CLPB) serves to solubilize
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aggregated proteins, while lon peptidase 1 (LONP1) and caseinolytic mitochondrial matrix
peptidase proteolytic subunit (ClPXP) act to degrade misfolded proteins [55].

4. Consequences of Disrupted Mitochondrial Proteostasis

Perturbed proteostasis through defective import or the assembly of protein complexes,
such as respiratory chain super complexes, can lead to disruptions in OXPHOS and cause
oxidative stress [21]. Oxidative stress not only limits mitochondrial capacity to produce
ATP but also produces excessive and toxic ROS which can further exacerbate mitochondrial
dysfunction [39,50]. Although the function of the electron transport chain is not perfect
and is associated with the production of small amounts of ROS under physiological condi-
tions, disruptions in proteostasis lead to increased ROS production with consequences for
mitochondrial and cellular function [21].

5. Diagnosing Mitochondrial Disease

Mitochondrial dysfunction is apparent in numerous diseases beyond cardiovascular
disorders [56]. For example, Warburg’s theory postulates that cancer is a mitochondrial
metabolic disease due to insufficient mitochondrial respiration [57]. Additionally, type 2
diabetes has been associated with numerous mutations in mitochondrial DNA causing
mitochondrial dysfunction in patients [58]. Thus, it is evident that mitochondrial diseases
are a heterogenous group of disorders. Variability in clinical phenotype and age of onset
often creates difficulty when trying to diagnose these diseases [56]. While many disorders
will show overlap in clinical characteristics, for the mitochondrial diseases there tends to be
phenotypic variation within patient populations, making timely diagnosis difficult [56,59].

6. Genes Linked to Mitochondrial Protein Import and Cardiomyopathy

A subset of disorders is known to arise from mutations in genes that play a role in
protein import into the mitochondrial matrix. Starting first with genes involved in mito-
chondrial protein import, we will look at DNAJC19, MAGMAS and TIMM50 (Table 1). These
three genes directly encode subunits associated with the TIM23 translocase and are thus
directly associated with mitochondrial protein import into the IMM (Figure 1) [45,60,61].

Table 1. Disorders presenting with cardiomyopathy that are involved in mitochondrial protein import
into the inner mitochondrial membrane. Formal Online Mendelian Inheritance in Man (OMIM) report,
protein function, and clinical characteristics are outlined.

Gene Gene Name/Protein Function Disorder Cardiomyopathy Clinical Characteristics

DNAJC19

DnaJ Heat Shock Protein Family
Member C19/Modulates
function and localization

of mtHsp70

DCMA (Dilated
Cardiomyopathy with

Ataxia Syndrome):
OMIM 610198

Dilated
cardiomyopathy

Increased 3-methylglutaconic
aciduria, growth failure,

ataxia, gonadal dysgenesis,
cardiac conduction defects

MAGMAS

Mitochondrial import inner
membrane translocase subunit

TIM16/Interacts with DNAJC19
to promote mtHsp70 activity

SMDMDM
(Spondylometaphyseal
dysplasia, Megarbane-
Dagher-Melike type):

OMIM 613320

Non-specific
cardiomyopathy

Developmental delay, short
stature, platyspondyly

TIMM50

Translocase of Inner
Mitochondrial Membrane

50/TIM23 complex protein
involved in recognition and
sorting of incoming proteins

MGCA9
(3-Methylglutaconic
Aciduria, Type IX):

OMIM 617698

Cardiomyopathy

Seizures, hypotonia, delayed
psychomotor development,

increased 3-
methylglutaconic aciduria

6.1. DNAJC19 & DCMA

DNAJC19 (DNAJ/HSP40 homolog, subfamily C, member 19) encodes DNAJC19, a
DNAJ-family protein that localizes to the IMM [45]. While the exact role of DNAJC19 is
unknown, based on its homology to the yeast PAM18 protein that interacts with PAM16
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to mediate mitochondrial protein import via the TIM23 complex, it was initially thought
that mammalian DNAJC19 may interact with MAGMAS in a similar way (Figure 1) [41,45].
Furthermore, an in vitro study found that both DNAJC19 and MAGMAS play critical roles
in protein translocation through stimulation and inhibition of mtHsp70 ATPase activity [35].
Therefore, deficiency of DNAJC19 could result in a detrimental loss of mitochondrial
proteostasis through perturbed protein import. However, there have been conflicting
findings regarding the role of DNAJC19 with one group reporting that DNAJC19 is involved
in remodeling of the mitochondrial membrane phospholipid cardiolipin although this has
not been a universal finding in patient cells [62–64].

Loss of DNAJC19 results in the dilated cardiomyopathy with ataxia syndrome
(DCMA) [45]. This rare mitochondrial disorder was first identified in the Canadian Dar-
iusleut Hutterite population of southern Alberta, though isolated cases have since been
described worldwide (Figure 2) [45,65–68]. All pathogenic DCMA variants described
to date lead to the premature truncation of the protein DNAJC19 [45,65–68]. DCMA is
clinically characterized by increased levels of 3-methylglutaconic acid (3-MGC) in blood
and urine, DCM, conduction defects, hypotonia, cerebellar ataxia and developmental
delay [45,65,69]. Some patients also exhibit growth retardation, neurodevelopmental issues
and cataracts. Other notable features reported include optic atrophy and genital abnormali-
ties in males [45,65–69]. In the Hutterite population in southern Alberta, homozygosity for
a founder mutation (c.130-1G > C, IVS3-1G > C) in the DNAJC19 gene has been shown to be
causative for the disorder [45,69]. However, despite this genetic similarity, the phenotype
of DCMA varies widely between patients and even within families [70]. DCMA has some
phenotypic overlap with Barth syndrome, a disease caused by mutations in phospholipid-
lysophospholipid transacylase, tafazzin (TAZ), encoding tafazzin, which is involved in the
processing of cardiolipin [62,71,72]. Despite not knowing the exact function(s) of DNAJC19,
it is clear that pathogenic variants in DNAJC19 impair mitochondrial function and could
result in perturbed proteostasis. However, since DCMA is relatively understudied, this
remains to be experimentally confirmed [63,64,66–68].
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6.2. MAGMAS & SMDMDM

One of the subunits of TIM23 is MAGMAS (mitochondrial import inner membrane
translocase subunit TIM16), encoded by MAGMAS, which serves an important role in
protein import [60,73]. MAGMAS was found to inhibit ATPase activity of mtHsp70, while
DNAJC19 likely plays an activating role [60]. Both MAGMAS and DNAJC19 have been
shown to be essential for the formation and protein import activity of TIM23 [35,60].
Unsurprisingly, a loss of protein import caused by impaired TIM23 function results in
activation of the UPRmt, suggesting disrupted mitochondrial proteostasis [74].

It is important to note that while mutations in DNAJC19 are associated with DCM,
mutations in MAGMAS are not always associated with cardiomyopathy [75–77]. The
Megarbane-Dagher-Melki type of spondylometaphyseal dysplasia (SMDMDM) results
from mutations in MAGMAS. This disorder was initially described in two siblings of a
Lebanese family who presented with severe platyspondyly (widening of the vertebral
bodies), short stature and developmental delay but who did not have cardiomyopathy [78].
Later, a second, and reportedly unrelated, Lebanese family with similar clinical findings was
characterized. In contrast to the first family, this pair of siblings had severe DCM, leading
to heart failure by the age of 2 years [75]. The same missense variant in MAGMAS (N76D)
was discovered in both families, even though the cardiac phenotype was discordant [77].
More recently, an individual of European descent was reported with a milder phenotype of
SMDMDM, resulting from a nearby variant in MAGMAS (Q74P). This person had mild
dysmorphic features and conductive hearing loss but no cardiomyopathy [76].

6.3. TIMM50 & MGCA9

Translocase of the inner mitochondrial membrane 50 (TIMM50), encoded by TIMM50,
is a subunit of the TIM23 import complex and is believed to be essential for the proper
import of presequence proteins into the mitochondrial matrix (Figure 1) [61]. Knock-
down of TIMM50 is associated with lower levels of components of the TIM23 complex,
including TIMM17A, TIMM17B, TIMM23 and DNAJC19 [61]. Interestingly, another study
showed that TIMM50 deficiency resulted in the appearance of fragmented mitochondria,
similar to what has been seen in cells from patients with DCMA caused by mutations in
DNAJC19 [63,64,79]. While levels of respiratory chain subunits in patient fibroblasts were
not disrupted, the assembly of respiratory chain complexes was reduced along with a
reduction in the oxygen consumption rate [79]. These findings suggest that mutations in
TIMM50 are associated with altered mitochondrial structure and function.

Mutations in TIMM50 lead to the clinical phenotype of 3-methylglutaconic aciduria
type IX (MGCA9), an autosomal recessive disorder characterized by developmental de-
lay, seizures, hypotonia and increased levels of 3-MGC, similar to DCMA and other 3-
methylglutaconic acidurias, including type VII (MGCA7) and VIII (MGCA8), which will
be discussed later [61,80,81]. One patient with MGCA9 was reported to have mild left
ventricular hypertrophy (such as can be seen in HCM) [81], while two patients were re-
ported as having DCM [79,80] with one of these patients succumbing to cardiorespiratory
arrest [61]. A zebrafish model of TIMM50 depletion showed cardiac dilation [82], while
a mouse knockout model of TIMM50 showed cardiac hypertrophy [83]. Variation in car-
diomyopathy could be related to the severity of oxidative stress and ROS production
created by mitochondrial dysfunction [84,85].

7. Genes Linked to Mitochondrial Protein Processing and Cardiomyopathy

Genes involved in mitochondrial protein processing or localization within the mito-
chondrial matrix include MIPEP, XPNPEP3 and HTRA2 (Table 2). These genes encode
peptidases and proteases that play important roles in protein processing and the maturation
of mitochondrial proteins, helping to maintain mitochondrial proteostasis.
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Table 2. Disorders presenting with cardiomyopathy that are involved in mitochondrial preprotein
processing inside the mitochondrial matrix. Formal Online Mendelian Inheritance in Man (OMIM)
report, protein function, and clinical characteristics are outlined.

Gene Gene Name/Protein
Function Disorder Cardiomyopathy Clinical

Characteristics

MIPEP

Mitochondrial intermediate
peptidase/Final processing
of nuclear-encoded proteins

targeted to mitochondrial
matrix or inner membrane

COXPD31
(Combined Oxidative

Phosphorylation
Deficiency 31):
OMIM 617228

Left ventricular
non-compaction

cardiomyopathy, dilated
cardiomyopathy, biventricular
hypertrophic cardiomyopathy

Hypotonia, left
ventricular

non-compaction,
developmental
delay, cataracts

XPNPEP3
X-Prolyl Aminopeptidase
3/Peptidase that cleaves
N-terminal amino acids

NPHPL1
(Nephronopthisis-like

Nephropathy 1):
OMIM 613159

HCM, DCM Hypertension, tremor,
renal insufficiency

HTRA2
HTRA2 (HtrA Serine

Peptidase 2)/Involved in
mediating apoptosis

MGCA8
(3-Methylglutaconic
Aciduria, Type VIII):

OMIM: 617248

Poor cardiac contractility
Seizures, cerebellar

atrophy, increased 3-
methylglutaconic aciduria

7.1. MIPEP & COXPD31

MIPEP encodes mitochondrial intermediate peptidase (MIP), which is responsible
for the secondary cleavage of select proteins entering mitochondria (Figure 1). Increased
expression of MIP is found in tissues with high rates of oxygen consumption such as
the heart and skeletal muscle [86] and MIP in yeast is known to be important for the
processing of OXPHOS complexes [87]. However, a recent study has suggested that MIP
is also responsible for the processing and activation of ClpP, a protease that plays a role
in mitochondrial homeostasis by degrading aggregated proteins during activation of the
UPRmt [88]. This suggests a role for MIP in the maintenance of mitochondrial proteostasis
by activating important proteases during mitochondrial stress.

Pathogenic variants in MIPEP have been described in four unrelated children with
combined oxidative phosphorylation deficiency 31 (COXPD31) [89]. COXPD31 is charac-
terized by global developmental delay, severe hypotonia and DCM [89]. Other notable
patient features include facial dysmorphisms, short stature, neurodevelopmental issues
(e.g., epilepsy, microcephaly) and cataracts. Additionally, there have been reports of indi-
viduals with LVNC and HCM [89].

7.2. XPNPEP3 & NPHPL1

X-prolyl aminopeptidase 3 (XPNPEP3), encoded by XPNPEP3, is a mitochondrial
protease that is responsible for the secondary cleavage of proteins localized to the matrix
(Figure 1) [90]. Specifically, XPNPEP3 removes the N-terminal amino acid from polypep-
tides with a penultimate proline residue [47]. It is estimated that around 25% of all proteins
cleaved by MPP will undergo secondary cleavage by either XPNPEP3 or MIP [91]. Addi-
tionally, both MIP and XPNPEP3 have been implicated in ClpP activation [47,88]. Thus,
secondary cleavage events by mitochondrial proteases such as XPNPEP3 and MIP are
important for the maintenance of mitochondrial energetics and proteome stability.

Nephronophthisis (NPHP) is a disease of the kidney leading to renal failure during
childhood. Genes linked to NPHP encode components of cilia [92]. Pathogenic vari-
ants in XPNPEP3, encoding a mitochondrial protease, have been identified in NPHPL1
(nephronophthisis-like neuropathy 1), which closely resembles NPHP [93–95]. While XPN-
PEP3 is believed to be implicated in the processing of cilia proteins, it does not localize to
cilia, as do proteins involved in NPHP [94]. In addition to NPHP, patients with XPNPEP3
variants have extrarenal manifestations that could be caused by mitochondrial dysfunction
rather than ciliary dysfunction [94]. Neurological features include essential tremor, hearing
loss, muscle fatigue, seizures, and developmental delay. In addition, HCM and DCM
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were reported alongside a complex I deficiency found in two patients with NPHPL1 [94].
Importantly, while similar to NPHPL1, NPHP has not been found to present with cardiomy-
opathy [92]. This would suggest that the mitochondrial role of XPNPEP3 implicates the
cardiac phenotype rather than its ciliary role.

7.3. HTRA2 & MGCA8

HtraA serine peptidase 2 (HTRA2) is a gene encoding the mitochondrial protease
HTRA2 which is targeted to the IMS, where it regulates apoptosis through the induction of
caspase activity [96]. Additionally, HTRA2 has been reported to serve a multifunctional
role as both a chaperone and protease depending on cellular conditions [97]. In E. coli,
the HTRA2 homolog acts as a chaperone at low temperatures and a protease at high
temperatures [98]. In humans, HTRA2 was initially described as a protease but recent
studies have shown an additional role for HTRA2 as a chaperone [96]. Particularly, HTRA2
was thought to assist with protein folding and preventing the aggregation of amyloidogenic
peptides. This was supported by an in vitro study showing that chaperone activity of
HTRA2 was not dependent of its proteolytic domain [99]. While there is still more to
learn about the variable role of HTRA2, it is thought to be important during mitochondrial
dysfunction as it was found to be upregulated under stress conditions such as those that
activate the UPRmt [98].

Disorders of HTRA2 result in 3-MGA type VIII (MGCA8) and are associated with
mitochondrial dysfunction, elevated 3-MGC, hypotonia and seizures [100]. Despite being
most commonly associated with neurodegeneration, a patient with MGCA8 presented
with heart failure and poor cardiac function [100]. However, mice with a cardiac-specific
overexpression of HTRA2 have DCM [101], while elevated HTRA2 was reported in the
left ventricle of dogs with chronic heart failure [102]. Thus, an imbalance of HTRA2 levels
appears to be associated with cardiomyopathy.

8. Genes Linked to Mitochondrial Chaperone Activity and Cardiomyopathy

Next, we will look at genes encoding mitochondrial chaperones. These genes include
CLPB and HSP60 (Table 3). Mutations in these genes lead to impaired mitochondrial
energetics, much like the disorders discussed in the previous sections, suggesting that
there are multiple potential pathways through which a loss of proteostasis could lead
to cardiomyopathy.

Table 3. Disorders presenting with cardiomyopathy resulting from mutations in genes encoding
chaperones. Formal Online Mendelian Inheritance in Man (OMIM) report, protein function, and
clinical characteristics are outlined.

Gene Gene Name/Protein
Function Disorder Cardiomyopathy Clinical Characteristics

CLPB
Caseinolytic Mitochondrial

Matrix Peptidase Chaperone
Subunit B/Disaggregase

MEGCANN
(3-methylglutaconic aciduria,

type VII; MGCA7):
OMIM 616271

DCM

Increased 3-methylglutaconic
aciduria, neutropenia,

cataracts, developmental delay,
microcephaly, hypotonia

HSPD1

HSPD1 (Heat-Shock 60-kD
Protein 1)/Involved in

folding and degradation of
misfolded proteins

Hypomyelinating
Leukodystrophy 4 & Spastic
paraplegia 13: OMIM 118190

No CM
Neurodegeneration,

progressive spasticity, seizures,
developmental arrest

8.1. CLPB & MEGANN

Caseinolytic mitochondrial peptidase chaperone subunit B (CLPB), encoded by CLPB,
is a protein disaggregase belonging to the Clp group of the AAA+ protease family. CLPB is
known to localize to the IMS where it re-solubilizes aggregated proteins [103,104]. Notably,
CLPB is activated by proteolytic cleavage mediated by the mitochondrial presenilins-
associated rhomboid-like protein (PARL). PARL plays a role in mitochondrial quality
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control through regulation of apoptosis and mitochondrial dynamics such as fission and
fusion [105]. Based on the role of PARL, CLPB could be subsequently activated to assist
in maintaining proteostasis and mitochondrial quality control. Similarly, in E. coli the
CLPB homolog was found to interact with the Hsp70 chaperone system, recruited by DnaJ,
to aid in protein disaggregation [106]. Lastly, loss of CLPB leads to the accumulation of
several TIM complex proteins involved in chaperone-mediated protein transport and IMM
insertion [103]. Thus, CLPB is a mitochondrial chaperone that is linked functionally to
mitochondrial protein import and proteostasis through its multifaceted role.

MEGCANN (or 3-methylglutaconic aciduria type VII; MGCA7) is an inborn er-
ror of metabolism caused by homozygous or compound heterozygous mutations in
CLPB [72,104,107–113]. MEGCANN primarily presents with elevated levels of 3-MGC,
although neutropenia, neurologic deterioration (including progressive movement disor-
der), and cataracts are common in affected individuals [72,107–109]. In addition, impaired
growth and skeletal features have also been reported [107–109]. Less common features
include mild DCM and hypothyroidism [107]. Notably, impaired OXPHOS and alter-
ations in mitochondrial morphology are not evident in patients with MEGCANN [107,109].
This would suggest that impaired proteostasis does not always correlate with impaired
OXPHOS. Interestingly, impaired disaggregase activity correlates with disease severity,
implying that the loss of this activity underlies the disease and could explain the wide
variation in severity of patient phenotypes observed [103]. This fact could potentially
explain why cardiomyopathy has only been reported in a few patients, as the severity
of disease may not be sufficient to alter mitochondrial function to the point of causing
cardiomyopathy. Indeed, all reports of cardiac involvement have been found in patients
with a severe phenotype [107].

8.2. HSP60 & Hypomyelinating Leukodystrophy 4 and Spastic Paraplegia 13

Hsp60 is a chaperone encoded by the heat shock 60-kD protein 1 (HSPD1) gene and
localizes primarily to mitochondria but can be found in the cytosol [114]. As a chaperone,
the main role of Hsp60 is to assist with the folding of proteins in the mitochondrial matrix,
although it also plays a role in the restoration of misfolded or denatured proteins [115].
Importantly, it was found that, without Hsp60, proteins reliant on this chaperone for folding
and maturation were readily degraded and indeed triggered the UPRmt, suggesting a role
for Hsp60 in mitochondrial proteostasis [54].

To date, disorders resulting from mutations in the HSPD1 gene have not been associ-
ated with cardiomyopathy in humans [116]. Instead, mutations in HSPD1 are associated
with hypomyelinating leukodystrophy as well as spastic paraplegia [116–119]. Nonetheless,
a recent in vivo study using mice noted that the deletion of Hsp60 resulted in a loss of
proteostasis and was associated with DCM and increased apoptosis leading to death [54].
Similarly, an in vivo study using rats noted that Hsp60 played a neuroprotective role in
the rostral ventrolateral medulla which regulates cardiovascular function and can lead to
cardiovascular fatality during brain stem death [120]. This same study found that Hsp60
redistributed from the mitochondria to the cytosol where it exerted an anti-apoptotic effect
through reduction of the cytochrome c-caspase-3 cascade [120]. Taken together, these stud-
ies in murine models show that Hsp60 does indeed have the potential to play a role in the
maintenance of cardiovascular function, despite not being associated with cardiomyopathy
in humans to date. While this gene is not linked to cardiomyopathy in humans, it perhaps
serves as a reminder that diseases in animal models do not always replicate what is seen in
humans [121–125]. Alternatively, it should be noted that patients with hypomyelinating
leukodystrophy generally die within the first twenty years of life with many dying before
the age of two years [116]. With such early mortality, it is possible that they do not survive
long enough to develop a detectable phenotype of cardiomyopathy.
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9. Cellular Responses to Abnormal Mitochondrial Proteostasis

The majority of disorders discussed within this review are caused by mutations im-
pacting genes that are ubiquitously expressed (e.g., DNAJC19 and XPNPEP3) [45,126] or
that are highly expressed in the heart, skeletal muscle and the brain (e.g., MAGMAS, MIPEP,
CLPB, and TIMM50) [82,86,87,127,128]. The expression pattern of these genes points to the
importance of their encoded proteins in energy production. Of all the disorders discussed,
those that seem to most drastically affect proteins related to OXPHOS, such as DCMA,
MGCA9 and COXPD31, frequently present with cardiomyopathy. OXPHOS dysfunction
can lead to oxidative stress and subsequent increases in ROS production, which is com-
monly associated with cardiomyopathy [129]. Maintenance of mitochondrial proteostasis
is particularly important for cellular energy production as the import, processing, and
folding of incoming proteins is required for the proper formation of respiratory chain com-
plexes [74]. A disruption of mitochondrial proteostasis can cause significant disruptions in
ATP production and lead to oxidative stress and the accumulation of toxic ROS [130]. Injury
to mitochondria through oxidative stress also leads to alterations in mitochondrial fission
and fusion dynamics, leading to excessive mitophagy which plays a role in cardiomyopathy
and heart failure [129–131]. Mouse models that abrogate mitochondrial fission and fusion
show that this ultimately leads to complete failure of heart function [132]. This would
suggest that chronically perturbed proteostasis is linked to cardiomyopathy through ab-
normal mitochondrial energetics and imbalances in ROS, leading to mitochondrial failure.
Mitochondrial failure would subsequently result in heart failure [133,134].

To counterbalance this process, the cell has multiple stress responses such as the ISR
and UPRmt, which serve to address a loss of mitochondrial proteostasis and limit mito-
chondrial stress by solubilizing aggregated proteins, refolding, and degrading proteins [53].
Activation of the ISR has shown to be effective in reducing ischemia-reperfusion (IR) injury,
a condition that leads to protein misfolding and oxidative stress, similar to what is observed
with perturbed protein import and preprotein processing [39,135]. The way in which the
ISR addresses IR injury is through inhibiting translation of select proteins and preventing
the assembly of mitochondrial protein complexes [136]. Reduction in the formation of mito-
chondrial respiratory chain complexes slows electron transfer and reduces ROS production,
preventing further mitochondrial dysfunction [136]. Additionally, one study found that
activation of the UPRmt through the upregulation of ATF5 led to cardioprotection in a
mouse model of cardiac IR injury [137]. Thus, if the UPRmt serves a cardioprotective role
in acute IR injury then it could also potentially play a role in cardioprotection in chronic
disorders of proteostasis leading to cardiomyopathy. However, IR injury is representative
of acute stress and not the chronic stress that would be observed in disorders of proteostasis.
In fact, it is likely that initial activation of these stress responses in chronic conditions have
the same goals as when they are activated during acute stress. Where these stress responses
then differ would be in long-term activation.

While the UPRmt is an initial adaptive stress response aimed at refolding and de-
grading misfolded proteins, when stress cannot be attenuated, prolonged activation of
the UPRmt becomes maladaptive and can lead to excessive mitophagy and in some cases,
apoptosis [138,139]. This potentially suggests that differences in the severity of cardiac
involvement in certain patients may be related to the degree of activation of the UPRmt. In
the disorders that frequently present with cardiomyopathy and have high mortality rates,
cells may be unable to properly mitigate mitochondrial stress. However, further investi-
gation into the role of the UPRmt as a cardioprotective response to abnormal proteostasis
needs to be investigated.

Several of the disorders associated with cardiomyopathy involve genes important
for preprotein processing, such as MIPEP, XPNPEP3, CLPB, and HTRA2. However, some
disorders involve genes important for preprotein processing but do not present with
cardiomyopathy, such as mutations in mitochondrial-processing peptidase subunit alpha
(PMPCA) [140] and mitochondrial-processing peptidase subunit beta (PMPCB) [141], which
encode subunits of MPP, and inner mitochondrial membrane peptidase subunit 2 (IMMP2L)
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which encodes a subunit of the mitochondrial inner membrane peptidase (IMP) [142]. One
possible reason for the lack of cardiac phenotypes observed in disorders of these genes
could be that they do not involve MIP. MIP is the final peptidase for cleaving sequences of
numerous proteins targeted to the matrix and IMM [143]. In fact, in S. cerevisiae, mutated
MIP was found to impair oxidative metabolism and lead to a respiratory-deficient pheno-
type [144]. Thus, we can see how disorders impacting the ability to target or fold proteins
that require MIP cleavage could drastically impact mitochondrial energy production and
thereby cardiac function. From this, one could speculate that perhaps the reason why we see
some disorders present with cardiomyopathy while others do not could lie in the fact that
some processing peptidases play a greater role in the cleavage of signals targeted towards
the ETC. Disruptions in proteostasis involving these peptidases would more drastically
impact energy production, leading to oxidative stress and cardiomyopathy.

10. Conclusions and Future Directions

From this review, we see that cardiomyopathy can result from perturbed mitochondrial
proteostasis through abnormalities in protein import, folding and maturation that disrupt
OXPHOS, create imbalances in ROS and increase mitophagy and apoptosis. Genes impor-
tant in these processes and that are associated with cardiomyopathy include DNAJC19,
MAGMAS, TIMM50, MIPEP, XPNPEP3, HTRA2, CLPB and HSPD1. It is plausible that vari-
ants in other genes involved in proteostasis may cause less severe disruptions in OXPHOS
and may not be significant enough to cause a cardiac phenotype. Alternatively, compen-
satory proteins or pathways may be activated in the heart to forestall the development of
cardiomyopathy. These factors could also potentially explain the variation in severity of
the disorders and why some patients present with cardiomyopathy, while others do not.

Considering the importance of the mitochondrial proteome in cell vitality, further
investigation into the link between mitochondrial proteostasis and cardiomyopathy is
needed. The diversity of the genes involved, and the diversity of patient phenotypes is not
understood. While the genes discussed within this review point to important roles in the
maintenance of mitochondrial proteostasis, all the disorders discussed are understudied.
In addition to characterizing how mitochondrial proteostasis is disrupted, it will also be
important to investigate the role of the UPRmt and other rescue pathways in potentially
modifying the phenotype of these disorders. Furthering our understanding of how pro-
teostasis is maintained and the factors leading to the activation of the UPRmt, particularly
in mammals with cardiomyopathy, could lead to novel insights into mitochondrial biology.
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18. Brzóska, K.; Meczyńska, S.; Kruszewski, M. Iron-sulfur cluster proteins: Electron transfer and beyond. Acta Biochim. Pol. 2006, 53,

685–691. [CrossRef]
19. Horn, D.; Barrientos, A. Mitochondrial copper metabolism and delivery to cytochromec oxidase. IUBMB Life 2008, 60, 421–429.

[CrossRef] [PubMed]
20. Sheeran, F.L.; Pepe, S. Energy deficiency in the failing heart: Linking increased reactive oxygen species and disruption of oxidative

phosphorylation rate. Biochim. Biophys. Acta 2006, 1757, 543–552. [CrossRef] [PubMed]
21. Bhatti, J.S.; Bhatti, G.K.; Reddy, P.H. Mitochondrial dysfunction and oxidative stress in metabolic disorders—A step towards

mitochondria based therapeutic strategies. Biochim. Biophys. Acta-Mol. Basis Dis. 2017, 1863, 1066–1077. [CrossRef]
22. Münzel, T.; Camici, G.G.; Maack, C.; Bonetti, N.R.; Fuster, V.; Kovacic, J.C. Impact of Oxidative Stress on the Heart and Vasculature:

Part 2 of a 3-Part Series. J. Am. Coll. Cardiol. 2017, 70, 212–229. [CrossRef] [PubMed]
23. Korge, P.; Yang, L.; Yang, J.-H.; Wang, Y.; Qu, Z.; Weiss, J.N. Protective Role of Transient Pore Openings in Calcium Handling by

Cardiac Mitochondria. J. Biol. Chem. 2011, 286, 34851–34857. [CrossRef] [PubMed]
24. O’Rourke, B.; Cortassa, S.; Aon, M.A. Mitochondrial Ion Channels: Gatekeepers of Life and Death. Physiology 2005, 20, 303–315.

[CrossRef] [PubMed]
25. Dietl, A.; Maack, C. Targeting Mitochondrial Calcium Handling and Reactive Oxygen Species in Heart Failure. Curr. Heart Fail.

Rep. 2017, 14, 338–349. [CrossRef] [PubMed]
26. Diaz-Juarez, J.; Suarez, J.A.; Dillmann, W.H. Mitochondrial calcium handling and heart disease in diabetes mellitus. Biochim.

Biophys. Acta-Mol. Basis Dis. 2020, 1867, 165984. [CrossRef] [PubMed]
27. Lan, F.; Lee, A.S.; Liang, P.; Sanchez-Freire, V.; Nguyen, P.K.; Wang, L.; Han, L.; Yen, M.; Wang, Y.; Sun, N.; et al. Abnormal

Calcium Handling Properties Underlie Familial Hypertrophic Cardiomyopathy Pathology in Patient-Specific Induced Pluripotent
Stem Cells. Cell Stem Cell 2013, 12, 101–113. [CrossRef] [PubMed]

28. Phelan, D.G.; Anderson, D.J.; Howden, S.; Wong, R.C.-B.; Hickey, P.; Pope, K.; Wilson, G.R.; Pébay, A.; Davis, A.M.; Petrou, S.; et al.
ALPK3-deficient cardiomyocytes generated from patient-derived induced pluripotent stem cells and mutant human embryonic
stem cells display abnormal calcium handling and establish that ALPK3 deficiency underlies familial cardiomyopathy. Eur. Heart
J. 2016, 37, 2586–2590. [CrossRef]

29. Lu, Y.-W.; Claypool, S.M. Disorders of Phospholipid Metabolism: An Emerging Class of Mitochondrial Disease Due to Defects in
Nuclear Genes. Front. Genet. 2015, 6, 3. [CrossRef]

30. Prasai, K. Regulation of mitochondrial structure and function by protein import: A current review. Pathophysiology 2017, 24,
107–122. [CrossRef]

31. Dudek, J.; Rehling, P.; van der Laan, M. Mitochondrial protein import: Common principles and physiological networks. Biochim.
Biophys. Acta 2013, 1833, 274–285. [CrossRef]

http://doi.org/10.1161/CIRCULATIONAHA.106.174287
http://doi.org/10.1016/j.bpj.2014.02.011
http://doi.org/10.1161/CIRCRESAHA.116.309396
http://doi.org/10.1002/clc.20533
http://doi.org/10.1016/j.jjcc.2012.08.010
http://doi.org/10.1161/CIR.0000000000000526
http://doi.org/10.1007/s11936-002-0037-x
http://doi.org/10.1016/S0008-6363(97)00141-7
http://doi.org/10.1016/j.ymgme.2016.08.008
http://www.ncbi.nlm.nih.gov/pubmed/27590926
http://doi.org/10.3389/fcvm.2021.749756
http://doi.org/10.1038/nm.3592
http://www.ncbi.nlm.nih.gov/pubmed/24901565
http://doi.org/10.1023/A:1015372407647
http://www.ncbi.nlm.nih.gov/pubmed/11988637
http://doi.org/10.3389/fcvm.2016.00025
http://www.ncbi.nlm.nih.gov/pubmed/27504452
http://doi.org/10.1021/cr900006y
http://www.ncbi.nlm.nih.gov/pubmed/19522505
http://doi.org/10.18388/abp.2006_3296
http://doi.org/10.1002/iub.50
http://www.ncbi.nlm.nih.gov/pubmed/18459161
http://doi.org/10.1016/j.bbabio.2006.03.008
http://www.ncbi.nlm.nih.gov/pubmed/16631107
http://doi.org/10.1016/j.bbadis.2016.11.010
http://doi.org/10.1016/j.jacc.2017.05.035
http://www.ncbi.nlm.nih.gov/pubmed/28683969
http://doi.org/10.1074/jbc.M111.239921
http://www.ncbi.nlm.nih.gov/pubmed/21859717
http://doi.org/10.1152/physiol.00020.2005
http://www.ncbi.nlm.nih.gov/pubmed/16174870
http://doi.org/10.1007/s11897-017-0347-7
http://www.ncbi.nlm.nih.gov/pubmed/28656516
http://doi.org/10.1016/j.bbadis.2020.165984
http://www.ncbi.nlm.nih.gov/pubmed/33002576
http://doi.org/10.1016/j.stem.2012.10.010
http://www.ncbi.nlm.nih.gov/pubmed/23290139
http://doi.org/10.1093/eurheartj/ehw160
http://doi.org/10.3389/fgene.2015.00003
http://doi.org/10.1016/j.pathophys.2017.03.001
http://doi.org/10.1016/j.bbamcr.2012.05.028


Int. J. Mol. Sci. 2022, 23, 3353 15 of 19

32. Marusich, M.F.; Robinson, B.H.; Taanman, J.-W.; Kim, S.J.; Schillace, R.; Smith, J.L.; Capaldi, R.A. Expression of mtDNA and
nDNA encoded respiratory chain proteins in chemically and genetically-derived Rho0 human fibroblasts: A comparison of
subunit proteins in normal fibroblasts treated with ethidium bromide and fibroblasts from a patient with mtDNA depletion
syndrome. Biochim. Biophys. Acta-Mol. Basis Dis. 1997, 1362, 145–159. [CrossRef]

33. Hamilton, K.L.; Miller, B.F. Mitochondrial proteostasis as a shared characteristic of slowed aging: The importance of considering
cell proliferation. J. Physiol. 2017, 595, 6401–6407. [CrossRef] [PubMed]

34. Arrieta, A.; Blackwood, E.A.; Stauffer, W.T.; Glembotski, C.C. Integrating ER and Mitochondrial Proteostasis in the Healthy and
Diseased Heart. Front. Cardiovasc. Med. 2020, 6, 193. [CrossRef]

35. Sinha, D.; Srivastava, S.; D’Silva, P. Functional Diversity of Human Mitochondrial J-proteins Is Independent of Their Association
with the Inner Membrane Presequence Translocase. J. Biol. Chem. 2016, 291, 17345–17359. [CrossRef] [PubMed]

36. Priesnitz, C.; Becker, T. Pathways to balance mitochondrial translation and protein import. Genes Dev. 2018, 32, 1285–1296.
[CrossRef] [PubMed]

37. Rainbolt, T.; Atanassova, N.; Genereux, J.C.; Wiseman, R.L. Stress-regulated translational attenuation adapts mitochondrial
protein import through Tim17a degradation. Cell Metab. 2013, 18, 908–919. [CrossRef]

38. Münch, C. The different axes of the mammalian mitochondrial unfolded protein response. BMC Biol. 2018, 16, 81. [CrossRef]
39. Melber, A.; Haynes, C.M. UPRmt regulation and output: A stress response mediated by mitochondrial-nuclear communication.

Cell Res. 2018, 28, 281–295. [CrossRef]
40. Pakos-Zebrucka, K.; Koryga, I.; Mnich, K.; Ljujic, M.; Samali, A.; Gorman, A.M. The integrated stress response. EMBO Rep. 2016,

17, 1374–1395. [CrossRef]
41. Wiedemann, N.; Pfanner, N. Mitochondrial Machineries for Protein Import and Assembly. Annu. Rev. Biochem. 2017, 86, 685–714.

[CrossRef] [PubMed]
42. Schmidt, O.; Pfanner, N.; Meisinger, C. Mitochondrial protein import: From proteomics to functional mechanisms. Nat. Rev. Mol.

Cell Biol. 2010, 11, 655–667. [CrossRef] [PubMed]
43. Becker, T.; Guiard, B.; Thornton, N.; Zufall, N.; Stroud, D.A.; Wiedemann, N.; Pfanner, N. Assembly of the Mitochondrial Protein

Import Channel. Mol. Biol. Cell 2010, 21, 3106–3113. [CrossRef] [PubMed]
44. Jensen, R.E.; Dunn, C. Protein import into and across the mitochondrial inner membrane: Role of the TIM23 and TIM22

translocons. Biochim. Biophys. Acta-Mol. Basis Dis. 2002, 1592, 25–34. [CrossRef]
45. Davey, K.M.; Parboosingh, J.S.; McLeod, D.R.; Chan, A.; Casey, R.A.; Ferreira, P.A.; Snyder, F.F.; Bridge, P.; Bernier, F.P. Mutation

of DNAJC19, a human homologue of yeast inner mitochondrial membrane co-chaperones, causes DCMA syndrome, a novel
autosomal recessive Barth syndrome-like condition. J. Med Genet. 2006, 43, 385–393. [CrossRef]

46. Gakh, O.; Cavadini, P.; Isaya, G. Mitochondrial processing peptidases. Biochim. Biophys. Acta-Mol. Basis Dis. 2002, 1592, 63–77.
[CrossRef]

47. Singh, R.; Jamdar, S.N.; Goyal, V.D.; Kumar, A.; Ghosh, B.; Makde, R.D. Structure of the human aminopeptidase XPNPEP3
and comparison of its in vitro activity with Icp55 orthologs: Insights into diverse cellular processes. J. Biol. Chem. 2017, 292,
10035–10047. [CrossRef]

48. Bhangoo, M.K.; Tzankov, S.; Fan, A.C.Y.; Dejgaard, K.; Thomas, D.; Young, J.C. Multiple 40-kDa Heat-Shock Protein Chaperones
Function in Tom70-dependent Mitochondrial Import. Mol. Biol. Cell 2007, 18, 3414–3428. [CrossRef]

49. Bukau, B.; Weissman, J.; Horwich, A. Molecular Chaperones and Protein Quality Control. Cell 2006, 125, 443–451. [CrossRef]
50. Bender, T.; Lewrenz, I.; Franken, S.; Baitzel, C.; Voos, W. Mitochondrial enzymes are protected from stress-induced aggregation by

mitochondrial chaperones and the Pim1/LON protease. Mol. Biol. Cell 2011, 22, 541–554. [CrossRef]
51. Koppen, M.; Langer, T. Protein Degradation within Mitochondria: Versatile Activities of AAA Proteases and Other Peptidases.

Crit. Rev. Biochem. Mol. Biol. 2007, 42, 221–242. [CrossRef]
52. Lavie, J.; De Belvalet, H.; Sonon, S.; Ion, A.M.; Dumon, E.; Melser, S.; Lacombe, D.; Dupuy, J.-W.; Lalou, C.; Bénard, G. Ubiquitin-

Dependent Degradation of Mitochondrial Proteins Regulates Energy Metabolism. Cell Rep. 2018, 23, 2852–2863. [CrossRef]
[PubMed]

53. Qureshi, M.A.; Haynes, C.M.; Pellegrino, M.W. The mitochondrial unfolded protein response: Signaling from the powerhouse.
J. Biol. Chem. 2017, 292, 13500–13506. [CrossRef] [PubMed]

54. Fan, F.; Duan, Y.; Yang, F.; Trexler, C.; Wang, H.; Huang, L.; Li, Y.; Tang, H.; Wang, G.; Fang, X.; et al. Deletion of heat shock
protein 60 in adult mouse cardiomyocytes perturbs mitochondrial protein homeostasis and causes heart failure. Cell Death Differ.
2020, 27, 587–600. [CrossRef] [PubMed]

55. Pellegrino, M.W.; Nargund, A.M.; Haynes, C.M. Signaling the mitochondrial unfolded protein response. Biochim. Biophys. Acta
2012, 1833, 410–416. [CrossRef] [PubMed]

56. Thangaraj, K.; Khan, N.A.; Govindaraj, P.; Meena, A.K. Mitochondrial disorders: Challenges in diagnosis &amp treatment. Indian
J. Med. Res. 2015, 141, 13–26. [CrossRef]

57. Seyfried, T.N. Cancer as a mitochondrial metabolic disease. Front. Cell Dev. Biol. 2015, 3, 43. [CrossRef] [PubMed]
58. Pinti, M.V.; Fink, G.K.; Hathaway, Q.; Durr, A.J.; Kunovac, A.; Hollander, J.M. Mitochondrial dysfunction in type 2 diabetes

mellitus: An organ-based analysis. Am. J. Physiol. Endocrinol. Metab. 2019, 316, E268–E285. [CrossRef]

http://doi.org/10.1016/s0925-4439(97)00061-6
http://doi.org/10.1113/JP274335
http://www.ncbi.nlm.nih.gov/pubmed/28719097
http://doi.org/10.3389/fcvm.2019.00193
http://doi.org/10.1074/jbc.M116.738146
http://www.ncbi.nlm.nih.gov/pubmed/27330077
http://doi.org/10.1101/gad.316547.118
http://www.ncbi.nlm.nih.gov/pubmed/30275044
http://doi.org/10.1016/j.cmet.2013.11.006
http://doi.org/10.1186/s12915-018-0548-x
http://doi.org/10.1038/cr.2018.16
http://doi.org/10.15252/embr.201642195
http://doi.org/10.1146/annurev-biochem-060815-014352
http://www.ncbi.nlm.nih.gov/pubmed/28301740
http://doi.org/10.1038/nrm2959
http://www.ncbi.nlm.nih.gov/pubmed/20729931
http://doi.org/10.1091/mbc.e10-06-0518
http://www.ncbi.nlm.nih.gov/pubmed/20668160
http://doi.org/10.1016/S0167-4889(02)00261-6
http://doi.org/10.1136/jmg.2005.036657
http://doi.org/10.1016/S0167-4889(02)00265-3
http://doi.org/10.1074/jbc.M117.783357
http://doi.org/10.1091/mbc.e07-01-0088
http://doi.org/10.1016/j.cell.2006.04.014
http://doi.org/10.1091/mbc.e10-08-0718
http://doi.org/10.1080/10409230701380452
http://doi.org/10.1016/j.celrep.2018.05.013
http://www.ncbi.nlm.nih.gov/pubmed/29874573
http://doi.org/10.1074/jbc.R117.791061
http://www.ncbi.nlm.nih.gov/pubmed/28687630
http://doi.org/10.1038/s41418-019-0374-x
http://www.ncbi.nlm.nih.gov/pubmed/31209364
http://doi.org/10.1016/j.bbamcr.2012.02.019
http://www.ncbi.nlm.nih.gov/pubmed/22445420
http://doi.org/10.4103/0971-5916.154489
http://doi.org/10.3389/fcell.2015.00043
http://www.ncbi.nlm.nih.gov/pubmed/26217661
http://doi.org/10.1152/ajpendo.00314.2018


Int. J. Mol. Sci. 2022, 23, 3353 16 of 19

59. Parikh, S.; Goldstein, A.; Koenig, M.K.; Scaglia, F.; Enns, G.M.; Saneto, R.; Anselm, I.; Cohen, B.H.; Falk, M.J.; Greene, C.; et al.
Diagnosis and management of mitochondrial disease: A consensus statement from the Mitochondrial Medicine Society. Genet.
Med. 2015, 17, 689–701. [CrossRef]

60. Sinha, D.; Joshi, N.; Chittoor, B.; Samji, P.; D’Silva, P. Role of Magmas in protein transport and human mitochondria biogenesis.
Hum. Mol. Genet. 2010, 19, 1248–1262. [CrossRef]

61. Reyes, A.; Melchionda, L.; Burlina, A.; Robinson, A.J.; Ghezzi, D.; Zeviani, M. Mutations in TIMM50 compromise cell survival in
OxPhos-dependent metabolic conditions. EMBO Mol. Med. 2018, 10, e8698. [CrossRef]

62. Richter-Dennerlein, R.; Korwitz, A.; Haag, M.; Tatsuta, T.; Dargazanli, S.; Baker, M.; Decker, T.; Lamkemeyer, T.; Rugarli, E.;
Langer, T. DNAJC19, a mitochondrial cochaperone associated with cardiomyopathy, forms a complex with prohibitins to regulate
cardiolipin remodeling. Cell Metab. 2014, 20, 158–171. [CrossRef] [PubMed]

63. Rohani, L.; Machiraju, P.; Sabouny, R.; Meng, G.; Liu, S.; Zhao, T.; Iqbal, F.; Wang, X.; Ravandi, A.; Wu, J.C.; et al. Reversible
Mitochondrial Fragmentation in iPSC-Derived Cardiomyocytes from Children With DCMA, a Mitochondrial Cardiomyopathy.
Can. J. Cardiol. 2020, 36, 554–563. [CrossRef] [PubMed]

64. Machiraju, P.; Wang, X.; Sabouny, R.; Huang, J.; Zhao, T.; Iqbal, F.; King, M.; Prasher, D.; Lodha, A.; Jimenez-Tellez, N.; et al.
SS-31 Peptide Reverses the Mitochondrial Fragmentation Present in Fibroblasts from Patients With DCMA, a Mitochondrial
Cardiomyopathy. Front. Cardiovasc. Med. 2019, 6, 167. [CrossRef]

65. Benson, M.D.; Ferreira, P.; Macdonald, I.M. Oculomotor apraxia and dilated cardiomyopathy with ataxia syndrome: A case
report. Ophthalmic Genet. 2017, 38, 88–90. [CrossRef]

66. Ojala, T.; Polinati, P.; Manninen, T.; Hiippala, A.; Rajantie, J.; Karikoski, R.; Suomalainen-Wartiovaara, A.; Tyni, T. New mutation
of mitochondrial DNAJC19 causing dilated and noncompaction cardiomyopathy, anemia, ataxia, and male genital anomalies.
Pediatr. Res. 2012, 72, 432–437. [CrossRef]

67. Al Teneiji, A.; Siriwardena, K.; George, K.; Mital, S.; Mercimek-Mahmutoglu, S. Progressive Cerebellar Atrophy and a Novel
Homozygous Pathogenic DNAJC19 Variant as a Cause of Dilated Cardiomyopathy Ataxia Syndrome. Pediatr. Neurol. 2016, 62,
58–61. [CrossRef] [PubMed]

68. Ucar, S.K.; Mayr, J.A.; Feichtinger, R.G.; Canda, E.; Çoker, M.; Wortmann, S.B. Previously Unreported Biallelic Mutation in
DNAJC19: Are Sensorineural Hearing Loss and Basal Ganglia Lesions Additional Features of Dilated Cardiomyopathy and
Ataxia (DCMA) Syndrome? JIMD Rep. 2017, 35, 39–45. [CrossRef]

69. Sparkes, R.; Patton, D.; Bernier, F. Cardiac features of a novel autosomal recessive dilated cardiomyopathic syndrome due to
defective importation of mitochondrial protein. Cardiol. Young 2007, 17, 215–217. [CrossRef]

70. Machiraju, P.; Degtiarev, V.; Patel, D.; Hazari, H.; Lowry, R.B.; Bedard, T.; Sinasac, D.; Brundler, M.; Greenway, S.C.; Khan, A.
Phenotype and pathology of the dilated cardiomyopathy with ataxia syndrome in children. J. Inherit. Metab. Dis. 2021, 45,
366–376. [CrossRef]

71. Dudek, J.; Maack, C. Barth syndrome cardiomyopathy. Cardiovasc. Res. 2017, 113, 399–410. [CrossRef] [PubMed]
72. Kanabus, M.; Shahni, R.; Saldanha, J.W.; Murphy, E.; Plagnol, V.; Hoff, W.V.; Heales, S.; Rahman, S. Bi-Allelic CLPB Mutations

Cause Cataract, Renal Cysts, Nephrocalcinosis and 3-Methylglutaconic Aciduria, a Novel Disorder of Mitochondrial Protein
Disaggregation. J. Inherit. Metab. Dis. 2015, 38, 211–219. [CrossRef]

73. Frazier, A.; Dudek, J.; Guiard, B.; Voos, W.; Li, Y.; Lind, M.; Meisinger, C.; Geissler, A.; Sickmann, A.; Meyer, H.E.; et al. Pam16 has
an essential role in the mitochondrial protein import motor. Nat. Struct. Mol. Biol. 2004, 11, 226–233. [CrossRef] [PubMed]

74. Oliveira, A.N.; Hood, D.A. Effect of Tim23 knockdown in vivo on mitochondrial protein import and retrograde signaling to the
UPRmt in muscle. Am. J. Physiol. Cell Physiol. 2018, 315, C516–C526. [CrossRef]

75. Mégarbané, A.; Mehawej, C.; El Zahr, A.; Haddad, S.; Cormier-Daire, V. A second family with autosomal recessive spondylometa-
physeal dysplasia and early death. Am. J. Med. Genet. Part A 2014, 164, 1010–1014. [CrossRef]

76. Moosa, S.; Fano, V.; Obregon, M.G.; Altmüller, J.; Thiele, H.; Nürnberg, P.; Nishimura, G.; Wollnik, B. A novel homozygous
PAM16 mutation in a patient with a milder phenotype and longer survival. Am. J. Med. Genet. Part A 2016, 170, 2436–2439.
[CrossRef]

77. Mehawej, C.; Delahodde, A.; Legeai-Mallet, L.; Delague, V.; Kaci, N.; Desvignes, J.-P.; Kibar, Z.; Capo-Chichi, J.-M.; Chouery, E.;
Munnich, A.; et al. The Impairment of MAGMAS Function in Human Is Responsible for a Severe Skeletal Dysplasia. PLoS Genet.
2014, 10, e1004311. [CrossRef]

78. Mégarbané, A.; Dagher, R.; Melki, I. Sib pair with previously unreported skeletal dysplasia. Am. J. Med. Genet. Part A 2008, 146,
2916–2919. [CrossRef]

79. Tort, F.; Ugarteburu, O.; Texidó, L.; Gea-Sorlí, S.; García-Villoria, J.; Ferrer-Cortès, X.; Arias, Á.; Matalonga, L.; Gort, L.; Ferrer, I.;
et al. Mutations in TIMM50 cause severe mitochondrial dysfunction by targeting key aspects of mitochondrial physiology. Hum.
Mutat. 2019, 40, 1700–1712. [CrossRef]

80. Shahrour, M.A.; Staretz-Chacham, O.; Dayan, D.; Stephen, J.; Weech, A.; Damseh, N.; Pri Chen, H.; Edvardson, S.; Mazaheri,
S.; Saada, A.; et al. Mitochondrial epileptic encephalopathy, 3-methylglutaconic aciduria and variable complex V deficiency
associated with TIMM50 mutations. Clin. Genet. 2017, 91, 690–696. [CrossRef]

81. Mir, A.; Hadab, S.; Sammak, M.; Alhazmi, R.; Housawi, Y.; Bashir, S. Complete resolution of epileptic spasms with vigabatrin in a
patient with 3-methylglutaconic aciduria caused by TIMM50 gene mutation. Clin. Genet. 2020, 98, 102–103. [CrossRef]

http://doi.org/10.1038/gim.2014.177
http://doi.org/10.1093/hmg/ddq002
http://doi.org/10.15252/emmm.201708698
http://doi.org/10.1016/j.cmet.2014.04.016
http://www.ncbi.nlm.nih.gov/pubmed/24856930
http://doi.org/10.1016/j.cjca.2019.09.021
http://www.ncbi.nlm.nih.gov/pubmed/32046906
http://doi.org/10.3389/fcvm.2019.00167
http://doi.org/10.3109/13816810.2015.1137327
http://doi.org/10.1038/pr.2012.92
http://doi.org/10.1016/j.pediatrneurol.2016.03.020
http://www.ncbi.nlm.nih.gov/pubmed/27426421
http://doi.org/10.1007/8904_2016_23
http://doi.org/10.1017/S1047951107000042
http://doi.org/10.1002/jimd.12441
http://doi.org/10.1093/cvr/cvx014
http://www.ncbi.nlm.nih.gov/pubmed/28158532
http://doi.org/10.1007/s10545-015-9813-0
http://doi.org/10.1038/nsmb735
http://www.ncbi.nlm.nih.gov/pubmed/14981507
http://doi.org/10.1152/ajpcell.00275.2017
http://doi.org/10.1002/ajmg.a.36372
http://doi.org/10.1002/ajmg.a.37823
http://doi.org/10.1371/journal.pgen.1004311
http://doi.org/10.1002/ajmg.a.32540
http://doi.org/10.1002/humu.23779
http://doi.org/10.1111/cge.12855
http://doi.org/10.1111/cge.13763


Int. J. Mol. Sci. 2022, 23, 3353 17 of 19

82. Guo, Y.; Cheong, N.; Zhang, Z.; De Rose, R.; Deng, Y.; Farber, S.A.; Fernandes-Alnemri, T.; Alnemri, E.S. Tim50, a component of
the mitochondrial translocator, regulates mitochondrial integrity and cell death. J. Biol. Chem. 2004, 279, 24813–24825. [CrossRef]

83. Tang, K.; Zhao, Y.; Li, H.; Zhu, M.; Li, W.; Liu, W.; Zhu, G.; Xu, D.; Peng, W.; Xu, Y.W. Translocase of Inner Membrane 50 Functions
as a Novel Protective Regulator of Pathological Cardiac Hypertrophy. J. Am. Heart Assoc. 2017, 6, e004346. [CrossRef]

84. de la Monte, S.M.; Wands, J.R. Molecular indices of oxidative stress and mitochondrial dysfunction occur early and often progress
with severity of Alzheimer’s disease. J. Alzheimer’s Dis. 2006, 9, 167–181. [CrossRef]

85. Sugamura, K.; Keaney, J.F., Jr. Reactive oxygen species in cardiovascular disease. Free Radic. Biol. Med. 2011, 51, 978–992.
[CrossRef]

86. Chewa, A.; Sirugob, G.; AlsobrookIIc, J.P.; Isaya, G. Functional and genomic analysis of the human mitochondrial intermediate
peptidase, a putative protein partner of frataxin. Genomics 2000, 65, 104–112. [CrossRef]

87. Chew, A.; Buck, E.A.; Peretz, S.; Sirugo, G.; Rinaldo, P.; Isaya, G. Cloning, Expression, and Chromosomal Assignment of the
Human Mitochondrial Intermediate Peptidase Gene (MIPEP). Genomics 1997, 40, 493–496. [CrossRef]

88. Jacques, S.; van der Sloot, A.M.; Huard, C.C.; Coulombe-Huntington, J.; Tsao, S.; Tollis, S.; Bertomeu, T.; Culp, E.J.; Pallant, D.;
Cook, M.A.; et al. Imipridone Anticancer Compounds Ectopically Activate the ClpP Protease and Represent a New Scaffold for
Antibiotic Development. Genetics 2020, 214, 1103–1120. [CrossRef]

89. Eldomery, M.K.; Akdemir, Z.C.; Vögtle, F.-N.; Charng, W.-L.; Mulica, P.; Rosenfeld, J.A.; Gambin, T.; Gu, S.; Burrage, L.C.;
Al Shamsi, A.; et al. MIPEP recessive variants cause a syndrome of left ventricular non-compaction, hypotonia, and infantile
death. Genome Med. 2016, 8, 106. [CrossRef]

90. Nicolas, E.; Tricarico, R.; Savage, M.; Golemis, E.A.; Hall, M.J. Disease-Associated Genetic Variation in Human Mitochondrial
Protein Import. Am. J. Hum. Genet. 2019, 104, 784–801. [CrossRef]

91. Zhao, T.; Goedhart, C.; Pfeffer, G.; Greenway, S.C.; Lines, M.; Khan, A.; Innes, A.M.; Shutt, T.E. Skeletal Phenotypes Due to
Abnormalities in Mitochondrial Protein Homeostasis and Import. Int. J. Mol. Sci. 2020, 21, 8327. [CrossRef] [PubMed]

92. Wolf, M.T.F.; Hildebrandt, F. Nephronophthisis. Pediatr. Nephrol. 2010, 26, 181–194. [CrossRef] [PubMed]
93. Alizadeh, R.; Jamshidi, S.; Keramatipour, M.; Moeinian, P.; Hosseini, R.; Otukesh, H.; Talebi, S. Whole Exome Sequencing Reveals

a XPNPEP3 Novel Mutation Causing Nephronophthisis in a Pediatric Patient. Iran. Biomed. J. 2020, 24, 400–403. [CrossRef]
94. O’Toole, J.F.; Liu, Y.; Davis, E.; Westlake, C.J.; Attanasio, M.; Otto, E.; Seelow, D.; Nurnberg, G.; Becker, C.; Nuutinen, M.; et al.

Individuals with mutations in XPNPEP3, which encodes a mitochondrial protein, develop a nephronophthisis-like nephropathy.
J. Clin. Investig. 2010, 120, 791–802. [CrossRef] [PubMed]

95. Otto, E.; Ramaswami, G.; Janssen, S.; Chaki, M.; Allen, S.J.; Zhou, W.; Airik, R.; Hurd, T.W.; Ghosh, A.K.; Wolf, M.T.; et al. Mutation
analysis of 18 nephronophthisis associated ciliopathy disease genes using a DNA pooling and next generation sequencing strategy.
J. Med. Genet. 2010, 48, 105–116. [CrossRef]

96. Walle, L.V.; Lamkanfi, M.; Vandenabeele, P. The mitochondrial serine protease HtrA2/Omi: An overview. Cell Death Differ. 2008,
15, 453–460. [CrossRef] [PubMed]

97. Voos, W. Chaperone–protease networks in mitochondrial protein homeostasis. Biochim. Biophys. Acta 2013, 1833, 388–399.
[CrossRef] [PubMed]

98. Gray, C.W.; Ward, R.V.; Karran, E.; Turconi, S.; Rowles, A.; Viglienghi, D.; Southan, C.; Barton, A.; Fantom, K.G.; West, A.; et al.
Characterization of human HtrA2, a novel serine protease involved in the mammalian cellular stress response. J. Biol. Inorg. Chem.
2000, 267, 5699–5710. [CrossRef] [PubMed]

99. Kooistra, J.; Milojevic, J.; Melacini, G.; Ortega, J. A New Function of Human HtrA2 as an Amyloid-β Oligomerization Inhibitor.
J. Alzheimer’s Dis. 2009, 17, 281–294. [CrossRef]

100. Oláhová, M.; Thompson, K.; Hardy, S.A.; Barbosa, I.A.; Besse, A.; Anagnostou, M.-E.; White, K.; Davey, T.; Simpson,
M.A.; Champion, M.; et al. Pathogenic variants in HTRA2 cause an early-onset mitochondrial syndrome associated with 3-
methylglutaconic aciduria. J. Inherit. Metab. Dis. 2017, 40, 121–130. [CrossRef]

101. Wang, K.; Yuan, Y.; Liu, X.; Lau, W.B.; Zuo, L.; Wang, X.; Ma, L.; Jiao, K.; Shang, J.; Wang, W.; et al. Cardiac Specific Overexpression
of Mitochondrial Omi/HtrA2 Induces Myocardial Apoptosis and Cardiac Dysfunction. Sci. Rep. 2016, 6, 37927. [CrossRef]
[PubMed]

102. Gupta, R.C.; Singh-Gupta, V.; Sabbah, H.N. Abstract 278: Reduced HtrA2 Protein Levels in Mitochondria but Elevated Levels in
Cytosol of Left Ventricular Myocardium of Dogs with Chronic Heart Failure. Circ. Res. 2019, 125 (Suppl. 1), A278. [CrossRef]

103. Cupo, R.R.; Shorter, J. Skd3 (human ClpB) is a potent mitochondrial protein disaggregase that is inactivated by 3-methylglutaconic
aciduria-linked mutations. eLife 2020, 9, e55279. [CrossRef] [PubMed]

104. Mróz, D.; Wyszkowski, H.; Szablewski, T.; Zawieracz, K.; Dutkiewicz, R.; Bury, K.; Wortmann, S.B.; Wevers, R.A.; Ziętkiewicz,
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Giorgi, C.; et al. Mitochondrial Function and Dysfunction in Dilated Cardiomyopathy. Front. Cell Dev. Biol. 2021, 8, 1800.
[CrossRef]

130. Drake, J.C.; Yan, Z. Mitophagy in maintaining skeletal muscle mitochondrial proteostasis and metabolic health with ageing.
J. Physiol. 2017, 595, 6391–6399. [CrossRef]

131. Shires, S.E.; Gustafsson, Å.B. Mitophagy and heart failure. J. Mol. Med. 2015, 93, 253–262. [CrossRef] [PubMed]

http://doi.org/10.1016/j.ajhg.2014.12.013
http://doi.org/10.1016/j.ajhg.2014.12.020
http://www.ncbi.nlm.nih.gov/pubmed/25597511
http://doi.org/10.1136/jmedgenet-2014-102952
http://doi.org/10.1186/s12967-016-0930-9
http://doi.org/10.1177/0883073816650037
http://www.ncbi.nlm.nih.gov/pubmed/27229007
http://doi.org/10.1007/s10545-017-0057-z
http://www.ncbi.nlm.nih.gov/pubmed/28687938
http://doi.org/10.1016/j.clim.2016.02.008
http://www.ncbi.nlm.nih.gov/pubmed/26916670
http://doi.org/10.1517/14728222.2014.856417
http://doi.org/10.1186/s12974-016-0486-x
http://doi.org/10.1016/j.ajhg.2008.05.016
http://doi.org/10.1055/s-0036-1584564
http://doi.org/10.1086/339935
http://doi.org/10.1086/302776
http://doi.org/10.1113/jphysiol.2006.110890
http://www.ncbi.nlm.nih.gov/pubmed/23829104
http://doi.org/10.4103/0975-7406.124301
http://www.ncbi.nlm.nih.gov/pubmed/24459397
http://doi.org/10.1186/1747-5341-4-2
http://www.ncbi.nlm.nih.gov/pubmed/19146696
http://doi.org/10.4155/fso.15.63
http://www.ncbi.nlm.nih.gov/pubmed/28031915
http://www.ncbi.nlm.nih.gov/pubmed/24489990
http://doi.org/10.1016/S0301-472X(01)00749-4
http://doi.org/10.1016/j.abb.2004.12.023
http://www.ncbi.nlm.nih.gov/pubmed/15708373
http://doi.org/10.1016/0378-1119(94)00697-Q
http://doi.org/10.3389/fcell.2020.624216
http://doi.org/10.1113/JP274337
http://doi.org/10.1007/s00109-015-1254-6
http://www.ncbi.nlm.nih.gov/pubmed/25609139


Int. J. Mol. Sci. 2022, 23, 3353 19 of 19

132. Song, M.; Franco, A.; Fleischer, J.A.; Zhang, L.; Dorn, G.W. Abrogating Mitochondrial Dynamics in Mouse Hearts Accelerates
Mitochondrial Senescence. Cell Metab. 2017, 26, 872–883.e5. [CrossRef] [PubMed]

133. Bertero, E.; Maack, C. Metabolic remodelling in heart failure. Nat. Rev. Cardiol. 2018, 15, 457–470. [CrossRef] [PubMed]
134. Karwi, Q.G.; Uddin, G.M.; Ho, K.L.; Lopaschuk, G.D. Loss of Metabolic Flexibility in the Failing Heart. Front. Cardiovasc. Med.

2018, 5, 68. [CrossRef] [PubMed]
135. Christians, E.S.; Benjamin, I.J. Proteostasis and REDOX state in the heart. Am. J. Physiol. Heart Circ. Physiol. 2012, 302, H24–H37.

[CrossRef] [PubMed]
136. Zhang, G.; Wang, X.; Li, C.; Li, Q.; An, Y.A.; Luo, X.; Deng, Y.; Gillette, T.G.; Scherer, P.E.; Wang, Z.V. Integrated Stress Response

Couples Mitochondrial Protein Translation with Oxidative Stress Control. Circulation 2021, 144, 1500–1515. [CrossRef] [PubMed]
137. Wang, Y.T.; Im, Y.; McCall, M.N.; Huang, K.-T.; Haynes, C.M.; Nehrke, K.; Brookes, P.S. Cardioprotection by the mitochondrial

unfolded protein response requires ATF5. Am. J. Physiol. Heart Circ. Physiol. 2019, 317, H472–H478. [CrossRef]
138. Pena, S.; Sherman, T.; Brookes, P.; Nehrke, K. The Mitochondrial Unfolded Protein Response Protects against Anoxia in

Caenorhabditis elegans. PLoS ONE 2016, 11, e0159989. [CrossRef]
139. Moullan, N.; Mouchiroud, L.; Wang, X.; Ryu, D.; Williams, E.; Mottis, A.; Jovaisaite, V.; Frochaux, M.V.; Quiros, P.M.; Deplancke,

B.; et al. Tetracyclines Disturb Mitochondrial Function across Eukaryotic Models: A Call for Caution in Biomedical Research. Cell
Rep. 2015, 10, 1681–1691. [CrossRef]

140. Jobling, R.K.; Assoum, M.; Gakh, O.; Blaser, S.; Raiman, J.A.; Mignot, C.; Roze, E.; Durr, A.; Brice, A.; Lévy, N.; et al. PMPCAmuta-
tions cause abnormal mitochondrial protein processing in patients with non-progressive cerebellar ataxia. Brain 2015, 138 Pt 6,
1505–1517. [CrossRef]

141. Vögtle, F.-N.; Brändl, B.; Larson, A.; Pendziwiat, M.; Friederich, M.W.; White, S.M.; Basinger, A.; Kücükköse, C.; Muhle,
H.; Jähn, J.A.; et al. Mutations in PMPCB Encoding the Catalytic Subunit of the Mitochondrial Presequence Protease Cause
Neurodegeneration in Early Childhood. Am. J. Hum. Genet. 2018, 102, 557–573. [CrossRef] [PubMed]

142. Petek, E.; Windpassinger, C.; Vincent, J.B.; Cheung, J.; Boright, A.P.; Scherer, S.; Kroisel, P.M.; Wagner, K. Disruption of a Novel
Gene (IMMP2L) by a Breakpoint in 7q31 Associated with Tourette Syndrome. Am. J. Hum. Genet. 2001, 68, 848–858. [CrossRef]
[PubMed]

143. Kalousek, F.; Isaya, G.; Rosenberg, L. Rat liver mitochondrial intermediate peptidase (MIP): Purification and initial characterization.
EMBO J. 1992, 11, 2803–2809. [CrossRef] [PubMed]

144. Isaya, G.; Miklos, D.; Rollins, R.A. MIP1, a new yeast gene homologous to the rat mitochondrial intermediate peptidase gene, is
required for oxidative metabolism in Saccharomyces cerevisiae. Mol. Cell. Biol. 1994, 14, 5603–5616. [PubMed]

http://doi.org/10.1016/j.cmet.2017.09.023
http://www.ncbi.nlm.nih.gov/pubmed/29107503
http://doi.org/10.1038/s41569-018-0044-6
http://www.ncbi.nlm.nih.gov/pubmed/29915254
http://doi.org/10.3389/fcvm.2018.00068
http://www.ncbi.nlm.nih.gov/pubmed/29928647
http://doi.org/10.1152/ajpheart.00903.2011
http://www.ncbi.nlm.nih.gov/pubmed/22003057
http://doi.org/10.1161/CIRCULATIONAHA.120.053125
http://www.ncbi.nlm.nih.gov/pubmed/34583519
http://doi.org/10.1152/ajpheart.00244.2019
http://doi.org/10.1371/journal.pone.0159989
http://doi.org/10.1016/j.celrep.2015.02.034
http://doi.org/10.1093/brain/awv057
http://doi.org/10.1016/j.ajhg.2018.02.014
http://www.ncbi.nlm.nih.gov/pubmed/29576218
http://doi.org/10.1086/319523
http://www.ncbi.nlm.nih.gov/pubmed/11254443
http://doi.org/10.1002/j.1460-2075.1992.tb05347.x
http://www.ncbi.nlm.nih.gov/pubmed/1322290
http://www.ncbi.nlm.nih.gov/pubmed/8035833

	Introduction 
	Cardiomyopathy in Humans 
	Causes of Cardiomyopathy 
	Mitochondrial Encoded Proteins 
	Consequences of Disrupted Mitochondrial Proteostasis 

	Mitochondrial Protein Import 
	Presequence Pathway 
	Internal Targeting Signal Pathway 

	Mitochondrial Chaperones and Proteases 
	Consequences of Disrupted Mitochondrial Proteostasis 
	Diagnosing Mitochondrial Disease 
	Genes Linked to Mitochondrial Protein Import and Cardiomyopathy 
	DNAJC19 & DCMA 
	MAGMAS & SMDMDM 
	TIMM50 & MGCA9 

	Genes Linked to Mitochondrial Protein Processing and Cardiomyopathy 
	MIPEP & COXPD31 
	XPNPEP3 & NPHPL1 
	HTRA2 & MGCA8 

	Genes Linked to Mitochondrial Chaperone Activity and Cardiomyopathy 
	CLPB & MEGANN 
	HSP60 & Hypomyelinating Leukodystrophy 4 and Spastic Paraplegia 13 

	Cellular Responses to Abnormal Mitochondrial Proteostasis 
	Conclusions and Future Directions 
	References

