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Mitochondria are central power stations in the cell, which additionally serve as metabolic hubs for a plethora of
anabolic and catabolic processes. The sustained function of mitochondria requires the precisely controlled bio-
genesis and expression coordination of proteins that originate from the nuclear andmitochondrial genomes. Ac-
curacy of targeting, transport and assembly of mitochondrial proteins is also needed to avoid deleterious effects
on protein homeostasis in the cell. Checkpoints of mitochondrial protein transport can serve as signals that pro-
vide information about the functional status of the organelles. In this review, we summarize recent advances in
our understanding of mitochondrial protein transport and discuss examples that involve communication with
the nucleus and cytosol.

© 2016 The Authors. Published by Elsevier B.V. This is an open access article under the CC BY-NC-ND license
(http://creativecommons.org/licenses/by-nc-nd/4.0/).
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1. Introduction

Mitochondria are involved in a plethora of vital processes in the cell.
Apart from the generation of adenosine triphosphate (ATP), they serve
as a metabolic hub that interconnects various anabolic and catabolic
processes, including oxidative phosphorylation, the tricarboxylic acid
(TCA) cycle, the β-oxidation of fatty acids, and the steroidogenesis or
heme synthesis. The important metabolic role of mitochondria is
reflected by their involvement in multiple signaling pathways in the
cell, including calcium signaling and apoptosis. To fulfill these multiple
functions, mitochondria encompass a large proteome of roughly 1000
proteins [1,2]. Althoughmitochondria contain an autonomous genome,
the great majority of mitochondrial proteins are encoded in nuclear
DNA and translated in the cytoplasm. These precursor proteins are
imported into mitochondria by specialized machineries that decode
structural signals in the amino acid sequence of precursors to properly
distribute them into four mitochondrial compartments: outer mem-
brane (OM), intermembrane space (IMS), inner membrane (IM), and
matrix.

Multiple functions of mitochondria require feedback mechanisms to
reflect the functional status of mitochondria. For example, mitochondria
can send retrograde signals to the cytoplasm by modulating calcium sig-
naling, which depends on the mitochondrial electrochemical potential
(ΔΨ) across the IM. Reactive oxygen species (ROS) can also play a role
in retrograde signaling as a functional output of respiratory chain activity.
In this review, we focus on retrograde signaling that directly involves
mechanisms of protein transport into mitochondria. The necessity to
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import amajority ofmitochondrial proteome from the cytoplasmexposes
the organelle to a constant flux of precursors across their membranes,
which can be interrupted as a result ofmitochondrial dysfunction. Protein
import into mitochondria acts as a signaling pathway to reflect the func-
tional status of these organelles. We also discuss novel concepts of retro-
grade trafficking of mitochondrial proteins and signaling through factors
that are encoded in the mitochondrial genome.

2. Major protein import pathways to mitochondria

2.1. Translocase of the outer membrane as a common entry gate

The synthesis of mitochondrial proteins in the cytosol requires a
mechanism that can organize the transfer of precursor proteins across
the OM. All canonical import pathways require the presence of Tom40
protein, which constitutes a channel of the translocase of the outer
membrane (TOM) complex [3–6] (Fig. 1). Apart from the channel itself,
the TOM complex contains a number of receptor proteins, such as
Tom20, Tom22, and Tom70, that participate in recognition of the incom-
ing precursor proteins. Import through the TOM complex depends on
interactions between precursor proteins with receptor domains that
are exposed by subunits of the TOM complex. The receptors bind the
precursor with increasing affinity as it gradually translocates across
the OM [4,5,7]. In addition to the channel and receptors, the TOM com-
plex contains accessory subunits Tom5, Tom6, and Tom7 that are re-
sponsible for assembly and stability of the complex [4,5,8]. The TOM
complex contains three Tom40 subunits, but it can dynamically ex-
changewith a dimeric form,which is presumably an assembly interme-
diate [9]. Active TOM complexes are located in discrete subdomains of
the OM that are close to openings of cristae in the IM, known as cristae
junctions [10].
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Fig. 1. Protein transport pathways into mitochondria. Mitochondrial proteins are synthesized on the cytosolic ribosomes and delivered as precursor forms to the translocase of the outer
membrane (TOM), to be directed to their final mitochondrial destinations with assistance from specific sorting machineries. a) Precursors with α-helical transmembrane segments are
directed to the insertase of the mitochondrial outer membrane (MIM) for assembly. b) β-barrel precursors are transported to the sorting and assembly machinery (SAM) by the small
Tim chaperone proteins. c) Cysteine-rich precursor proteins are guided into the IMS via the mitochondrial intermembrane space assembly (MIA) pathway. d) Precursors with
cleavable N-terminal presequences are directed to the matrix and IM via TIM23. TIM23 is associated with the presequence translocase-associated motor (PAM) and transfers precursor
proteins into the matrix in an ATP-dependent manner. Upon delivery into the matrix, the presequences are recognized and cleaved by mitochondrial processing peptidase (MPP). e)
Hydrophobic precursors of carrier proteins with internal targeting signals are transported through the IMS by small TIM chaperone complexes that deliver precursors to the TIM22
complex. The membrane insertion via the TIM23 and TIM22 requires the electrochemical potential (ΔΨ) across the IM.
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Certain classes of precursor proteins have long been known to differ-
entially interact with the TOM complex. Precursor proteins that are
targeted to mitochondria by the cleavable mitochondrial targeting sig-
nal, called a presequence, are first recognized by Tom20 before they in-
teract with Tom22. Hydrophobic precursors of carrier proteins that
contain an integral targeting signal require the presence of the Tom70
receptor. On theirway through the channel of Tom40, both types of pro-
tein precursors interact with the pore, but the pattern of interacting res-
idues of Tom40 is different for the presequence and carrier precursors
[9,11].

Serving as the main entry gate for proteins, the TOM complex is a po-
tential target for cytosolic factors that regulate the import of precursor
proteins into mitochondria. In fact, the TOM complex contains around
30 phosphorylation sites, the majority of which localize to cytosolic do-
mains of receptor proteins [12]. In Saccharomyces cerevisiae, two cytosolic
kinases phosphorylate subunits of the TOM complex and apparently af-
fect the functions of the TOM complex in opposite ways. Casein kinase
2 (CK2) promotes the biogenesis of the TOMcomplexbyphosphorylating
the Tom22 precursor to control its import into the OM and promote the
assembly of Tom20 with the complex. Conversely, protein kinase A
(PKA) impairs the assembly of the TOM complex through phosphoryla-
tion of the Tom40 precursor to inhibit its import [13]. PKA also targets
the Tom70 receptor subunit and decreases the import of carrier precur-
sors under fermentative conditionswhen the demand for oxidative phos-
phorylation is reduced. In higher eukaryotes, the tethering of PKA to
mitochondria has been described, but its involvement in the regulation
of the TOM complex is unknown [14].

2.2. Biogenesis of outer membrane proteins

Integral proteins of the OM are incorporated into the membrane fol-
lowing several routes, depending on their topology. Many OM proteins,
known as signal-anchored proteins (e.g., Tom20 and Tom70), are an-
chored in the membrane by an N-terminal α-helix and expose the C-
terminal part to the cytosol. From a topological point of view, these pro-
teins do not require full translocation through the membrane. In yeast,
precursors of signal-anchoredproteins are imported by themitochondri-
al import (MIM) complex, which consists of Mim1 and Mim2 proteins
[15–19] (Fig. 1). An exceptional signal-anchored protein, OM45, reveals
an inverted topology in which the bulk of the protein mass is exposed
to the IMS [20,21]. In this case, the precursor first translocates through
the TOM complex into the IMS in a Tim23-dependent manner and
then assembles into the membrane with a help of the MIM complex.
The MIM complex also participates in the biogenesis of multispanning
proteins, such as Ugo1, but in this case the import of precursors also re-
quires the Tom70 receptor [22,23]. Another example of an OM
multispanning protein is Mcp3. Similar to OM45, Mcp3 first translocates
to the IMSwith the help of Tim23 before it is integrated to the OMby the
MIM complex [24]. In contrast to fungi, no orthologues of eitherMim1 or
Mim2 have been identified in metazoans to date; therefore, the mecha-
nism of the biogenesis of signal-anchored and multispanning proteins
remains elusive.

Many OM proteins are integrated into the membrane by a trans-
membrane domain that is located at the C-terminus, referred to as
tail-anchored (TA) proteins [4,25]. Among them are proteins (e.g., Mff,
Fis1 and members of the Bcl-2 family) that are directly involved in the
control of the functional state of mitochondria or of the mitochondrial
pathway of apoptosis as well as proteins that are involved in mitochon-
drial dynamics [26–28]. Some TA proteins participate in coordination of
mitochondriamotilitywith Ca2+ signals or organize signaling platforms
[29,30]. Several aspects of the biogenesis of TA proteins remain un-
known. In particular, targetingmitochondrial TA proteins to the OM re-
quires a specific mechanism that can differentiate them from TA
proteins that are targeted to the endoplasmic reticulum (ER) [31]. An
appropriate lipid composition of the OM appears to promote their
targeting; at least in the case of some mitochondrial TA proteins, this
is sufficient for their incorporation into the membrane [32,33]. The
proper localization of mitochondrial TA proteins is safeguarded by pro-
teolysis both before and after their insertion into the membrane
[34–36].

The OM is exceptional among other eukaryotic membranes because
it contains a conserved class of proteins that is characterized by a β-
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barrel fold, sharing ancestry with proteins of Gram-negative bacteria [3,
5,37]. In yeast, the biogenesis of β-barrel proteins requires the sorting
and assembly (SAM) complex (Fig. 1). It is composed of the β-barrel
protein Sam50, which integrates precursors into the membrane, and
subunits Sam35 and Sam37, which participate in substrate recognition
and complex stability. The precursors of β-barrel proteins cross the
OM using Tom40 channel. They are received in the IMS by small Tim
chaperones that prevent their aggregation and ascertain their safe pas-
sage to the SAM complex that incorporates the precursors into the
membrane [38,39]. The biogenesis of β-barrel proteins also depends
on Mic60 protein, a core subunit of the mitochondrial contact site and
cristae organizing system (MICOS) complex, which physically interacts
with the SAM complex [40]. The SAM complex also contains an accesso-
ry subunit, Mdm10, which might play a regulatory role. Apart from the
interactionwith the SAMcomplex,Mdm10 is involved inmitochondria-
ER contact sites that are defined in yeast by the ER-mitochondria en-
counter structure (ERMES) complex [41].

2.3. Mitochondrial intermembrane space import and assembly pathway

Small soluble proteins of the IMS are imported by themitochondrial
IMS import and assembly (MIA) pathway, which consists of two com-
ponents in yeast: Mia40 and Erv1 [42–47] (Fig. 1). In higher eukaryotes,
orthologues ofMIA components are known asMIA40/CHCHD4 and ALR,
respectively [47–53]. Canonical substrates of theMIA pathway are small
Tim chaperones (e.g., Tim9) and assembly factors of the respiratory
complexes (e.g., Cox17). They are characterized by conserved twin
Cx3C or Cx9C motifs. Substrates of the MIA pathway can translocate
through theOMvia channels formed by Tom40,which is not in complex
with other canonical subunits of TOM like Tom22 [54]. Interestingly a
similar route of entry to mitochondria has been proposed for another
protein destined to the IMS, apocytochrome c [55]. After translocation
through the Tom40 channel Mia40 interacts with precursor proteins
both by covalent disulfide bond with one of the cysteine residues of
Cx3C or Cx9C motifs and by non-covalent interactions [46,56–58]. Sub-
sequently, Mia40 introduces intermolecular disulfide bridges to trigger
the precursor folding [59,60]. Oxidative folding executed by the MIA
pathway prevents the leakage of mature proteins from the IMS. The
MIA pathway is linked to the respiratory chain by cytochrome c,
which via Erv1 that reoxidizes Mia40, receives electrons that are de-
rived from the oxidized substrate protein. Consequently, the efficiency
of theMIA pathway correlates with the functional state of the respirato-
ry chain [61–63]. Redox state of the MIA pathway is also regulated by
IMS glutathione pool, which is connected with the cytosol pool via
porins in the OM [64]. In addition to canonical IMS substrates, MIA par-
ticipates in the biogenesis of other proteins, such as the IM translocases
Tim17 and Tim22, DNA repair enzyme APE1, mitochondrial ribosome
subunit Mrp10 and IMS protease Atp23 [65–70]. In addition to its in-
volvement in the import of protein precursors MIA influences function-
ing of mitochondrial calcium uniporter (MCU) by the control of MICU1-
MICU2 heterodimer formation [71].

2.4. TIM23 pathway

The majority of mitochondrial precursors use the presequence
translocase of the inner membrane (TIM23) pathway for import and
sorting in mitochondria [5,6,72,73] (Fig. 1). These precursors share a
structural feature, known as the presequence, which consists of an am-
phipathic helix at the N-terminus that is formed by a stretch of 30-80
amino acids. Presequence-containing precursor proteins can be sorted
to either the matrix or the IM, depending on secondary signals down-
stream from the presequence. After at least partial translocation across
the OM, precursor proteins are recognized by the TIM23 translocase in
the IMS, and the positively charged presequence initiates electrophoret-
ic translocation through the IM that is promoted by ΔΨ. In the matrix,
the presequence is excised by mitochondrial processing peptidase
(MPP). Thus, mature proteins are shorter than their corresponding
precursors.

TIM23 is a multi-subunit complex that is localized in the IM. It has a
highly dynamic structure that adapts to different types of precursors
and reacts with conformational modifications to a changing environ-
ment. Precursors that contain solely the presequence are translocated
to the matrix through a mechanism that consumes energy. It requires
engagement of the presequence translocase-associated motor (PAM)
complex, which binds to the TIM23 complex and catalyzes the translo-
cation of the entire protein through TIM23 [6,74,75]. The key subunit of
the PAM complex, chaperone Hsp70, bindswith the precursor in cycles,
consequently promoting directional translocation through the TIM23
complex at the expense of ATP hydrolysis. The activity of the PAM com-
plex and its associationwith the TIM23 complex are regulated by acces-
sory subunits that, similar to Hsp70, can undergo cyclic binding to the
complex [5,6,72,76]. Tim44 is a subunit of the PAM complex that is pe-
ripherally associated with the TIM23 complex. Tim44 binds the incom-
ing protein precursor to coordinate its translocation and cyclic activity
of the PAM complex [77–79].

The second type of precursors contains a hydrophobic region down-
stream from the presequence, which can form a transmembrane do-
main. This domain, known as a “stop-transfer” signal, promotes the
lateral release of the protein from the TIM23 complex to the IM. For
this mode of TIM23 activity, the PAM complex is not required. Instead,
lateral sorting by the TIM23 complex requires the presence of Tim21
and Mgr2 [72,77,80–82].

Continuity of the IM is crucial for themaintenance ofΔΨ, a key attri-
bute of mitochondria. The TIM23 complex forms a large channel that is
capable of translocating long protein chains. An interesting line of inves-
tigation is determining themechanisms that control the permeability of
TIM23 and the influence that ΔΨ has on the complex. The TIM23 chan-
nel is kept sealed by interactions with Tim50 and becomes more prone
to opening in the presence of the presequence [83]. In the presence of
ΔΨ, the opening of the channel is regulated by interactions between
Tim23, Tim50, and the presequence. In addition opening of Tim23 chan-
nel depends on secondary structure of Tim17 that contains a disulfide
bond [69,70]. Fluctuations of ΔΨ promote large modifications of the
structure of the TIM23 complex. Disruptions ofΔΨ trigger structural re-
arrangements in the transmembrane domains of Tim23 and modify in-
teractions between Tim17 and Tim23 (i.e., core subunits of TIM23 that
form the channel) [84]. In summary, the TIM23 translocase is a dynamic
complex that is characterized by the architectural rearrangements in a
ΔΨ-dependent manner in response to precursor proteins.

2.5. TIM22 pathway

TIM22 translocase mediates the import and insertion of multi-pass
transmembrane proteins into the IM [3,85–88] (Fig. 1). The most promi-
nent substrates of TIM22 are mitochondrial metabolite carriers, such as
adenosine diphosphate ADP/ATP carriers, the phosphate carrier, and the
dicarboxylate carrier [89,90]. In addition to mitochondrial carriers, pro-
teins that are constituents of the IM translocases are also transported
via the TIM22 pathway, including Tim22 and two homologue proteins,
Tim17 and Tim23 [3,88]. In contrast to mitochondrial precursor proteins
with the cleavable presequence, carrier proteins contain several internal
import signals. Hydrophobic carrier precursors are prevented fromaggre-
gation or premature folding by cytosolic Hsp70 and Hsp90 chaperones
[91]. Once the precursors reach the TOM complex, they are recognized
by Tom70 and passed to the Tom40 channel in a process that requires
ATP. Transport from the TOM complex to the IM is facilitated by small
Tim chaperones that are located in the IMS. In yeast, the imported pro-
teins are associated with Tim9-Tim10 or Tim8-Tim13 and delivered to
TIM22 with the assistance of Tim9-Tim10-Tim12 [87]. In higher eukary-
otes, the biogenesis of precursors is facilitated by at least three different
complexes that are formed by TIMM8A, TIMM9, TIMM10A, TIMM10B
and TIMM13 [47,92–94]. Similar to precursors that are transported via
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the TIM23 pathway, carrier proteins requireΔΨ to be integrated into the
IM. Tim22 forms two functionally voltage-activated pores and the inser-
tion process ends when a properly membrane-inserted carrier is assem-
bled into the functional dimer [95]. In yeast, the core component of the
TIM22 complex is formed by the central pore-forming subunit Tim22 to-
gether with Tim54, Tim18, and Sdh3. Interestingly, Tim22 possesses sta-
bilizing intramolecular disulfide bonds, an evolutionary conserved
feature [66,70,96]. Tim54 has a receptor role, with its C-terminal domain
exposed to the IMS where it interacts with Tim9-Tim10-Tim12 via pe-
ripherally attached Tim12. Tim18 stabilizes TIM22 but does not directly
participate in protein integration into the IM. Interestingly, Tim18 is ho-
mologous to Sdh4, which is a membrane integral subunit of complex II
(succinate dehydrogenase) [97,98]. Within complex II, Sdh4 strongly in-
teracts with Sdh3, which has also been identified as a subunit of the
TIM22 complex where it interacts with Tim18. This finding suggests the
co-evolution of mitochondrial protein import machineries and respirato-
ry chain complexes. In contrast to other translocase complexes, TIM22 is
poorly conserved between yeast and metazoans as it shares only one
common core subunit Tim22. A recently discovered mammalian subunit
TIM29 shares no homology with yeast proteins [99,100].

3. Proteolysis and degradation of mitochondrial proteins

Mitochondrial proteolytic systems fall into two general classes: ATP-
dependent and -independent proteases [101–103]. ATP-dependent
proteases belong to the AAA+ superfamily and share a conserved olig-
omeric structurewith a ring-likeATPase domain and barrel-shaped pro-
teolytic chamber. Members of this class are present in the matrix
(e.g., CLPP and LONP1/Pim1) and IM (e.g., m-AAA and i-AAA, exposed
to thematrix and IMS, respectively). ATP-independent proteases belong
to various classes and are present in the matrix (e.g., MPP), IM
(e.g., HTRA2, IMS processing peptidase (IMP), OMA1/Oma1, and PARL/
Pcp1), and IMS (e.g., Atp23). Mitochondrial proteases are involved in
thematuration of proteins and quality control of misfolded or damaged
proteins.

3.1. Maturation of mitochondrial proteins

To acquire full functionality, many mitochondrial proteins require
additional steps of maturation that can involve proteolytic processing,
the introduction of prosthetic groups, and assembly into protein com-
plexes [102,104]. The majority of mitochondrial proteins contain a
cleavable presequence that needs to be removed from the mature pro-
tein by MPP upon arrival to thematrix. In some proteins, proteolysis by
MPP exposes destabilizing amino acids at the N-terminus according to
the “N-end rule”, which in yeast are consecutively excised by such pep-
tidases as Icp55 and Oct1 [105]. Similarly, proteins that are encoded by
mtDNA undergo limited proteolysis on the N-terminus by aminopepti-
dase Map1 to remove methionine. The presequence is degraded to
amino acids by the presequence peptidase Mop112.

The IMS has another class of proteins that require further proteolytic
processing. These proteins are imported via the TIM23 pathway and are
laterally sorted to the IM. To complete theirmaturation, they require ex-
cision of the transmembrane domain. Cleavage can be performedby dif-
ferent proteases, depending on the substrate protein. In yeast, the
processing of cytochrome b2 involves IMP, whereas other proteins
(e.g., Ccp1 and Mgm1) are processed by rhomboid protease Pcp1.
Some target proteins have a complex pattern of processing, such as
mammalian Mgm1 orthologue OPA1 [106–108]. OPA1, similar to
Mgm1, is engaged in the fusion of mitochondria, which is fine-tuned
by the balance between long (membrane) and short (soluble) forms
of OPA1. The processing of OPA1 is orchestrated by YME1L of the
AAA+ family and the metalloprotease OMA1, which differentially tar-
get various splicing isoforms of OPA1. Interestingly, both proteases are
engaged in the complex processing of OPA1 and undergo reciprocal
control to adequately tune the expression of different forms of OPA1
to the energetic state of the cell [109].

Several known mitochondrial proteins require processing before
they can be assembledwith destined complexes. In yeast theMgr2 sub-
unit of TIM23 translocase is targeted to mitochondria by a non-
canonical C-terminal sequence and integrated to the IM by two trans-
membrane domains [110]. The proper assembly of TIM23 translocase
requires excision of the C-terminal domain by IMP. Another example
is yeast mitochondrial ribosome subunit bL32m (previously known as
MrpL32 [111]), which is targeted tomitochondria by the N-terminal se-
quence excised the m-AAA protease upon import to the matrix [112].
The proteolytic maturation of MrpL32 is required for its proper integra-
tion into the mitochondrial ribosome.

3.2. Quality control of mitochondrial proteins

Protein turnover inmitochondria requires quality control systems to
degrade damagedormisfolded proteins. In contrast to the cytosol,mito-
chondria lack an autonomous system of conjugation-based protein deg-
radation, such as the ubiquitin-proteasome system (UPS), although
recent studies have reported the presence of ubiquitinated species in
the mitochondrial matrix [113]. Misfolded proteins or proteins that
fail to assemble into the destined complexes are recognized by AAA+
proteases. For example, pairs of small Tim chaperones form hetero-
oligomeric complexes that shepherd hydrophobic precursor proteins
on their way through the IMS.When the folding of one of the Tim chap-
erones is impaired, Yme1 protease (i.e., a yeast orthologue of human i-
AAA protease) degrades both partner proteins [114]. A similar mecha-
nism regulates the turnover of Ups1 and Ups2 proteins that are respon-
sible for the biogenesis of mitochondrial phospholipids [115]. In the
matrix, LONP1/Pim1 and m-AAA proteases have been implicated in
the clearance of misfolded, unassembled, and oxidatively damaged pro-
teins [116–118].

The proteasome degrades some mitochondrial proteins although
mitochondria do not contain the UPS. Since the large majority of mito-
chondrial proteins are produced in the cytosol, they can be subject to
proteasomal degradation. A fraction of newly synthesized MIA
pathway-dependent precursors is degraded in the cytosol before they
reach the IMS [119]. Similarly, defects in import trigger the accumula-
tion of precursors of the presequence import pathway in the cytosol
[120]. Activity of the UPS toward mitochondrial proteins is not limited
to degradation prior to their import. The turnover of some integral pro-
teins of the OM involves the UPS in a process that is known as
mitochondria-associated degradation (MAD) [121,122]. The degrada-
tion of membrane proteins by the UPS requires their extraction from
the OM, which is effectuated by a member of AAA+ family - Cdc48 in
yeast and p97/VCP in higher eukaryotes [123–125]. Cdc48/p97/VCP
also participates in the pathway of degradation of ER proteins, namely
the extraction of proteins from the ER lumen for degradation (ERAD)
pathway. Specificity toward mitochondrial proteins is controlled by
interacting partners of ATPase, which recognize ubiquitinated mem-
brane proteins [126]. Interestingly, theUPS is also involved in the degra-
dation of IMS proteins, which retrotranslocate to the cytosol. In yeast,
metabolic adaptation to fermentative growth conditions involves the
reduction and unfolding of small soluble proteins of the IMS. These pro-
teins are released to the cytosol through TOM and are degraded by the
proteasome [127].

4. Mitochondrial protein biogenesis in retrograde signaling

Mitochondrialfitness requires efficient coordination between nucle-
ar and mitochondrial genomes to avoid the accumulation of unassem-
bled precursor proteins and consequently proteotoxic stress. In the
course of evolution, several mechanisms developed that employ the
biogenesis and transport of mitochondrial proteins to propagate infor-
mation about mitochondrial fitness and proteostasis to the cytoplasm
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and nucleus. In this chapter, we discuss examples of retrograde signal-
ing frommitochondria that is involved in the preservation of functional
mitochondria.

4.1. Signaling proteotoxic stress in mitochondria: UPRmt

Mitochondria are subject to the constant flux of precursor proteins
that are encoded by nuclear DNA that need to reach mitochondria and
mature to properly sustain numerous mitochondrial functions. The accu-
mulation of misfolded or damaged proteins in mitochondria poses a
threat to mitochondrial proteostasis. The perturbation of protein biogen-
esis in mitochondria triggers a broad transcriptional program in the nu-
cleus, known as the mitochondrial unfolded protein response (UPRmt),
which was originally identified in mammalian cells and is conserved in
nematodes, flies, and mammals [128–130] (Fig. 2). Among proteins that
are upregulated during the UPRmt aremultiple mitochondrial chaperone
proteins that are responsible for protein synthesis and degradation and
counteract the deleterious effects of mitochondrial proteotoxic stress
[131,132]. The machinery that is involved in the UPRmt has been studied
intensively in nematodes (Fig. 2). In these animals, the UPRmt requires
the activity of two mitochondrial proteins: the matrix protease CLPP-1
and the ABC transporter of IM HAF-1 [133,134]. In isolatedmitochondria,
the degradation ofmatrix proteins by CLPP-1 leads to the accumulation of
peptides that are released frommitochondria byHAF-1. Both the protease
and the transporter are required for activation of theUPRmt. Consequent-
ly, downstream events are triggered by peptides outside mitochondria,
but the release of peptides has only been examined in organello. More-
over, unclear are which peptides are critical for activating downstream
factors of the UPRmt and whether there is any selectivity in this process.
Nematodes have at least two systems that receive information frommito-
chondria and control transcription in the nucleus [102]. ATFS-1 is a tran-
scription factor that presents a bimodal distribution in the cell. It
possesses two targeting sequences: the presequence that targets it to mi-
tochondria at the N-terminus and a nuclear localization signal at the C-
terminus [131]. Under basal conditions, the import to mitochondria pre-
vails, and ATFS-1 is rapidly degraded in the mitochondrial matrix by the
Lon protease. During mitochondrial stress, however, it translocates to
the nucleus where it binds to promoters of the regulated genes [135].
The mechanism that controls the differential localization of ATFS-1 is
Fig. 2. Themitochondrial unfolded protein response (UPRmt). UPRmt in C. elegans: Unfolded pro
released by the HAF-1 transporter in the IM. The activities of protease and transporter are neede
intomitochondria and degraded. However, duringmitochondrial stress, when the import efficie
promotes the transcription ofmitochondrial proteins. Additionalmechanism of UPRmt involves
stress. These proteins are involved in an epigenetic pathway of chromatin remodeling. UPRmt
CLPP peptidase and released via unknown pathway to the cytosol. Additional UPRmt me
translocation to the nucleus and activation of CHOP10, transcription factor that participates in
not fully understood. One proposal is that it depends on a general de-
crease in mitochondrial import that is induced by peptides that are re-
leased by HAF-1 [131]. This view is supported by the fact that induction
of the UPRmt by inhibiting mitochondrial import does not require the
presence of HAF-1 [136]. In the nucleus, ATFS-1 controls the expression
of multiple genes by both direct binding to regulatory elements in the
promoters and indirect interactions. Interestingly, ATFS-1 controls broad
adaptation of the cell to mitochondrial stress, in which it binds not only
to promoters of genes that are directly involved in the control of
proteotoxic stress in mitochondria but also enzymes of metabolic path-
ways, such as glycolysis and TCA. Transcriptomic analysis suggests that
ATFS-1 promotes glycolysis and represses the expression of TCA enzymes
and oxidative phosphorylation machinery (OXPHOS) proteins [135].

A second branch of the UPRmt involves DVE-1, UBL-5, and LIN-65,
which reside in the cytosol under basal conditions but can accumulate
in the nucleus during mitochondrial stress [133,137,138]. Similar to
ATFS-1, the exact mechanism of signaling between mitochondria and
these factors is unknown, but genetic interactions place DVE-1 down-
stream from CLPP-1. UBL-5 is considered to participate in the same
pathway because it coexists in a common complex with DVE-1. LIN-65
is required for the nuclear localization of DVE-1, but the nuclear locali-
zation of LIN-65 itself occurs partially independently from CLPP-1 activ-
ity. Recent studies show that DVE-1 and LIN-65 participate in the
reorganization of chromatin in the nucleus [138,139]. The execution of
the transcriptional response in the UPRmt requires specific rearrange-
ments in methylation patterns of histones, which lead to general con-
densation of the chromatin with separated low-density loci. DVE-1 co-
localizes with low-density chromatin in a LIN-65-dependent manner.
The human orthologue of DVE-1, SATB2, has been implicated in the
structural organization of active chromatin [140,141]. The UPRmt has
been proposed to trigger the rewiring of chromatin, characterized by
the focal stabilization of active chromatin that is controlled by DVE-1.
The epigenetic pathway, therefore, may prepare a structural framework
for the transcriptional factor ATFS-1, which regulates the activity of
downstream genes. This interpretation is supported by the fact that
ATFS-1 depletion does not inhibit the translocation of LIN-65 to the
nucleus.

Similar to nematodes, mammalian cells also activate specific tran-
scriptional programs in response to mitochondrial stress, including the
teins in themitochondrial matrix are processed by themitochondrial CLPP-1 protease and
d for the activation of UPRmt. UPRmt involves action of ATFS-1which is normally imported
ncy is reduced, ATFS-1 accumulates in the cytosol and translocases to the nucleuswhere it
cytosolic DVE-1, UBL-5 and LIN-65which translocate to the nucleus duringmitochondrial
in mammals: Unfolded proteins inside mitochondria are processed by the mitochondrial
chanisms may involve PRK and JNK kinases that phosphorylate c-Jun resulting in its
transcription of mitochondrial proteins.



Fig. 3. Consequences of defective protein import into mitochondria. Increased levels of
mistargeted precursor proteins in the cytosol trigger unfolded protein response
activated by mistargeting of proteins (UPRam) resulting in more efficient proteasomal
assembly and increased protein degradation. Mitochondria defective in protein import
signal to cytosolic translation causing its pausing.
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greater expression of mitochondrial chaperones and proteases [142]
(Fig. 2). Moreover, the involvement of mitochondrial proteases in com-
municating mitochondrial stress appears to be conserved, in which the
activity of matrix protease CLPP is required for the induction of the
UPRmt in some mammalian models [132]. Nevertheless, our under-
standing of the mammalian UPRmt is still elusive. For example, the in-
volvement of CLPP has been recently questioned in DARS2-defficient
mice, in which the expression of typical UPRmt markers occurred inde-
pendently from the presence of the protease [143]. Moreover, unclear is
the way in which mitochondria propagate information about such
stress. Some light is being shed by the types of experimental manipula-
tions that have been proven to successfully induce theUPRmt, including
protein aggregation in the matrix, the abolition of mitochondrial trans-
lation, and the impairment of protein import [132,144,145]. These trig-
gers should induce the accumulation ofmisfolded proteins in thematrix
either directly or indirectly by introducing an imbalance between pro-
teins that are encoded by nuclear and mitochondrial genomes, which
could be degraded by CLPP to produce signaling peptides. Recently the
transcription factor ATF5 was postulated to fulfill a similar role to
ATFS-1 in mammals as it displays a dual localization to mitochondria
and the nucleus and it regulates expression of several UPRmt-induced
genes [146]. Alternatively, transmission of stress signals to the nucleus
could depend on PKR and JNK kinases [147,148]. PKR is a kinase that
participates in the antiviral innate response, but currently unknown is
the way in which it is activated by mitochondrial stress. Interestingly,
the antiviral innate response requires a signalosome that is orchestrated
by the OM protein MAVS [149]. Both proteins have been implicated in
common signaling pathways. Therefore, a tempting speculation is that
MAVS may link PKR to intra-mitochondrial events. In this context, it is
intriguing that mtDNA stress that is elicited by TFAM depletion potenti-
ates the innate antiviral response [150].

The mechanisms that are responsible for activation of the transcrip-
tional program in the nucleus are far less understood in mammals than
in nematodes. PKR has been suggested to phosphorylate JNK2, which in
turn activates c-Jun, a subunit of AP-1 transcription factor [147,148]. The
activation of AP-1 is a first step in the transcriptional activation of
UPRmt genes because it induces the expression of a secondary tran-
scription factor, CHOP10. CHOP10-responsive elements are localized
to multiple genes that are involved in the UPRmt, such as HSP60 or
CLPP although it must be stressed these elements are not exclusive to
UPRmt induced genes and other factors may be required to specifically
activate this subset of genes [144,151]. Mammalian mitochondria ap-
pear to also possess alternative pathways of stress communication to
the nucleus that are CHOP10-independent and require ROS that are pro-
duced by dysfunctional mitochondria [152–154].

Apart from the nuclear transcriptional program, mitochondrial
stress also activates autonomous mitochondrial responses to restore
proteostasis [155]. These authors used chemical inhibition of mitochon-
drial chaperone TRAP1 and protease LONP1 to evaluate the global re-
sponse of the transcriptome and proteome to acute mitochondrial
proteotoxic stress. In addition to thewell-established activation ofmito-
chondrial chaperones, they observed a decrease in the expression of
MRPP3, a nuclease that is involved in the processing of pre-RNA in mi-
tochondria. Accordingly, pre-RNA processing and mitochondrial trans-
lation were attenuated following TRAP1 inhibition. The inhibition of
mitochondrial translation can serve as a protective mechanism to re-
store the balance between the mitochondrial proteome of nuclear and
mitochondrial origin. Similarly, in nematodes, the accumulation of
mtDNA-encoded transcripts during mitochondrial stress is prevented
by a direct association between ATFS-1 and mtDNA [135].

TheUPRmthas a prominent influence on the entire organism.One of
themost notable effects of mitochondrial stress is its influence on aging
in Caenorhabditis elegans. The induction of mitochondrial stress in the
early stage of nematode development increases the lifespan of the
adult animal [156]. The persistent characteristic of this phenomenon
suggests a sustained adaptive response of the organism. This view is
corroborated by a recent discovery that nuclear mechanisms of the
UPRmt involve the epigenetic orchestration of chromatin [138,139]. A
similar phenotype of an increased longevity can be also induced by ac-
tivation of mitophagy [157]. However, activation of the UPRmt can op-
pose mitophagy and by these means can promote the propagation of
deleterious copies of mtDNA [158].

4.2. Signaling mislocalization of mitochondrial proteins: UPRam

Recently, another aspect of mitochondrial signaling has been recog-
nized in yeast, which in contrast to UPRmt regulates proteostasis in the
cytoplasm [120,130,159]. Defective protein import to mitochondria
leads to cellular dysfunction and eventually cell death, demonstrated
by the fact that multiple subunits of mitochondrial translocases are es-
sential for life. Surprisingly, mild impairment in the samemitochondrial
import evokes a protective program referred to as unfolded protein re-
sponse activated by mistargeting of proteins (UPRam), which involves
activation of the proteasome [120] (Fig. 3). An increase inmitochondrial
precursor protein expression in the cytoplasm promotes the assembly
of the proteasome through Irc25 and Poc4, components of the protea-
some assembly chaperone complex (Fig. 3). UPRam can be induced by
either a general impairment of mitochondrial import via the MIA and
TIM23 pathways or the overexpression of mitochondrial precursor pro-
teins. The spectrum of proteasome activators appears to be rather
broad, in which precursors of matrix, IM, and IMS proteins are capable
of increasing proteasomal activity even if they lack sequences that tar-
get them to mitochondria. Regardless of the mechanism that triggers
the accumulation of precursor proteins in the cytoplasm, the propensity
of mislocalizedmitochondrial proteins to stimulate proteasomal activa-
tion raises the possibility of activating the protective program of UPRam
in the absence of general dysfunction of mitochondria. Although the
mechanistic aspects of this signaling pathway are still unclear, a tempt-
ing speculation is that UPRam may be triggered not only by proteins
that fail to be imported but also by peptides and proteins that escape
from mitochondria. This is particularly intriguing in context of soluble
proteins of the IMS that retrotranslocate to the cytosol due to reduction
and metabolic rewiring of mitochondria in yeast [127].

The presence of UPRam in higher eukaryotes has not been verified,
but proteasomal activation appears to be involved in the response to
some types of mitochondrial proteotoxic stresses in mammalian cells
[152]. Moreover, some responses to mitochondrial proteotoxic stress
can occur independently from the UPRmt. For example, HAF-1 in
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C. elegans is not required for chaperone expression that is induced by
impairing TIM23-dependent mitochondrial import [131,136].

Defects in mitochondria are accompanied by the inhibition of cyto-
solic translation [120,130,159] (Fig. 3). In contrast to proteasomal acti-
vation, a decrease in translation occurs independently from the
accumulation of mitochondrial precursor proteins in the cytoplasm
and likely requires another yet unknown pathway of stress signaling
frommitochondria. The attenuation of translation is elicited by the sta-
bilization of Nog2, which prevents export of the 60S ribosome subunit
from the nucleus, resulting in a lower number of active 80S ribosomes
and polysomes. Together with an increase in proteasomal activity, this
mechanism diminishes protein load in mitochondria and promotes
proteostasis.

The attenuation of translation is beneficial and it may even ex-
tend the life span of organisms [160]. For example, a reduction of cy-
tosolic translation increases longevity in nematodes and preserves
mitochondria from degeneration [160–162]. A general attenuation
of translation is accompanied by the selective translation of specific
mRNAs that are involved in the stress response [163]. Such a mech-
anism enables the cell to concentrate its efforts on proteins that are
essential for supporting cell survival. A similar phenomenon, induc-
tion of a specific translational program, may accompany dysfunction
of mitochondria.

4.3. Induction of mitophagy by Parkin/PINK1

Mitochondria-specific autophagy, also known as mitophagy, serves
as a quality control mechanism that removes damaged mitochondria
from the cell [164–166]. In higher eukaryotes, the key proteins that con-
stitutemitochondrial quality control inmitophagy are themitochondrial
kinase PINK1 and cytosolic E3 ubiquitin ligase Parkin. Mutations in these
genes lead to early-onset Parkinson's disease [167]. Under normal,
steady-state conditions, PINK1 is almost undetectable in cells as it un-
dergoes mitochondrial processing, which finally leads to degradation
via the proteasome. The PINK1 precursor, via its N-terminal signal se-
quence, is targeted to the TOM complex and then to the TIM23
translocase where it is cleaved by MPP and PARL [168,169]. The N-
terminally processed form of PINK1 does not accumulate in mitochon-
dria and undergoes degradation in the cytosol by the proteasome [168,
Fig. 4.PINK1/Parkinmediatedmitophagy. a) In healthymitochondrion full-length PINK1 is impo
theMPP and PARL proteases. This two-step processing generates a N-terminal cleaved form of P
the IM is inhibited and PINK1 accumulates at the outermitochondrial membrane (OM). TOMM7
then phosphorylates both Parkin and ubiquitin (Ub) linked to OM proteins, providing and amp
170] (Fig. 4a). With no PINK1 present, Parkin remains inactive in the cy-
tosol, and mitophagy is repressed in cells with functional mitochondria.
However, when ΔΨ is disrupted by mitochondria-depolarizing agents,
OXPHOS inhibitors, or environmental stresses, PINK1 processing by
PARL is blocked, causing the accumulation of uncleaved PINK1 at the
OM [171,172]. This recruits Parkin and eventually leads to the elimina-
tion of dysfunctional mitochondria via mitophagy.

Interestingly, a small subunit of the TOM complex, TOMM7, has been
shown to be essential for stabilizing PINK1 on the outer mitochondrial
membrane following mitochondrial depolarization [173]. Significantly
less endogenous PINK1 accumulates followingmitochondrial depolariza-
tion in TOMM7 knockdown cells. Additionally, when ΔΨwas dissipated,
radiolabeled PINK1 that was imported in vitro into TOMM7 knockoutmi-
tochondria failed to associate with the TOM complex. At the same time,
the import of proteins into the matrix was unaffected by TOMM7 knock-
down. This indicates that rather than the generalized protein import the
function of TOMM7 may be more specific to catch and trap PINK1 and
possibly other proteins. The loss of ΔΨ has been known as a common
mechanism through which different mitochondrial stresses induce
PINK1 accumulation. However, recently unfolded proteins that are
present in the matrix as a result of LONP1 protease deletion have also
been shown to stabilize PINK1 on energetically healthy mitochondria
[174]. LONP1 protease is known to be involved in the degradation of
misfolded proteins, but the mechanism by which this protein stabilizes
PINK1 without depolarizing the IM is still unknown. The authors postu-
lated that the accumulation of unfolded proteins in mitochondria can
act as a physiological trigger of mitophagy.

PINK1 promotes Parkin E3 ligase activity and the subsequent recruit-
ment tomitochondria through a dual regulatorymechanism: (i) it phos-
phorylates Parkin at Ser65 in the N-terminal ubiquitin-like (UBL)
domain [175–178], and (ii) PINK1 phosphorylates conserved Ser65 in
ubiquitin [179–181] (Fig. 4b). This dual phosphorylation of Parkin at
Ser65 and ubiquitin at Ser65 yields maximal Parkin activity. Phospho-
ubiquitin has been shown to bind to Parkin to activate its ligase activity
by releasing Parkin's autoinhibitory domain,which exposes the ubiquitin
ligase active site and allows the ubiquitination of mitochondrial proteins
[182,183]. Once Parkin is recruited to the mitochondria, it dramatically
alters the ubiquitination status of the mitochondrial proteome, which
appears to trigger the recruitment of autophagy-related proteins to
rted via TOMcomplex to the innermitochondrialmembrane (IM)where it is processed by
INK1which is degraded by the proteasome. b) In depolarizedmitochondria, the import to
is necessary for PINK1 stabilization aftermitochondrial depolarization. PINK1 recruits and
lifying the signal for mitophagy.
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mitochondria and activate autophagosome assembly [184–186]
(Fig. 4b). A recent study by Richard Youle's group proposed a novel
model in which PINK1 can induce mitophagy even in the absence of
Parkin, which acts only to amplify the mitophagy signal [187]. In this
model PINK1-generated phospho-ubiquitin plays a primary role in
mitophagy by the recruitment of mitochondrial primary autophagy re-
ceptors (i.e., NDP52 and optineurin). More recently, optineurin has
been shown to be phosphorylated by Tank-binding kinase 1 (TBK1),
which then promotes ubiquitin chain binding and efficient PINK1-
driven and Parkin-independent mitophagy [188,189].

Parkin and PINK1 are undoubtedly central proteins that are involved
in mitophagy clearance, and recent genome-wide RNAi screens have
also identified several other important PINK1 and Parkin regulators.
Among these, sterol regulatory element binding protein 1 (SREBF1)-de-
pendent lipid synthesis may be a key factor in PINK1 OM stabilization
[190]. However, further work is needed to clarify the ways in which al-
terations in the lipidome alter PINK1 dynamics. Accumulating evidence
suggests that the roles of PINK1 and Parkin in the cell are certainly not
restricted to protein turnover during mitophagy. For example, PINK1
and Parkin may control mitochondrion quality in response to oxidative
stress by modulating the biogenesis of mitochondrial-derived vesicles
(MDVs) that bud off mitochondria and are targeted to the lysosomes
[191]. Interestingly, PINK1 and Parkin have also been shown to play
roles in selective cell death, in which damaged mitochondria are
retained, independent of mitophagy [192].

5. Nuclear-mitochondrial dual localization of proteins

Somemitochondrial proteinsmay localize to other compartments of
the cell. One of the best described examples of this phenomenon is yeast
fumarase, which is present in the mitochondria, cytosol and nucleus,
where it participates in DNA repair [193]. Similarly, in metazoans
Fig. 5. Nuclear-mitochondrial dual localization of proteins and mitochondrial-derived
peptides (MDPs). PDC (pyruvate dehydrogenase complex), COQ7 (Coenzyme Q
biosynthesis protein 7) and CHCHD2 predominantly localize to mitochondria are also
implicated in the control of the transcription in the nucleus. PDC in the mitochondrial
matrix catalyzes transition of pyruvate to acetyl-CoA whereas in the nucleus participates
in acetylation of histones. Potentially PDC may be delivered to the nucleus via vesicular
pathway analogical to mitochondrial-derived vesicles (MDVs). COQ7 participates in the
ubiquinone biosynthetic pathway in the mitochondrion however, a small pool
translocates to the nucleus in response to the production of ROS by mitochondria.
CHCHD2 in the mitochondria directly binds to the cytochrome c oxidase complex
regulating its activity. Upon the transport to the nucleus which is stimulated by induction
of apoptosis with UV or reduction of oxygen concentration CHCHD2 orchestrates
expression of COX4i2 gene. Tumor suppressor protein p53 in addition to nuclear functions
localizes to mitochondria where participates in the repair of mtDNA.
many enzymes that are involved in DNA maintenance, such as TIN2,
TERT, RECQL4 and APE1, have bimodalmito-nuclear localization to sup-
port the stability of nuclear and mitochondrial genomes (discussed in
[194]). The bimodal localization of other proteins serves as a signal to
modify transcriptional programs in the nucleus. In this review, we
focus on one recently described mitochondrial complex and three pro-
teins that have been implicated in the control of transcription in the nu-
cleus (Fig. 5).
5.1. Pyruvate dehydrogenase complex

Thepyruvate dehydrogenase complex (PDC) is ametabolicmitochon-
drial complex that is localized to thematrix and catalyzes the transition of
pyruvate to acetyl-CoA in the process of pyruvate decarboxylation
(Fig. 5). Structurally, PDC is composed of six types of proteins with differ-
ent enzymatic activities, forming a large multisubunit complex that
reaches a mass of 9 MDa [195]. A recent report described the accumula-
tion of PDC in the nucleus in the S-phase of the cell cycle where it partic-
ipated in histone acetylation [196]. Intriguingly, the authors suggested
synchronized translocation of the complex from the matrix to the nucle-
us. Thiswas corroborated by the fact that PDC subunits thatwere found in
the nucleus were devoid of presequences, suggesting that the proteins
interacted with MPP prior to nuclear translocation. Moreover, the
accumulation of PDC in the nucleus did not involve de novo-synthesized
proteins, indicated by its resistance to the translation inhibitor cyclohexi-
mide. The possibility of the export of PDC frommitochondria is challeng-
ing because translocases that are located in the IM require unfolded
substrates and transfer proteins unidirectionally. Alternatively, the PDC
may leave mitochondria using a vesicular pathway that is analogous to
MDVs [197]. In fact, MDVs can carry matrix material, and the presence
of PDC subunits in MDVs was previously reported [191,198]. MDVs can
segregate their cargo to peroxisomes or lysosomes, and this pathway
has been recently implicated in the delivery of mitochondrial antigens
to MHC Class I [199]. The assumption that an analogous pathway directs
the PDC to the nucleus is highly speculative, although the involvement
of endosomes in protein delivery to the nucleus has been recently de-
scribed [200].
5.2. COQ7

COQ7 is a conserved enzyme of the ubiquinone synthesis pathway,
which contains a cleavable presequence that targets it to the matrix
[201]. It is conserved between nematodes and mammals, and it has
been implicated in the control of the lifespan in these two groups [202,
203]. The parallel nuclear localization of COQ7 and CLK-1 (i.e., a nema-
tode orthologue) has been recently characterized [204] (Fig. 5). In this
case, themechanism of nuclear accumulation does not involve initial im-
port to mitochondria because nuclear forms of COQ7 and CLK-1 are lon-
ger than their mitochondrial counterparts, suggesting the lack of MPP
processing. The sequence, which targets mouse COQ7 to the nucleus,
was identified upstream from the MPP cleavage site. Under basal condi-
tions, nuclear andmitochondrial import may compete for the full-length
protein, and the final balance depends on the effectiveness of both pro-
cesses. Following oxidative stress, nuclear localization prevails, which
can be a derivative of impairments in mitochondrial import pathways
byROS. In the nucleus, COQ7binds to chromatin and changes the expres-
sion patterns of several genes that are related to mechanisms of defense
against ROS (Fig. 5). Intriguingly, it has a negative effect on the expres-
sion of genes that participate in the UPRmt [204]. This effect could ex-
plain the increased longevity phenotype in worms and mice that lack
CLK-1/COQ7 because the mechanisms of the UPRmt should be upregu-
lated in this genetic background. The dependence of CLK-1/COQ7 locali-
zation on oxidative stress also suggests that it can participate in crosstalk
between ROS and the UPRmt.
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5.3. CHCHD2

CHCHD2 is a human orthologue of yeast Mix17 and is implicated in
the regulation of oxidative phosphorylation and apoptosis [205,206].
Similar to its yeast orthologue, CHCHD2 contains a conserved twin
Cx9Cmotif and is imported by theMIA pathway, indicated by the block-
ade of its accumulation inmitochondria by the ALR inhibitorMitoBlock6
[52,207]. Moreover, CHCHD2 contains a predicted signal sequence, and
rare variants of this sequence are associated with Parkinson's disease
[208]. The function of CHCHD2 in mitochondria is connected to the cy-
tochrome c oxidase complex through direct binding and regulating its
activity. Intriguingly, CHCHD2 also displays nuclear activity as a tran-
scription factor, regulating the expression of a tissue-specific isoform
of COX4i2 that is prevalently expressed in the lungs [209] (Fig. 5). To-
gether with two other transcription factors (i.e., RBPJ and CXXC5), it or-
chestrates the expression of COX4i2 via interactions with a regulatory
element in its promoter in response to oxygen concentration. The activ-
ity of the promoter and presence of CHCHD2 in the nucleus increase in
response to reduction of oxygen concentration (from 20% to 4%). The
translocation of CHCHD2 to thenucleus can also be stimulated by the in-
duction of apoptosis by ultraviolet light, although its activity as a tran-
scription factor in this case has not been verified [206]. A tempting
speculation is that the concentration of oxygen, which is a final acceptor
of electrons that are delivered by the MIA pathway, can control the dis-
tribution of CHCHD2 in the cell and consequentlymodify the expression
of COX4i2 in specific tissues.

5.4. p53

p53 is a tumor suppressor, which acts as a transcription factor that is
involved in the control of cell cycle and genome integrity and is one of
the most frequent targets for mutations in cancer-related malignancies.
One of the most prominent roles of p53 is induction of cell cycle arrest
in response to various cellular stresses. Oxidative stress, UV irradiation
and other noxious stimuli lead to accumulation of p53 in the nucleus
and transcriptional induction of p21, which triggers cell cycle arrest via
interactions with cyclins giving the cell an opportunity to repair DNA
[210]. Unsuccessful DNA repair leads to the programmed cell death, in
which p53 participates as an activator of OM permeabilization via its in-
teractions with Bcl2 family proteins. A recent report demonstrated that
p53 is present in the mitochondrial matrix where it supports mtDNA in-
tegrity [211,212]. Import of p53 is supported by theMIApathway but the
machinery, which drives translocation of p53 across the IM, is not
known. In this respectmitochondrial import of p53 resembles biogenesis
of APE1 in mitochondria, which also participates in DNAmaintenance in
the nucleus and mitochondria [68]. Interestingly, the transcriptional ac-
tivity of p53 is controlled by MIA40, which limits its translocation to
the nucleus upon induction of oxidative stress. Similar to CHCHD2 trans-
location, the MIA pathway may compete for p53 and thereby regulate
the nuclear activity of the transcription factor (Fig. 5). Interestingly, the
overexpression ofMIA40 positively correlates with the severity of sever-
al tumors [213]. It is tempting to speculate that the MIA pathway may
regulate the localization of p53 in cancer cells to abolish its control
over the integrity of nuclear DNA.

6. Mitochondrial-derived peptides

An interesting trait of the UPRmt in C. elegans is the cell-non-
autonomous characteristic of adaptations. Proteotoxic stress that is elicit-
ed in a single tissue in awormcan induce theUPRmt in another tissue and
extend the lifespan of the organism as awhole [214]. This discovery led to
the concept of a “mitokine” (i.e., an extracellular signal that can be deliv-
ered to different parts of the body to synchronize the response to stress).
The mitokine theory has received support from recent experiments in
mammals, which identified mitochondrial-derived peptides (MDPs).
MDPs are peptides that are encoded in the mitochondrial genome by
short open reading frames (ORFs) that are located in genes for 12S and
16S rRNA [215]. To date, several sequences of MDPs have been identified,
including humanin, small humanin-like peptides, and the mitochondrial
ORF within the 12S rRNA c (MOTS-c), which vary in length from 16 to
38 amino acids [215]. The main concern regarding the mitochondrial or-
igin of MDPs is a process known as nuclear mitochondrial DNA transfer
(NUMT). Over millions of years of co-evolution, NUMT resulted in the
presence of MDP paralogs in the nuclear genome. In some cases, it is dif-
ficult to verify whether a certain peptide is translated fromnuclear ormi-
tochondrial mRNA or at the mitochondrial or cytosolic ribosomes. The
location of MDP translation appears to be peptide-specific. For example,
rat humanin is translated by mitochondrial ribosomes, whereas human
MOTS-c undergoes translation in the cytosol [216,217]. The mechanisms
that participate in the export of peptides and/or mRNA that encode
MDPs are unknown. MDPs are relatively short, with an average mass in
the range of 2000-3000 Da, which is slightly more than the size of pep-
tides that are released from yeast mitochondria by the ABC transporter
Mdl1 [116]. This suggests a specialized export pathway. Similarly, the re-
lease of RNA frommitochondria was also described, although themecha-
nisms that underlie this phenomenon are still unknown [218,219].

Regardless of the exact mechanism of MDP biogenesis, these pep-
tides appear to have a profound effect on the cell and entire organism.
For example, humanin exerts cytoprotective effects in numerous
models of pathological conditions, both in cultured cells and in living
animals [220]. MDPs can be released from the cell to the plasma and
function as paracrine or endocrine factors. Interestingly, the plasma
levels of humanin correlate with the physiological state of the organism
and can decrease during aging of humans and mice.

A recent report by Lee at al. demonstrated a comprehensive ap-
proach to characterize the influence of MOTS-c onmetabolic homeosta-
sis at the cellular and organismal levels [216]. In cultured cells, MOTS-c
inhibited the methionine-folate cycle, which led to the accumulation of
5-aminoimidazole-4-carboxamide ribonucleotide and activation of
adenosine monophosphate-activated protein kinase signaling. Conse-
quently, glucose metabolism was shifted to glycolysis and the pentose
phosphate pathway. Thesemodifications had a prominent effect on glu-
cose homeostasis at the organismal level. Repeated intraperitoneal ad-
ministration of MOTS-c in mice resulted in an increase in insulin
sensitivity in skeletal muscles, which prevented the development of
the deleterious consequences of high-fat-diet intake, such as obesity
and insulin resistance [216].

MDPs meet the criteria of a “mitokine” because their biogenesis is
linked tomitochondria, and they have a paracrine and endocrine impact
on the whole organism. MPDs could function as a feedback signal from
actively transcribing mitochondria to synchronize metabolism at the
systemic level.
7. Conclusions and perspectives

Mitochondria are vital component of the eukaryotic cell and their role
in cellular signaling is well established. In this review we focus on the
specific aspect of mitochondrial retrograde signaling, which involves
themechanisms ofmitochondrial protein biogenesis. Our understanding
of these processes improved substantially over the recent years. The
spectrum of programs, which mitochondria can activate, ranges from
organellar to global rearrangements of metabolism on the organismal
level. This apparent complexity raises a question about hierarchy and co-
ordination between variousmodes ofmitochondrial signaling. For exam-
ple, mitophagy and UPRam respond to such closely correlated triggers
like invalid protein import and accumulation of mitochondrial precur-
sors in the cytosol. Similarly, accumulation of unfolded proteins in the
mitochondrial matrix activates UPRmt and mitophagy. It is intriguing
to which extent these mechanisms overlap in terms of triggers and out-
puts, and how efficiently they can be manipulated. These questions may
have long-awaited practical implications given a longevity phenotype of
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animals, inwhich amildmitochondrial dysfunction activates homeostat-
ic mechanisms.

Another interesting question is the role of bimodal localization of
mitochondrial proteins, which according to the estimates from yeast
may concern a significant fraction of mitochondrial proteome [221].
Our understanding of these processes is still rudimental. Most likely,
the translocation of these proteins involve non-canonical pathways. Fu-
ture studies may reveal novel mechanisms, which allow facultative lo-
calization in or out of mitochondria.

Mitochondrial retrograde signalingmay involve peptides encoded in
the mtDNA. The concept of mitochondrialy encoded factors, which
eventually act as endocrine regulators, is fascinating and opens a new
field of possible regulatorymechanisms at the organismal level. Howev-
er, it needs to be said that there is nomechanistic model to explain how
transcripts or peptides leave mitochondria so far and without this criti-
cal step the mitochondrial origin of MOTS-c or humanin may be
questioned.

We would like to conclude with a notion that mechanisms of mito-
chondrial biogenesis, once thoroughly characterized in yeast, do not
stop to surprise and to bring thrilling developments, which hopefully
will improve the understanding of ourselves.

Conflict of interest

The authors declare no conflict of interest or any commercial
associations.

Transparency document

The Transparency Document associated with this article can be
found, in online version.

Acknowledgements

Publication financed from the Ministerial funds for science within
Ideas Plus program 000263 in 2014-2017 and from the funds of Nation-
al Science Centre, Poland, within the projects 2015/18/A/NZ1/00025,
2015/19/B/NZ3/03272 and 2016/20/S/NZ1/00423.

References

[1] V.K. Mootha, J. Bunkenborg, J.V. Olsen, M. Hjerrild, J.R. Wisniewski, E. Stahl, M.S. Bolouri,
H.N. Ray, S. Sihag, M. Kamal, N. Patterson, E.S. Lander, M. Mann, Integrated analysis of
protein composition, tissue diversity, and gene regulation in mouse mitochondria, Cell
115 (2003) 629–640.

[2] A. Sickmann, J. Reinders, Y. Wagner, C. Joppich, R. Zahedi, H.E. Meyer, B. Schonfisch, I.
Perschil, A. Chacinska, B. Guiard, P. Rehling, N. Pfanner, C. Meisinger, The proteome of
Saccharomyces cerevisiae mitochondria, Proc. Natl. Acad. Sci. U. S. A. 100 (2003)
13207–13212.

[3] W. Neupert, J.M. Herrmann, Translocation of proteins into mitochondria, Annu. Rev.
Biochem. 76 (2007) 723–749.

[4] T. Endo, K. Yamano, Transport of proteins across or into the mitochondrial outer mem-
brane, Biochim. Biophys. Acta 1803 (2010) 706–714.

[5] O. Schmidt, N. Pfanner, C. Meisinger, Mitochondrial protein import: from proteomics to
functional mechanisms, Nat. Rev. Mol. Cell Biol. 11 (2010) 655–667.

[6] C. Schulz, A. Schendzielorz, P. Rehling, Unlocking the presequence import pathway,
Trends Cell Biol. 25 (2015) 265–275.

[7] H. Yamamoto, N. Itoh, S. Kawano, Y. Yatsukawa, T. Momose, T. Makio, M. Matsunaga, M.
Yokota, M. Esaki, T. Shodai, D. Kohda, A.E. Hobbs, R.E. Jensen, T. Endo, Dual role of the re-
ceptor Tom20 in specificity and efficiency of protein import intomitochondria, Proc. Natl.
Acad. Sci. U. S. A. 108 (2011) 91–96.

[8] A. Honlinger, U. Bomer, A. Alconada, C. Eckerskorn, F. Lottspeich, K. Dietmeier, N. Pfanner,
Tom7 modulates the dynamics of the mitochondrial outer membrane translocase and
plays a pathway-related role in protein import, EMBO J. 15 (1996) 2125–2137.

[9] T. Shiota, K. Imai, J. Qiu, V.L. Hewitt, K. Tan, H.H. Shen, N. Sakiyama, Y. Fukasawa, S. Hayat,
M. Kamiya, A. Elofsson, K. Tomii, P. Horton, N. Wiedemann, N. Pfanner, T. Lithgow, T.
Endo, Molecular architecture of the active mitochondrial protein gate, Science 349
(2015) 1544–1548.

[10] V.A. Gold, R. Ieva, A. Walter, N. Pfanner, M. van der Laan, W. Kuhlbrandt, Visualizing ac-
tive membrane protein complexes by electron cryotomography, Nat. Commun. 5 (2014)
4129.

[11] J. Melin, C. Schulz, L. Wrobel, O. Bernhard, A. Chacinska, O. Jahn, B. Schmidt, P. Rehling,
Presequence recognition by the tom40 channel contributes to precursor translocation
into the mitochondrial matrix, Mol. Cell. Biol. 34 (2014) 3473–3485.
[12] O. Schmidt, A.B. Harbauer, S. Rao, B. Eyrich, R.P. Zahedi, D. Stojanovski, B. Schonfisch, B.
Guiard, A. Sickmann, N. Pfanner, C. Meisinger, Regulation of mitochondrial protein im-
port by cytosolic kinases, Cell 144 (2011) 227–239.

[13] S. Rao, O. Schmidt, A.B. Harbauer, B. Schonfisch, B. Guiard, N. Pfanner, C. Meisinger, Bio-
genesis of the preprotein translocase of the outer mitochondrial membrane: protein ki-
nase A phosphorylates the precursor of Tom40 and impairs its import, Mol. Biol. Cell
23 (2012) 1618–1627.

[14] A. Carlucci, L. Lignitto, A. Feliciello, Control of mitochondria dynamics and oxidative
metabolism by cAMP, AKAPs and the proteasome, Trends Cell Biol. 18 (2008)
604–613.

[15] T. Becker, S. Pfannschmidt, B. Guiard, D. Stojanovski, D. Milenkovic, S. Kutik, N. Pfanner, C.
Meisinger, N. Wiedemann, Biogenesis of the mitochondrial TOM complex: Mim1 pro-
motes insertion and assembly of signal-anchored receptors, J. Biol. Chem. 283 (2008)
120–127.

[16] J.M. Hulett, F. Lueder, N.C. Chan, A.J. Perry, P. Wolynec, V.A. Likic, P.R. Gooley, T. Lithgow,
The transmembrane segment of Tom20 is recognized by Mim1 for docking to the mito-
chondrial TOM complex, J. Mol. Biol. 376 (2008) 694–704.

[17] J. Popov-Celeketic, T. Waizenegger, D. Rapaport, Mim1 functions in an oligomeric form to
facilitate the integration of Tom20 into the mitochondrial outer membrane, J. Mol. Biol.
376 (2008) 671–680.

[18] K.S. Dimmer, D. Papic, B. Schumann, D. Sperl, K. Krumpe, D.M. Walther, D. Rapaport, A
crucial role for Mim2 in the biogenesis of mitochondrial outer membrane proteins, J.
Cell Sci. 125 (2012) 3464–3473.

[19] M. Bohnert, N. Pfanner, M. van der Laan, Mitochondrial machineries for insertion of
membrane proteins, Curr. Opin. Struct. Biol. 33 (2015) 92–102.

[20] J. Song, Y. Tamura, T. Yoshihisa, T. Endo, A novel import route for an N-anchor mitochon-
drial outer membrane protein aided by the TIM23 complex, EMBO Rep. 15 (2014)
670–677.

[21] L.S. Wenz, L. Opalinski, M.H. Schuler, L. Ellenrieder, R. Ieva, L. Bottinger, J. Qiu, M. van der
Laan, N. Wiedemann, B. Guiard, N. Pfanner, T. Becker, The presequence pathway is in-
volved in protein sorting to the mitochondrial outer membrane, EMBO Rep. 15 (2014)
678–685.

[22] T. Becker, L.S. Wenz, V. Kruger, W. Lehmann, J.M. Muller, L. Goroncy, N. Zufall, T. Lithgow,
B. Guiard, A. Chacinska, R. Wagner, C. Meisinger, N. Pfanner, The mitochondrial import
protein Mim1 promotes biogenesis of multispanning outer membrane proteins, J. Cell
Biol. 194 (2011) 387–395.

[23] D. Papic, K. Krumpe, J. Dukanovic, K.S. Dimmer, D. Rapaport, Multispan mitochondrial
outer membrane protein Ugo1 follows a unique Mim1-dependent import pathway, J.
Cell Biol. 194 (2011) 397–405.

[24] M. Sinzel, T. Tan, P. Wendling, H. Kalbacher, C. Ozbalci, X. Chelius, B. Westermann, B.
Brugger, D. Rapaport, K.S. Dimmer, Mcp3 is a novel mitochondrial outer membrane pro-
tein that follows a unique IMP-dependent biogenesis pathway, EMBO Rep. 17 (2016)
965–981.

[25] N. Borgese, E. Fasana, Targeting pathways of C-tail-anchored proteins, Biochim. Biophys.
Acta 1808 (2011) 937–946.

[26] M. Suzuki, S.Y. Jeong, M. Karbowski, R.J. Youle, N. Tjandra, The solution structure of
human mitochondria fission protein Fis1 reveals a novel TPR-like helix bundle, J. Mol.
Biol. 334 (2003) 445–458.

[27] S. Gandre-Babbe, A.M. van der Bliek, The novel tail-anchoredmembrane proteinMff con-
trols mitochondrial and peroxisomal fission inmammalian cells, Mol. Biol. Cell 19 (2008)
2402–2412.

[28] F. Wilfling, A. Weber, S. Potthoff, F.N. Vogtle, C. Meisinger, S.A. Paschen, G. Hacker, BH3-
only proteins are tail-anchored in the outermitochondrial membrane and can initiate the
activation of Bax, Cell Death Differ. 19 (2012) 1328–1336.

[29] R.B. Seth, L. Sun, C.K. Ea, Z.J. Chen, Identification and characterization of MAVS, a mito-
chondrial antiviral signaling protein that activates NF-kappaB and IRF 3, Cell 122
(2005) 669–682.

[30] M. Saotome, D. Safiulina, G. Szabadkai, S. Das, A. Fransson, P. Aspenstrom, R. Rizzuto, G.
Hajnoczky, Bidirectional Ca2+-dependent control of mitochondrial dynamics by the
Miro GTPase, Proc. Natl. Acad. Sci. U. S. A. 105 (2008) 20728–20733.

[31] M. Schuldiner, J. Metz, V. Schmid, V. Denic, M. Rakwalska, H.D. Schmitt, B. Schwappach,
J.S. Weissman, The GET complex mediates insertion of tail-anchored proteins into the
ER membrane, Cell 134 (2008) 634–645.

[32] C. Kemper, S.J. Habib, G. Engl, P. Heckmeyer, K.S. Dimmer, D. Rapaport, Integration of tail-
anchored proteins into the mitochondrial outer membrane does not require any known
import components, J. Cell Sci. 121 (2008) 1990–1998.

[33] K. Krumpe, I. Frumkin, Y. Herzig, N. Rimon, C. Ozbalci, B. Brugger, D. Rapaport, M.
Schuldiner, Ergosterol content specifies targeting of tail-anchored proteins to mitochon-
drial outer membranes, Mol. Biol. Cell 23 (2012) 3927–3935.

[34] Y.C. Chen, G.K. Umanah, N. Dephoure, S.A. Andrabi, S.P. Gygi, T.M. Dawson, V.L. Dawson, J.
Rutter, Msp1/ATAD1 maintains mitochondrial function by facilitating the degradation of
mislocalized tail-anchored proteins, EMBO J. 33 (2014) 1548–1564.

[35] V. Okreglak, P. Walter, The conserved AAA-ATPase Msp1 confers organelle specificity to
tail-anchored proteins, Proc. Natl. Acad. Sci. U. S. A. 111 (2014) 8019–8024.

[36] E. Itakura, E. Zavodszky, S. Shao, M.L. Wohlever, R.J. Keenan, R.S. Hegde, Ubiquilins Chap-
erone and Triage Mitochondrial Membrane Proteins for Degradation, Mol. Cell 63 (2016)
21–33.

[37] A.I. Hohr, S.P. Straub, B. Warscheid, T. Becker, N. Wiedemann, Assembly of beta-barrel
proteins in the mitochondrial outer membrane, Biochim. Biophys. Acta 1853 (2015)
74–88.

[38] S. Kutik, D. Stojanovski, L. Becker, T. Becker,M.Meinecke, V. Kruger, C. Prinz, C. Meisinger,
B. Guiard, R. Wagner, N. Pfanner, N. Wiedemann, Dissecting membrane insertion of mi-
tochondrial beta-barrel proteins, Cell 132 (2008) 1011–1024.

[39] T. Jores, A. Klinger, L.E. Gross, S. Kawano, N. Flinner, E. Duchardt-Ferner, J. Wohnert, H.
Kalbacher, T. Endo, E. Schleiff, D. Rapaport, Characterization of the targeting signal in mi-
tochondrial beta-barrel proteins, Nat. Commun. 7 (2016) 12036.

[40] M. Bohnert, L.S. Wenz, R.M. Zerbes, S.E. Horvath, D.A. Stroud, K. von der Malsburg, J.M.
Muller, S. Oeljeklaus, I. Perschil, B. Warscheid, A. Chacinska, M. Veenhuis, I.J. van der
Klei, G. Daum, N. Wiedemann, T. Becker, N. Pfanner, M. van der Laan, Role of mitochon-
drial inner membrane organizing system in protein biogenesis of the mitochondrial
outer membrane, Mol. Biol. Cell 23 (2012) 3948–3956.

http://dx.doi.org/10.1016/j.bbamcr.2016.10.019
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0005
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0005
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0005
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0005
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0010
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0010
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0010
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0010
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0015
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0015
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0020
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0020
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0025
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0025
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0030
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0030
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0035
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0035
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0035
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0035
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0040
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0040
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0040
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0045
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0045
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0045
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0045
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0050
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0050
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0050
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0055
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0055
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0055
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0060
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0060
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0060
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0065
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0065
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0065
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0065
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0070
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0070
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0070
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0075
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0075
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0075
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0075
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0080
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0080
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0080
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0085
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0085
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0085
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0090
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0090
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0090
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0095
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0095
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0100
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0100
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0100
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0105
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0105
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0105
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0105
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0110
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0110
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0110
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0110
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0115
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0115
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0115
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0120
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0120
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0120
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0120
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0125
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0125
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0130
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0130
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0130
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0135
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0135
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0135
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0140
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0140
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0140
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0145
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0145
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0145
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0150
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0150
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0150
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0150
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0155
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0155
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0155
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0160
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0160
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0160
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0165
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0165
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0165
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0170
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0170
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0170
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0175
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0175
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0180
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0180
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0180
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0185
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0185
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0185
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0190
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0190
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0190
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0195
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0195
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0195
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0200
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0200
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0200
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0200
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0200


135M. Wasilewski et al. / Biochimica et Biophysica Acta 1864 (2017) 125–137
[41] B. Kornmann, E. Currie, S.R. Collins, M. Schuldiner, J. Nunnari, J.S.Weissman, P. Walter, An
ER-mitochondria tethering complex revealed by a synthetic biology screen, Science 325
(2009) 477–481.

[42] C.M. Koehler, H.L. Tienson, Redox regulation of protein folding in themitochondrial inter-
membrane space, Biochim. Biophys. Acta 1793 (2009) 139–145.

[43] D.P. Sideris, K. Tokatlidis, Oxidative protein folding in the mitochondrial intermembrane
space, Antioxid. Redox Signal. 13 (2010) 1189–1204.

[44] T. Endo, K. Yamano, S. Kawano, Structural insight into the mitochondrial protein import
system, Biochim. Biophys. Acta 1808 (2011) 955–970.

[45] J.M. Herrmann, J. Riemer, Mitochondrial disulfide relay: redox-regulated protein import
into the intermembrane space, J. Biol. Chem. 287 (2012) 4426–4433.

[46] D. Stojanovski, P. Bragoszewski, A. Chacinska, The MIA pathway: a tight bond between
protein transport and oxidative folding in mitochondria, Biochim. Biophys. Acta 1823
(2012) 1142–1150.

[47] A.M. Sokol, M.E. Sztolsztener, M. Wasilewski, E. Heinz, A. Chacinska, Mitochondrial pro-
tein translocases for survival and wellbeing, FEBS Lett. 588 (2014) 2484–2495.

[48] S. Hofmann, U. Rothbauer, N. Muhlenbein, K. Baiker, K. Hell, M.F. Bauer, Functional and
mutational characterization of humanMIA40 acting during import into the mitochondri-
al intermembrane space, J. Mol. Biol. 353 (2005) 517–528.

[49] A. Chacinska, B. Guiard, J.M. Muller, A. Schulze-Specking, K. Gabriel, S. Kutik, N. Pfanner,
Mitochondrial biogenesis, switching the sorting pathway of the intermembrane space re-
ceptor Mia40, J. Biol. Chem. 283 (2008) 29723–29729.

[50] V.N. Daithankar, S.A. Schaefer, M. Dong, B.J. Bahnson, C. Thorpe, Structure of the human
sulfhydryl oxidase augmenter of liver regeneration and characterization of a humanmu-
tation causing an autosomal recessive myopathy, Biochemistry 49 (2010) 6737–6745.

[51] L. Banci, I. Bertini, V. Calderone, C. Cefaro, S. Ciofi-Baffoni, A. Gallo, K. Tokatlidis, An
electron-transfer path through an extended disulfide relay system: the case of the
redox protein ALR, J. Am. Chem. Soc. 134 (2012) 1442–1445.

[52] D.V. Dabir, S.A. Hasson, K. Setoguchi, M.E. Johnson, P. Wongkongkathep, C.J. Douglas, J.
Zimmerman, R. Damoiseaux, M.A. Teitell, C.M. Koehler, A small molecule inhibitor of
redox-regulated protein translocation into mitochondria, Dev. Cell 25 (2013) 81–92.

[53] M. Fischer, S. Horn, A. Belkacemi, K. Kojer, C. Petrungaro, M. Habich, M. Ali, V. Kuttner, M.
Bien, F. Kauff, J. Dengjel, J.M. Herrmann, J. Riemer, Protein import and oxidative folding in
the mitochondrial intermembrane space of intact mammalian cells, Mol. Biol. Cell 24
(2013) 2160–2170.

[54] A. Gornicka, P. Bragoszewski, P. Chroscicki, L.S. Wenz, C. Schulz, P. Rehling, A. Chacinska,
A discrete pathway for the transfer of intermembrane space proteins across the outer
membrane of mitochondria, Mol. Biol. Cell 25 (2014) 3999–4009.

[55] K. Diekert, A.I. de Kroon, U. Ahting, B. Niggemeyer, W. Neupert, B. de Kruijff, R. Lill,
Apocytochrome c requires the TOM complex for translocation across the mitochondrial
outer membrane, EMBO J. 20 (2001) 5626–5635.

[56] D. Milenkovic, T. Ramming, J.M. Muller, L.S. Wenz, N. Gebert, A. Schulze-Specking, D.
Stojanovski, S. Rospert, A. Chacinska, Identification of the signal directing Tim9 and
Tim10 into the intermembrane space of mitochondria, Mol. Biol. Cell 20 (2009)
2530–2539.

[57] D.P. Sideris, N. Petrakis, N. Katrakili, D. Mikropoulou, A. Gallo, S. Ciofi-Baffoni, L.
Banci, I. Bertini, K. Tokatlidis, A novel intermembrane space-targeting signal docks
cysteines onto Mia40 during mitochondrial oxidative folding, J. Cell Biol. 187
(2009) 1007–1022.

[58] V. Peleh, E. Cordat, J.M. Herrmann, Mia40 is a trans-site receptor that drives protein im-
port into the mitochondrial intermembrane space by hydrophobic substrate binding,
eLife 5 (2016), e16177.

[59] D.P. Sideris, K. Tokatlidis, Oxidative folding of small Tims is mediated by site-specific
docking onto Mia40 in the mitochondrial intermembrane space, Mol. Microbiol. 65
(2007) 1360–1373.

[60] J.M. Muller, D. Milenkovic, B. Guiard, N. Pfanner, A. Chacinska, Precursor oxidation by
Mia40 and Erv1 promotes vectorial transport of proteins into the mitochondrial inter-
membrane space, Mol. Biol. Cell 19 (2008) 226–236.

[61] S. Allen, V. Balabanidou, D.P. Sideris, T. Lisowsky, K. Tokatlidis, Erv1 mediates the Mia40-
dependent protein import pathway and provides a functional link to the respiratory
chain by shuttling electrons to cytochrome c, J. Mol. Biol. 353 (2005) 937–944.

[62] K. Bihlmaier, N. Mesecke, N. Terziyska, M. Bien, K. Hell, J.M. Herrmann, The disulfide relay
system of mitochondria is connected to the respiratory chain, J. Cell Biol. 179 (2007)
389–395.

[63] D.V. Dabir, E.P. Leverich, S.K. Kim, F.D. Tsai, M. Hirasawa, D.B. Knaff, C.M. Koehler, A role
for cytochrome c and cytochrome c peroxidase in electron shuttling from Erv1, EMBO J.
26 (2007) 4801–4811.

[64] K. Kojer, M. Bien, H. Gangel, B. Morgan, T.P. Dick, J. Riemer, Glutathione redox potential in
the mitochondrial intermembrane space is linked to the cytosol and impacts the Mia40
redox state, EMBO J. 31 (2012) 3169–3182.

[65] D. Weckbecker, S. Longen, J. Riemer, J.M. Herrmann, Atp23 biogenesis reveals a
chaperone-like folding activity of Mia40 in the IMS of mitochondria, EMBO J. 31
(2012) 4348–4358.

[66] L.Wrobel, A. Trojanowska, M.E. Sztolsztener, A. Chacinska, Mitochondrial protein import:
Mia40 facilitates Tim22 translocation into the inner membrane of mitochondria, Mol.
Biol. Cell 24 (2013) 543–554.

[67] S. Longen, M.W. Woellhaf, C. Petrungaro, J. Riemer, J.M. Herrmann, The disulfide relay of
the intermembrane space oxidizes the ribosomal subunit mrp10 on its transit into the
mitochondrial matrix, Dev. Cell 28 (2014) 30–42.

[68] A. Barchiesi, M.Wasilewski, A. Chacinska, G. Tell, C. Vascotto, Mitochondrial translocation
of APE1 relies on the MIA pathway, Nucleic Acids Res. 43 (2015) 5451–5464.

[69] A. Ramesh, V. Peleh, S. Martinez-Caballero, F. Wollweber, F. Sommer, M. van der Laan, M.
Schroda, R.T. Alexander, M.L. Campo, J.M. Herrmann, A disulfide bond in the TIM23 com-
plex is crucial for voltage gating andmitochondrial protein import, J. Cell Biol. 214 (2016)
417–431.

[70] L.Wrobel, A.M. Sokol, M. Chojnacka, A. Chacinska, The presence of disulfide bonds reveals
an evolutionarily conserved mechanism involved in mitochondrial protein translocase
assembly, Sci. Rep. 6 (2016) 27484.

[71] C. Petrungaro, K.M. Zimmermann, V. Kuttner, M. Fischer, J. Dengjel, I. Bogeski, J. Riemer,
The Ca(2+)-Dependent Release of the Mia40-Induced MICU1-MICU2 Dimer from MCU
Regulates Mitochondrial Ca(2+) Uptake, Cell Metab. 22 (2015) 721–733.
[72] D.Mokranjac,W. Neupert, Themany faces of themitochondrial TIM23 complex, Biochim.
Biophys. Acta 1797 (2010) 1045–1054.

[73] W. Neupert, A perspective on transport of proteins into mitochondria: a myriad of open
questions, J. Mol. Biol. 427 (2015) 1135–1158.

[74] A. Chacinska, M. Lind, A.E. Frazier, J. Dudek, C. Meisinger, A. Geissler, A. Sickmann, H.E.
Meyer, K.N. Truscott, B. Guiard, N. Pfanner, P. Rehling, Mitochondrial presequence
translocase: switching between TOM tethering and motor recruitment involves Tim21
and Tim17, Cell 120 (2005) 817–829.

[75] D. Popov-Celeketic, K. Mapa, W. Neupert, D. Mokranjac, Active remodelling of the TIM23
complex during translocation of preproteins into mitochondria, EMBO J. 27 (2008)
1469–1480.

[76] C. Schulz, P. Rehling, Remodelling of the active presequence translocase drives motor-
dependent mitochondrial protein translocation, Nat. Commun. 5 (2014) 4349.

[77] M. Marom, A. Azem, D. Mokranjac, Understanding the molecular mechanism of protein
translocation across the mitochondrial inner membrane: still a long way to go, Biochim.
Biophys. Acta 1808 (2011) 990–1001.

[78] M. Marom, D. Dayan, K. Demishtein-Zohary, D. Mokranjac, W. Neupert, A. Azem, Direct
interaction of mitochondrial targeting presequences with purified components of the
TIM23 protein complex, J. Biol. Chem. 286 (2011) 43809–43815.

[79] R. Banerjee, C. Gladkova, K. Mapa, G. Witte, D. Mokranjac, Protein translocation channel
of mitochondrial inner membrane and matrix-exposed import motor communicate via
two-domain coupling protein, eLife 4 (2015), e11897.

[80] A. Chacinska, M. van der Laan, C.S. Mehnert, B. Guiard, D.U. Mick, D.P. Hutu, K.N. Truscott,
N. Wiedemann, C. Meisinger, N. Pfanner, P. Rehling, Distinct forms of mitochondrial
TOM-TIM supercomplexes define signal-dependent states of preprotein sorting, Mol.
Cell. Biol. 30 (2010) 307–318.

[81] M. Gebert, S.G. Schrempp, C.S. Mehnert, A.K. Heisswolf, S. Oeljeklaus, R. Ieva, M. Bohnert,
K. von der Malsburg, S. Wiese, T. Kleinschroth, C. Hunte, H.E. Meyer, I. Haferkamp, B.
Guiard, B. Warscheid, N. Pfanner, M. van der Laan, Mgr2 promotes coupling of the mito-
chondrial presequence translocase to partner complexes, J. Cell Biol. 197 (2012)
595–604.

[82] R. Ieva, S.G. Schrempp, L. Opalinski, F. Wollweber, P. Hoss, A.K. Heisswolf, M. Gebert, Y.
Zhang, B. Guiard, S. Rospert, T. Becker, A. Chacinska, N. Pfanner, M. van der Laan, Mgr2
functions as lateral gatekeeper for preprotein sorting in the mitochondrial inner mem-
brane, Mol. Cell 56 (2014) 641–652.

[83] M. Meinecke, R. Wagner, P. Kovermann, B. Guiard, D.U. Mick, D.P. Hutu, W. Voos, K.N.
Truscott, A. Chacinska, N. Pfanner, P. Rehling, Tim50 maintains the permeability barrier
of the mitochondrial inner membrane, Science 312 (2006) 1523–1526.

[84] K. Malhotra, M. Sathappa, J.S. Landin, A.E. Johnson, N.N. Alder, Structural changes in the
mitochondrial Tim23 channel are coupled to the proton-motive force, Nat. Struct. Mol.
Biol. 20 (2013) 965–972.

[85] P. Kovermann, K.N. Truscott, B. Guiard, P. Rehling, N.B. Sepuri, H. Muller, R.E. Jensen, R.
Wagner, N. Pfanner, Tim22, the essential core of the mitochondrial protein insertion
complex, forms a voltage-activated and signal-gated channel, Mol. Cell 9 (2002)
363–373.

[86] P. Rehling, K. Model, K. Brandner, P. Kovermann, A. Sickmann, H.E. Meyer,W. Kuhlbrandt,
R.Wagner, K.N. Truscott, N. Pfanner, Protein insertion into themitochondrial inner mem-
brane by a twin-pore translocase, Science 299 (2003) 1747–1751.

[87] C.M. Koehler, The small Tim proteins and the twin Cx3C motif, Trends Biochem. Sci. 29
(2004) 1–4.

[88] A. Chacinska, C.M. Koehler, D. Milenkovic, T. Lithgow, N. Pfanner, Importing mitochondri-
al proteins: machineries and mechanisms, Cell 138 (2009) 628–644.

[89] C. Sirrenberg, M.F. Bauer, B. Guiard, W. Neupert, M. Brunner, Import of carrier proteins
into the mitochondrial inner membrane mediated by Tim22, Nature 384 (1996)
582–585.

[90] M. Endres, W. Neupert, M. Brunner, Transport of the ADP/ATP carrier of mitochondria
from the TOM complex to the TIM22.54 complex, EMBO J. 18 (1999) 3214–3221.

[91] J.C. Young, N.J. Hoogenraad, F.U. Hartl, Molecular chaperones Hsp90 and Hsp70 deliver
preproteins to the mitochondrial import receptor Tom70, Cell 112 (2003) 41–50.

[92] U. Rothbauer, S. Hofmann, N. Muhlenbein, S.A. Paschen, K.D. Gerbitz, W. Neupert, M.
Brunner, M.F. Bauer, Role of the deafness dystonia peptide 1 (DDP1) in import of
human Tim23 into the inner membrane of mitochondria, J. Biol. Chem. 276 (2001)
37327–37334.

[93] K. Roesch, S.P. Curran, L. Tranebjaerg, C.M. Koehler, Human deafness dystonia syndrome
is caused by a defect in assembly of the DDP1/TIMM8a-TIMM13 complex, Hum. Mol.
Genet. 11 (2002) 477–486.

[94] N. Muhlenbein, S. Hofmann, U. Rothbauer, M.F. Bauer, Organization and function of the
small Tim complexes acting along the import pathway of metabolite carriers into mam-
malian mitochondria, J. Biol. Chem. 279 (2004) 13540–13546.

[95] P. Rehling, K. Brandner, N. Pfanner, Mitochondrial import and the twin-pore translocase,
Nat. Rev. Mol. Cell Biol. 5 (2004) 519–530.

[96] H. Okamoto, A. Miyagawa, T. Shiota, Y. Tamura, T. Endo, Intramolecular disulfide bond of
Tim22 protein maintains integrity of the TIM22 complex in the mitochondrial inner
membrane, J. Biol. Chem. 289 (2014) 4827–4838.

[97] N. Gebert, M. Gebert, S. Oeljeklaus, K. von der Malsburg, D.A. Stroud, B. Kulawiak, C.
Wirth, R.P. Zahedi, P. Dolezal, S. Wiese, O. Simon, A. Schulze-Specking, K.N. Truscott,
A. Sickmann, P. Rehling, B. Guiard, C. Hunte, B. Warscheid, M. van der Laan, N.
Pfanner, N. Wiedemann, Dual function of Sdh3 in the respiratory chain and TIM22
protein translocase of the mitochondrial inner membrane, Mol. Cell 44 (2011)
811–818.

[98] B. Kulawiak, J. Hopker, M. Gebert, B. Guiard, N.Wiedemann, N. Gebert, Themitochondrial
protein import machinery has multiple connections to the respiratory chain, Biochim.
Biophys. Acta 1827 (2013) 612–626.

[99] Y. Kang, M.J. Baker, M. Liem, J. Louber, M. McKenzie, I. Atukorala, C.S. Ang, S.
Keerthikumar, S. Mathivanan, D. Stojanovski, Tim29 is a novel subunit of the human
TIM22 translocase and is involved in complex assembly and stability, eLife 5 (2016).

[100] S. Callegari, F. Richter, K. Chojnacka, D.C. Jans, I. Lorenzi, D. Pacheu-Grau, S. Jakobs, C. Lenz,
H. Urlaub, J. Dudek, A. Chacinska, P. Rehling, TIM29 is a subunit of the human carrier
translocase required for protein transport, FEBS Lett. (2016) (in press).

[101] R. Anand, T. Langer, M.J. Baker, Proteolytic control of mitochondrial function and mor-
phogenesis, Biochim. Biophys. Acta 1833 (2013) 195–204.

http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0205
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0205
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0205
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0210
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0210
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0215
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0215
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0220
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0220
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0225
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0225
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0230
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0230
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0230
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0235
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0235
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0240
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0240
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0240
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0245
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0245
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0245
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0250
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0250
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0250
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0255
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0255
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0255
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0260
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0260
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0260
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0265
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0265
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0265
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0265
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0270
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0270
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0270
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0275
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0275
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0275
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0280
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0280
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0280
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0280
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0285
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0285
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0285
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0285
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0290
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0290
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0290
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0295
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0295
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0295
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0300
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0300
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0300
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0305
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0305
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0305
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0310
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0310
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0310
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0315
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0315
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0315
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0320
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0320
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0320
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0325
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0325
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0325
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0330
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0330
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0330
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0335
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0335
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0335
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0340
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0340
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0345
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0345
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0345
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0345
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0350
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0350
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0350
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0355
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0355
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0355
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0355
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0355
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0360
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0360
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0365
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0365
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0370
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0370
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0370
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0370
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0375
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0375
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0375
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0380
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0380
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0385
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0385
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0385
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0390
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0390
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0390
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0395
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0395
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0395
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0400
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0400
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0400
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0400
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0405
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0405
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0405
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0405
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0405
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0410
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0410
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0410
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0410
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0415
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0415
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0415
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0420
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0420
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0420
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0425
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0425
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0425
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0425
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0430
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0430
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0430
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0435
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0435
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0440
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0440
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0445
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0445
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0445
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0450
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0450
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0455
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0455
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0460
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0460
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0460
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0460
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0465
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0465
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0465
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0470
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0470
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0470
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0475
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0475
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0480
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0480
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0480
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0485
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0485
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0485
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0485
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0485
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0485
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0490
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0490
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0490
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0495
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0495
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0495
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0500
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0500
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0500
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0505
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0505


136 M. Wasilewski et al. / Biochimica et Biophysica Acta 1864 (2017) 125–137
[102] P.M. Quiros, T. Langer, C. Lopez-Otin, New roles for mitochondrial proteases in health,
ageing and disease, Nat. Rev. Mol. Cell Biol. 16 (2015) 345–359.

[103] R.M. Levytskyy, E.M. Germany, O. Khalimonchuk, Mitochondrial Quality Control Prote-
ases in Neuronal Welfare, J. NeuroImmune Pharmacol. (2016), http://dx.doi.org/10.
1007/s11481-016-9683-8.

[104] A.B. Harbauer, R.P. Zahedi, A. Sickmann, N. Pfanner, C. Meisinger, The protein import ma-
chinery of mitochondria-a regulatory hub in metabolism, stress, and disease, Cell Metab.
19 (2014) 357–372.

[105] F.N. Vogtle, S. Wortelkamp, R.P. Zahedi, D. Becker, C. Leidhold, K. Gevaert, J. Kellermann,W.
Voos, A. Sickmann, N. Pfanner, C. Meisinger, Global analysis of the mitochondrial N-
proteome identifies a processing peptidase critical for protein stability, Cell 139 (2009)
428–439.

[106] S. Cipolat, T. Rudka, D. Hartmann, V. Costa, L. Serneels, K. Craessaerts, K. Metzger, C.
Frezza, W. Annaert, L. D'Adamio, C. Derks, T. Dejaegere, L. Pellegrini, R. D'Hooge, L.
Scorrano, B. De Strooper, Mitochondrial rhomboid PARL regulates cytochrome c re-
lease during apoptosis via OPA1-dependent cristae remodeling, Cell 126 (2006)
163–175.

[107] Z. Song, H. Chen, M. Fiket, C. Alexander, D.C. Chan, OPA1 processing controls mitochon-
drial fusion and is regulated by mRNA splicing, membrane potential, and Yme1L, J. Cell
Biol. 178 (2007) 749–755.

[108] R. Anand, T. Wai, M.J. Baker, N. Kladt, A.C. Schauss, E. Rugarli, T. Langer, The i-AAA prote-
ase YME1L and OMA1 cleave OPA1 to balance mitochondrial fusion and fission, J. Cell
Biol. 204 (2014) 919–929.

[109] T.K. Rainbolt, J. Lebeau, C. Puchades, R.L. Wiseman, Reciprocal degradation of YME1L and
OMA1 adapts mitochondrial proteolytic activity during stress, Cell Rep. 14 (2016)
2041–2049.

[110] R. Ieva, A.K. Heisswolf, M. Gebert, F.N. Vogtle, F. Wollweber, C.S. Mehnert, S. Oeljeklaus, B.
Warscheid, C. Meisinger, M. van der Laan, N. Pfanner, Mitochondrial inner membrane
protease promotes assembly of presequence translocase by removing a carboxy-
terminal targeting sequence, Nat. Commun. 4 (2013) 2853.

[111] B.J. Greber, N. Ban, Structure and function of the mitochondrial ribosome, Annu. Rev.
Biochem. 85 (2016) 103–132.

[112] M. Nolden, S. Ehses, M. Koppen, A. Bernacchia, E.I. Rugarli, T. Langer, The m-AAA protease
defective in hereditary spastic paraplegia controls ribosome assembly in mitochondria,
Cell 123 (2005) 277–289.

[113] G. Lehmann, T. Ziv, O. Braten, A. Admon, R.G. Udasin, A. Ciechanover, Ubiquitination of spe-
cific mitochondrial matrix proteins, Biochem. Biophys. Res. Commun. 475 (2016) 13–18.

[114] M.J. Baker, V.P. Mooga, B. Guiard, T. Langer, M.T. Ryan, D. Stojanovski, Impaired folding of
the mitochondrial small TIM chaperones induces clearance by the i-AAA protease, J. Mol.
Biol. 424 (2012) 227–239.

[115] C. Potting, C.Wilmes, T. Engmann, C. Osman, T. Langer, Regulation ofmitochondrial phos-
pholipids by Ups1/PRELI-like proteins depends on proteolysis and Mdm35, EMBO J. 29
(2010) 2888–2898.

[116] L. Young, K. Leonhard, T. Tatsuta, J. Trowsdale, T. Langer, Role of the ABC transporterMdl1
in peptide export from mitochondria, Science 291 (2001) 2135–2138.

[117] S. Venkatesh, J. Lee, K. Singh, I. Lee, C.K. Suzuki, Multitasking in the mitochondrion by the
ATP-dependent Lon protease, Biochim. Biophys. Acta 1823 (2012) 56–66.

[118] A. Bezawork-Geleta, E.J. Brodie, D.A. Dougan, K.N. Truscott, LON is the master protease
that protects against protein aggregation in human mitochondria through direct degra-
dation of misfolded proteins, Sci. Rep. 5 (2015) 17397.

[119] P. Bragoszewski, A. Gornicka, M.E. Sztolsztener, A. Chacinska, The ubiquitin-proteasome
system regulates mitochondrial intermembrane space proteins, Mol. Cell. Biol. 33
(2013) 2136–2148.

[120] L. Wrobel, U. Topf, P. Bragoszewski, S. Wiese, M.E. Sztolsztener, S. Oeljeklaus, A.
Varabyova, M. Lirski, P. Chroscicki, S. Mroczek, E. Januszewicz, A. Dziembowski, M.
Koblowska, B. Warscheid, A. Chacinska, Mistargeted mitochondrial proteins activate a
proteostatic response in the cytosol, Nature 524 (2015) 485–488.

[121] E.B. Taylor, J. Rutter, Mitochondrial quality control by the ubiquitin-proteasome system,
Biochem. Soc. Trans. 39 (2011) 1509–1513.

[122] A. Franz, L. Ackermann, T. Hoppe, Create and preserve: proteostasis in development and
aging is governed by Cdc48/p97/VCP, Biochim. Biophys. Acta 1843 (2014) 205–215.

[123] J.M. Heo, N. Livnat-Levanon, E.B. Taylor, K.T. Jones, N. Dephoure, J. Ring, J. Xie, J.L. Brodsky,
F. Madeo, S.P. Gygi, K. Ashrafi, M.H. Glickman, J. Rutter, A stress-responsive system for
mitochondrial protein degradation, Mol. Cell 40 (2010) 465–480.

[124] A. Tanaka, M.M. Cleland, S. Xu, D.P. Narendra, D.F. Suen, M. Karbowski, R.J. Youle, Protea-
some and p97 mediate mitophagy and degradation of mitofusins induced by Parkin, J.
Cell Biol. 191 (2010) 1367–1380.

[125] D. Xia, W.K. Tang, Y. Ye, Structure and function of the AAA+ ATPase p97/Cdc48p, Gene
583 (2016) 64–77.

[126] X. Wu, L. Li, H. Jiang, Doa1 targets ubiquitinated substrates for mitochondria-associated
degradation, J. Cell Biol. 213 (2016) 49–63.

[127] P. Bragoszewski, M. Wasilewski, P. Sakowska, A. Gornicka, L. Bottinger, J. Qiu, N.
Wiedemann, A. Chacinska, Retro-translocation of mitochondrial intermembrane space
proteins, Proc. Natl. Acad. Sci. U. S. A. 112 (2015) 7713–7718.

[128] M.T. Ryan, N.J. Hoogenraad, Mitochondrial-nuclear communications, Annu. Rev.
Biochem. 76 (2007) 701–722.

[129] P.M. Quiros, A. Mottis, J. Auwerx, Mitonuclear communication in homeostasis and stress,
Nat. Rev. Mol. Cell Biol. 17 (2016) 213–226.

[130] U. Topf, L. Wrobel, A. Chacinska, Chatty mitochondria: keeping balance in cellular protein
homeostasis, Trends Cell Biol. 26 (2016) 577–586.

[131] A.M. Nargund, M.W. Pellegrino, C.J. Fiorese, B.M. Baker, C.M. Haynes, Mitochondrial im-
port efficiency of ATFS-1 regulates mitochondrial UPR activation, Science 337 (2012)
587–590.

[132] N. Al-Furoukh, A. Ianni, H. Nolte, S. Holper, M. Kruger, S. Wanrooij, T. Braun, ClpX stimu-
lates the mitochondrial unfolded protein response (UPRmt) in mammalian cells,
Biochim. Biophys. Acta 1853 (2015) 2580–2591.

[133] C.M. Haynes, K. Petrova, C. Benedetti, Y. Yang, D. Ron, ClpP mediates activation of a mito-
chondrial unfolded protein response in C. elegans, Dev. Cell 13 (2007) 467–480.

[134] C.M. Haynes, Y. Yang, S.P. Blais, T.A. Neubert, D. Ron, The matrix peptide exporter HAF-1
signals a mitochondrial UPR by activating the transcription factor ZC376.7 in C. elegans,
Mol. Cell 37 (2010) 529–540.
[135] A.M. Nargund, C.J. Fiorese, M.W. Pellegrino, P. Deng, C.M. Haynes, Mitochondrial and nu-
clear accumulation of the transcription factor ATFS-1 promotes OXPHOS recovery during
the UPR(mt), Mol. Cell 58 (2015) 123–133.

[136] T.K. Rainbolt, N. Atanassova, J.C. Genereux, R.L. Wiseman, Stress-regulated translational
attenuation adapts mitochondrial protein import through Tim17A degradation, Cell
Metab. 18 (2013) 908–919.

[137] C. Benedetti, C.M. Haynes, Y. Yang, H.P. Harding, D. Ron, Ubiquitin-like protein 5 positive-
ly regulates chaperone gene expression in the mitochondrial unfolded protein response,
Genetics 174 (2006) 229–239.

[138] Y. Tian, G. Garcia, Q. Bian, K.K. Steffen, L. Joe, S. Wolff, B.J. Meyer, A. Dillin, Mitochondrial
stress induces chromatin reorganization to promote longevity and UPR(mt), Cell 165
(2016) 1197–1208.

[139] C. Merkwirth, V. Jovaisaite, J. Durieux, O. Matilainen, S.D. Jordan, P.M. Quiros, K.K. Steffen,
E.G. Williams, L. Mouchiroud, S.U. Tronnes, V. Murillo, S.C. Wolff, R.J. Shaw, J. Auwerx, A.
Dillin, Two conserved histone demethylases regulate mitochondrial stress-induced lon-
gevity, Cell 165 (2016) 1209–1223.

[140] D. Yasui, M. Miyano, S. Cai, P. Varga-Weisz, T. Kohwi-Shigematsu, SATB1 targets chroma-
tin remodelling to regulate genes over long distances, Nature 419 (2002) 641–645.

[141] S. Galande, P.K. Purbey, D. Notani, P.P. Kumar, The third dimension of gene regulation: or-
ganization of dynamic chromatin loopscape by SATB1, Curr. Opin. Genet. Dev. 17 (2007)
408–414.

[142] T. Arnould, S. Michel, P. Renard, Mitochondria retrograde signaling and the UPR mt:
where are we in mammals? Int. J. Mol. Sci. 16 (2015) 18224–18251.

[143] D. Seiferling, K. Szczepanowska, C. Becker, K. Senft, S. Hermans, P. Maiti, T. Konig, A.
Kukat, A. Trifunovic, Loss of CLPP alleviates mitochondrial cardiomyopathy without af-
fecting the mammalian UPRmt, EMBO Rep. 17 (2016) 953–964.

[144] Q. Zhao, J.Wang, I.V. Levichkin, S. Stasinopoulos, M.T. Ryan, N.J. Hoogenraad, A mitochon-
drial specific stress response in mammalian cells, EMBO J. 21 (2002) 4411–4419.

[145] S.A. Dogan, C. Pujol, P. Maiti, A. Kukat, S. Wang, S. Hermans, K. Senft, R. Wibom, E.I.
Rugarli, A. Trifunovic, Tissue-specific loss of DARS2 activates stress responses inde-
pendently of respiratory chain deficiency in the heart, Cell Metab. 19 (2014)
458–469.

[146] C.J. Fiorese, A.M. Schulz, Y.F. Lin, N. Rosin, M.W. Pellegrino, C.M. Haynes, The transcription
factor ATF5mediates a mammalian mitochondrial UPR, Curr. Biol. 26 (2016) 2037–2043.

[147] T. Horibe, N.J. Hoogenraad, The chop gene contains an element for the positive regulation
of the mitochondrial unfolded protein response, PLoS One 2 (2007), e835.

[148] E. Rath, E. Berger, A. Messlik, T. Nunes, B. Liu, S.C. Kim, N. Hoogenraad, M. Sans, R.B. Sartor,
D. Haller, Induction of dsRNA-activated protein kinase links mitochondrial unfolded pro-
tein response to the pathogenesis of intestinal inflammation, Gut 61 (2012) 1269–1278.

[149] J.L. Jacobs, C.B. Coyne, Mechanisms of MAVS regulation at themitochondrialmembrane, J.
Mol. Biol. 425 (2013) 5009–5019.

[150] A.P. West, W. Khoury-Hanold, M. Staron, M.C. Tal, C.M. Pineda, S.M. Lang, M. Bestwick,
B.A. Duguay, N. Raimundo, D.A. MacDuff, S.M. Kaech, J.R. Smiley, R.E. Means, A. Iwasaki,
G.S. Shadel, Mitochondrial DNA stress primes the antiviral innate immune response, Na-
ture 520 (2015) 553–557.

[151] J.E. Aldridge, T. Horibe, N.J. Hoogenraad, Discovery of genes activated by themitochondri-
al unfolded protein response (mtUPR) and cognate promoter elements, PLoS One 2
(2007), e874.

[152] L. Papa, D. Germain, Estrogen receptor mediates a distinct mitochondrial unfolded pro-
tein response, J. Cell Sci. 124 (2011) 1396–1402.

[153] L. Papa, D. Germain, SirT3 regulates the mitochondrial unfolded protein response, Mol.
Cell. Biol. 34 (2014) 699–710.

[154] V. Jovaisaite, J. Auwerx, The mitochondrial unfolded protein response-synchronizing ge-
nomes, Curr. Opin. Cell Biol. 33 (2015) 74–81.

[155] C. Munch, J.W. Harper, Mitochondrial unfolded protein response controls matrix pre-
RNA processing and translation, Nature 534 (2016) 710–713.

[156] A. Dillin, A.L. Hsu, N. Arantes-Oliveira, J. Lehrer-Graiwer, H. Hsin, A.G. Fraser, R.S. Kamath,
J. Ahringer, C. Kenyon, Rates of behavior and aging specified by mitochondrial function
during development, Science 298 (2002) 2398–2401.

[157] D. Ryu, L. Mouchiroud, P.A. Andreux, E. Katsyuba, N. Moullan, A.A. Nicolet-Dit-Felix, E.G.
Williams, P. Jha, G. Lo Sasso, D. Huzard, P. Aebischer, C. Sandi, C. Rinsch, J. Auwerx,
Urolithin A induces mitophagy and prolongs lifespan in C. elegans and increases muscle
function in rodents, Nat. Med. 22 (2016) 879–888.

[158] Y.F. Lin, A.M. Schulz, M.W. Pellegrino, Y. Lu, S. Shaham, C.M. Haynes, Maintenance and
propagation of a deleterious mitochondrial genome by the mitochondrial unfolded pro-
tein response, Nature 533 (2016) 416–419.

[159] X. Wang, X.J. Chen, A cytosolic network suppressing mitochondria-mediated proteostatic
stress and cell death, Nature 524 (2015) 481–484.

[160] K.K. Steffen, A. Dillin, A ribosomal perspective on proteostasis and aging, Cell Metab. 23
(2016) 1004–1012.

[161] K.K. Steffen, V.L. MacKay, E.O. Kerr, M. Tsuchiya, D. Hu, L.A. Fox, N. Dang, E.D. Johnston, J.A.
Oakes, B.N. Tchao, D.N. Pak, S. Fields, B.K. Kennedy, M. Kaeberlein, Yeast life span exten-
sion by depletion of 60s ribosomal subunits is mediated by Gcn4, Cell 133 (2008)
292–302.

[162] X. Wang, X. Zuo, B. Kucejova, X.J. Chen, Reduced cytosolic protein synthesis suppresses
mitochondrial degeneration, Nat. Cell Biol. 10 (2008) 1090–1097.

[163] A.N. Rogers, D. Chen, G. McColl, G. Czerwieniec, K. Felkey, B.W. Gibson, A. Hubbard, S.
Melov, G.J. Lithgow, P. Kapahi, Life span extension via eIF4G inhibition is mediated by
posttranscriptional remodeling of stress response gene expression in C. elegans, Cell
Metab. 14 (2011) 55–66.

[164] T.M. Durcan, E.A. Fon, The three 'P's of mitophagy: PARKIN, PINK1, and post-translational
modifications, Genes Dev. 29 (2015) 989–999.

[165] T.N. Nguyen, B.S. Padman, M. Lazarou, Deciphering theMolecular Signals of PINK1/Parkin
Mitophagy, Trends Cell Biol. 26 (2016) 733–744.

[166] K. Yamano, N. Matsuda, K. Tanaka, The ubiquitin signal and autophagy: an orchestrated
dance leading to mitochondrial degradation, EMBO Rep. 17 (2016) 300–316.

[167] A.M. Pickrell, R.J. Youle, The roles of PINK1, parkin, and mitochondrial fidelity in
Parkinson's disease, Neuron 85 (2015) 257–273.

[168] S.M. Jin, M. Lazarou, C. Wang, L.A. Kane, D.P. Narendra, R.J. Youle, Mitochondrial mem-
brane potential regulates PINK1 import and proteolytic destabilization by PARL, J. Cell
Biol. 191 (2010) 933–942.

http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0510
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0510
http://dx.doi.org/10.1007/s11481-016-9683-8
http://dx.doi.org/10.1007/s11481-016-9683-8
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0520
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0520
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0520
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0525
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0525
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0525
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0525
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0530
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0530
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0530
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0530
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0530
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0535
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0535
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0535
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0540
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0540
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0540
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0545
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0545
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0545
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0550
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0550
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0550
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0550
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0555
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0555
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0560
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0560
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0560
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0565
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0565
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0570
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0570
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0570
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0575
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0575
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0575
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0580
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0580
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0585
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0585
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0590
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0590
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0590
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0595
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0595
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0595
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0600
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0600
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0600
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0600
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0605
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0605
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0610
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0610
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0615
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0615
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0615
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0620
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0620
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0620
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0625
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0625
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0625
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0630
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0630
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0635
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0635
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0635
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0640
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0640
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0645
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0645
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0650
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0650
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0655
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0655
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0655
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0660
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0660
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0660
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0665
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0665
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0670
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0670
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0670
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0675
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0675
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0675
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0680
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0680
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0680
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0685
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0685
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0685
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0690
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0690
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0690
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0695
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0695
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0695
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0695
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0700
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0700
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0705
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0705
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0705
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0710
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0710
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0715
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0715
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0715
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0720
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0720
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0725
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0725
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0725
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0725
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0730
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0730
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0735
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0735
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0740
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0740
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0740
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0745
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0745
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0750
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0750
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0750
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0750
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0755
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0755
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0755
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0760
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0760
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0765
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0765
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0770
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0770
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0775
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0775
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0780
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0780
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0780
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0785
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0785
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0785
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0785
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0790
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0790
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0790
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0795
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0795
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0800
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0800
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0805
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0805
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0805
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0805
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0810
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0810
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0815
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0815
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0815
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0815
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0820
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0820
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0825
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0825
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0830
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0830
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0835
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0835
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0840
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0840
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0840


137M. Wasilewski et al. / Biochimica et Biophysica Acta 1864 (2017) 125–137
[169] A.W. Greene, K. Grenier, M.A. Aguileta, S. Muise, R. Farazifard, M.E. Haque, H.M. McBride,
D.S. Park, E.A. Fon, Mitochondrial processing peptidase regulates PINK1 processing, im-
port and Parkin recruitment, EMBO Rep. 13 (2012) 378–385.

[170] K. Yamano, R.J. Youle, PINK1 is degraded through the N-end rule pathway, Autophagy 9
(2013) 1758–1769.

[171] N. Matsuda, S. Sato, K. Shiba, K. Okatsu, K. Saisho, C.A. Gautier, Y.S. Sou, S. Saiki, S.
Kawajiri, F. Sato, M. Kimura, M. Komatsu, N. Hattori, K. Tanaka, PINK1 stabilized by mito-
chondrial depolarization recruits Parkin to damaged mitochondria and activates latent
Parkin for mitophagy, J. Cell Biol. 189 (2010) 211–221.

[172] D.P. Narendra, S.M. Jin, A. Tanaka, D.F. Suen, C.A. Gautier, J. Shen, M.R. Cookson, R.J. Youle,
PINK1 is selectively stabilized on impaired mitochondria to activate Parkin, PLoS Biol. 8
(2010), e1000298.

[173] S.A. Hasson, L.A. Kane, K. Yamano, C.H. Huang, D.A. Sliter, E. Buehler, C. Wang, S.M. Heman-
Ackah, T. Hessa, R. Guha, S.E. Martin, R.J. Youle, High-content genome-wide RNAi screens
identify regulators of parkin upstream of mitophagy, Nature 504 (2013) 291–295.

[174] S.M. Jin, R.J. Youle, The accumulation of misfolded proteins in themitochondrial matrix is
sensed by PINK1 to induce PARK2/Parkin-mediated mitophagy of polarized mitochon-
dria, Autophagy 9 (2013) 1750–1757.

[175] C. Kondapalli, A. Kazlauskaite, N. Zhang, H.I. Woodroof, D.G. Campbell, R. Gourlay, L.
Burchell, H. Walden, T.J. Macartney, M. Deak, A. Knebel, D.R. Alessi, M.M. Muqit, PINK1
is activated by mitochondrial membrane potential depolarization and stimulates Parkin
E3 ligase activity by phosphorylating Serine 65, Open Biol. 2 (2012) 120080.

[176] K. Shiba-Fukushima, Y. Imai, S. Yoshida, Y. Ishihama, T. Kanao, S. Sato, N. Hattori, PINK1-
mediated phosphorylation of the Parkin ubiquitin-like domain primes mitochondrial
translocation of Parkin and regulates mitophagy, Sci. Rep. 2 (2012) 1002.

[177] M. Iguchi, Y. Kujuro, K. Okatsu, F. Koyano, H. Kosako, M. Kimura, N. Suzuki, S. Uchiyama,
K. Tanaka, N. Matsuda, Parkin-catalyzed ubiquitin-ester transfer is triggered by PINK1-
dependent phosphorylation, J. Biol. Chem. 288 (2013) 22019–22032.

[178] A. Kumar, J.D. Aguirre, T.E. Condos, R.J. Martinez-Torres, V.K. Chaugule, R. Toth, R.
Sundaramoorthy, P. Mercier, A. Knebel, D.E. Spratt, K.R. Barber, G.S. Shaw, H. Walden,
Disruption of the autoinhibited state primes the E3 ligase parkin for activation and catal-
ysis, EMBO J. 34 (2015) 2506–2521.

[179] A. Kazlauskaite, C. Kondapalli, R. Gourlay, D.G. Campbell, M.S. Ritorto, K. Hofmann, D.R.
Alessi, A. Knebel, M. Trost, M.M. Muqit, Parkin is activated by PINK1-dependent phos-
phorylation of ubiquitin at Ser65, Biochem. J. 460 (2014) 127–139.

[180] F. Koyano, K. Okatsu, H. Kosako, Y. Tamura, E. Go, M. Kimura, Y. Kimura, H. Tsuchiya, H.
Yoshihara, T. Hirokawa, T. Endo, E.A. Fon, J.F. Trempe, Y. Saeki, K. Tanaka, N. Matsuda,
Ubiquitin is phosphorylated by PINK1 to activate parkin, Nature 510 (2014) 162–166.

[181] T. Wauer, K.N. Swatek, J.L. Wagstaff, C. Gladkova, J.N. Pruneda, M.A. Michel, M. Gersch,
C.M. Johnson, S.M. Freund, D. Komander, Ubiquitin Ser65 phosphorylation affects ubiqui-
tin structure, chain assembly and hydrolysis, EMBO J. 34 (2015) 307–325.

[182] V. Sauve, K. Gehring, Phosphorylated ubiquitin: a new shade of PINK1 in Parkin activa-
tion, Cell Res. 24 (2014) 1025–1026.

[183] V. Sauve, A. Lilov, M. Seirafi, M. Vranas, S. Rasool, G. Kozlov, T. Sprules, J. Wang, J.F.
Trempe, K. Gehring, A Ubl/ubiquitin switch in the activation of Parkin, EMBO J. 34
(2015) 2492–2505.

[184] S.A. Sarraf, M. Raman, V. Guarani-Pereira, M.E. Sowa, E.L. Huttlin, S.P. Gygi, J.W. Harper,
Landscape of the PARKIN-dependent ubiquitylome in response to mitochondrial depo-
larization, Nature 496 (2013) 372–376.

[185] A. Ordureau, S.A. Sarraf, D.M. Duda, J.M. Heo, M.P. Jedrychowski, V.O. Sviderskiy, J.L.
Olszewski, J.T. Koerber, T. Xie, S.A. Beausoleil, J.A. Wells, S.P. Gygi, B.A. Schulman, J.W.
Harper, Quantitative proteomics reveal a feedforward mechanism for mitochondrial
PARKIN translocation and ubiquitin chain synthesis, Mol. Cell 56 (2014) 360–375.

[186] C.N. Cunningham, J.M. Baughman, L. Phu, J.S. Tea, C. Yu, M. Coons, D.S. Kirkpatrick, B.
Bingol, J.E. Corn, USP30 and parkin homeostatically regulate atypical ubiquitin chains
on mitochondria, Nat. Cell Biol. 17 (2015) 160–169.

[187] M. Lazarou, D.A. Sliter, L.A. Kane, S.A. Sarraf, C. Wang, J.L. Burman, D.P. Sideris, A.I. Fogel,
R.J. Youle, The ubiquitin kinase PINK1 recruits autophagy receptors to induce mitophagy,
Nature 524 (2015) 309–314.

[188] J.M. Heo, A. Ordureau, J.A. Paulo, J. Rinehart, J.W. Harper, The PINK1-PARKIN mitochon-
drial ubiquitylation pathway drives a program of OPTN/NDP52 recruitment and TBK1 ac-
tivation to promote mitophagy, Mol. Cell 60 (2015) 7–20.

[189] B. Richter, D.A. Sliter, L. Herhaus, A. Stolz, C. Wang, P. Beli, G. Zaffagnini, P. Wild, S.
Martens, S.A. Wagner, R.J. Youle, I. Dikic, Phosphorylation of OPTN by TBK1 enhances
its binding to Ub chains and promotes selective autophagy of damaged mitochondria,
Proc. Natl. Acad. Sci. U. S. A. 113 (2016) 4039–4044.

[190] R.M. Ivatt, A. Sanchez-Martinez, V.K. Godena, S. Brown, E. Ziviani, A.J. Whitworth,
Genome-wide RNAi screen identifies the Parkinson disease GWAS risk locus SREBF1 as
a regulator of mitophagy, Proc. Natl. Acad. Sci. U. S. A. 111 (2014) 8494–8499.

[191] G.L. McLelland, V. Soubannier, C.X. Chen, H.M. McBride, E.A. Fon, Parkin and PINK1 func-
tion in a vesicular trafficking pathway regulating mitochondrial quality control, EMBO J.
33 (2014) 282–295.

[192] S. Akabane, K. Matsuzaki, S. Yamashita, K. Arai, K. Okatsu, T. Kanki, N. Matsuda, T. Oka,
Constitutive activation of PINK1 protein leads to proteasome-mediated and non-
apoptotic cell death independently of mitochondrial autophagy, J. Biol. Chem. 291
(2016) 16162–16174.

[193] O. Yogev, A. Naamati, O. Pines, Fumarase: a paradigm of dual targeting and dual localized
functions, FEBS J. 278 (2011) 4230–4242.

[194] R.M. Monaghan, A.J. Whitmarsh, Mitochondrial proteins moonlighting in the nucleus,
Trends Biochem. Sci. 40 (2015) 728–735.
[195] M.S. Patel, N.S. Nemeria, W. Furey, F. Jordan, The pyruvate dehydrogenase complexes:
structure-based function and regulation, J. Biol. Chem. 289 (2014) 16615–16623.

[196] G. Sutendra, A. Kinnaird, P. Dromparis, R. Paulin, T.H. Stenson, A. Haromy, K. Hashimoto,
N. Zhang, E. Flaim, E.D. Michelakis, A nuclear pyruvate dehydrogenase complex is impor-
tant for the generation of acetyl-CoA and histone acetylation, Cell 158 (2014) 84–97.

[197] A. Sugiura, G.L. McLelland, E.A. Fon, H.M. McBride, A new pathway for mitochondrial
quality control: mitochondrial-derived vesicles, EMBO J. 33 (2014) 2142–2156.

[198] V. Soubannier, G.L. McLelland, R. Zunino, E. Braschi, P. Rippstein, E.A. Fon, H.M.McBride, A
vesicular transport pathway shuttles cargo from mitochondria to lysosomes, Curr. Biol.
22 (2012) 135–141.

[199] D. Matheoud, A. Sugiura, A. Bellemare-Pelletier, A. Laplante, C. Rondeau, M. Chemali, A.
Fazel, J.J. Bergeron, L.-E. Trudeau, Y. Burelle, E. Gagnon, H.M. McBride, M. Desjardins,
parkinson's disease-related proteins PINK1 and parkin repress mitochondrial antigen
presentation, Cell 166 (2016) 1–14.

[200] A. Chaumet, G.D. Wright, S.H. Seet, K.M. Tham, N.V. Gounko, F. Bard, Nuclear envelope-
associated endosomes deliver surface proteins to the nucleus, Nat. Commun. 6 (2015) 8218.

[201] N. Jiang, F. Levavasseur, B. McCright, E.A. Shoubridge, S. Hekimi, Mouse CLK-1 is imported
into mitochondria by an unusual process that requires a leader sequence but no mem-
brane potential, J. Biol. Chem. 276 (2001) 29218–29225.

[202] B. Lakowski, S. Hekimi, Determination of life-span in Caenorhabditis elegans by four clock
genes, Science 272 (1996) 1010–1013.

[203] J. Lapointe, S. Hekimi, Early mitochondrial dysfunction in long-lived Mclk1+/- mice, J.
Biol. Chem. 283 (2008) 26217–26227.

[204] R.M.Monaghan, R.G. Barnes, K. Fisher, T. Andreou, N. Rooney, G.B. Poulin, A.J. Whitmarsh,
A nuclear role for the respiratory enzyme CLK-1 in regulating mitochondrial stress re-
sponses and longevity, Nat. Cell Biol. 17 (2015) 782–792.

[205] J.M. Baughman, R. Nilsson, V.M. Gohil, D.H. Arlow, Z. Gauhar, V.K. Mootha, A computa-
tional screen for regulators of oxidative phosphorylation implicates SLIRP in mitochon-
drial RNA homeostasis, PLoS Genet. 5 (2009), e1000590.

[206] Y. Liu, H.V. Clegg, P.L. Leslie, J. Di, L.A. Tollini, Y. He, T.H. Kim, A. Jin, L.M. Graves, J. Zheng, Y.
Zhang, CHCHD2 inhibits apoptosis by interacting with Bcl-x L to regulate Bax activation,
Cell Death Differ. 22 (2015) 1035–1046.

[207] S. Aras, M. Bai, I. Lee, R. Springett, M. Huttemann, L.I. Grossman, MNRR1 (formerly
CHCHD2) is a bi-organellar regulator of mitochondrial metabolism, Mitochondrion 20
(2015) 43–51.

[208] K. Ogaki, S. Koga, M.G. Heckman, F.C. Fiesel, M. Ando, C. Labbe, O. Lorenzo-Betancor, E.L.
Moussaud-Lamodiere, A.I. Soto-Ortolaza, R.L. Walton, A.J. Strongosky, R.J. Uitti, A.
McCarthy, T. Lynch, J. Siuda, G. Opala, M. Rudzinska, A. Krygowska-Wajs, M. Barcikowska,
K. Czyzewski, A. Puschmann, K. Nishioka, M. Funayama, N. Hattori, J.E. Parisi, R.C. Petersen,
N.R. Graff-Radford, B.F. Boeve,W. Springer, Z.K.Wszolek, D.W. Dickson, O.A. Ross,Mitochon-
drial targeting sequence variants of the CHCHD2 gene are a risk for Lewy body disorders,
Neurology 85 (2015) 2016–2025.

[209] S. Aras, O. Pak, N. Sommer, R. Finley Jr., M. Huttemann, N. Weissmann, L.I. Grossman,
Oxygen-dependent expression of cytochrome c oxidase subunit 4-2 gene expression is
mediated by transcription factors RBPJ, CXXC5 and CHCHD2, Nucleic Acids Res. 41
(2013) 2255–2266.

[210] D.R. Green, G. Kroemer, Cytoplasmic functions of the tumour suppressor p53, Nature 458
(2009) 1127–1130.

[211] J. Zhuang, P.Y. Wang, X. Huang, X. Chen, J.G. Kang, P.M. Hwang, Mitochondrial disulfide
relay mediates translocation of p53 and partitions its subcellular activity, Proc. Natl.
Acad. Sci. U. S. A. 110 (2013) 17356–17361.

[212] J.H. Park, J. Zhuang, J. Li, P.M. Hwang, p53 as guardian of the mitochondrial genome, FEBS
Lett. 590 (2016) 924–934.

[213] J. Yang, O. Staples, L.W. Thomas, T. Briston, M. Robson, E. Poon, M.L. Simoes, E. El-Emir,
F.M. Buffa, A. Ahmed, N.P. Annear, D. Shukla, B.R. Pedley, P.H. Maxwell, A.L. Harris, M.
Ashcroft, Human CHCHD4 mitochondrial proteins regulate cellular oxygen consumption
rate and metabolism and provide a critical role in hypoxia signaling and tumor progres-
sion, J. Clin. Invest. 122 (2012) 600–611.

[214] J. Durieux, S. Wolff, A. Dillin, The cell-non-autonomous nature of electron transport
chain-mediated longevity, Cell 144 (2011) 79–91.

[215] C. Lee, K.H. Kim, P. Cohen, MOTS-c: A novel mitochondrial-derived peptide regulating
muscle and fat metabolism, Free Radic. Biol. Med. (2016), http://dx.doi.org/10.1016/j.
freeradbiomed.2016.05.015.

[216] C. Lee, J. Zeng, B.G. Drew, T. Sallam, A. Martin-Montalvo, J. Wan, S.J. Kim, H. Mehta, A.L.
Hevener, R. de Cabo, P. Cohen, The mitochondrial-derived peptide MOTS-c promotes
metabolic homeostasis and reduces obesity and insulin resistance, Cell Metab. 21
(2015) 443–454.

[217] V. Paharkova, G. Alvarez, H. Nakamura, P. Cohen, K.W. Lee, Rat Humanin is encoded and
translated in mitochondria and is localized to the mitochondrial compartment where it
regulates ROS production, Mol. Cell. Endocrinol. 413 (2015) 96–100.

[218] R. Amikura, M. Kashikawa, A. Nakamura, S. Kobayashi, Presence of mitochondria-type ri-
bosomes outside mitochondria in germ plasm of Drosophila embryos, Proc. Natl. Acad.
Sci. U. S. A. 98 (2001) 9133–9138.

[219] E. Maniataki, Z. Mourelatos, Humanmitochondrial tRNAMet is exported to the cytoplasm
and associates with the Argonaute 2 protein, RNA 11 (2005) 849–852.

[220] C. Lee, K. Yen, P. Cohen, Humanin: a harbinger of mitochondrial-derived peptides?
Trends Endocrinol. Metab. 24 (2013) 222–228.

[221] M. Dinur-Mills, M. Tal, O. Pines, Dual targeted mitochondrial proteins are characterized
by lower MTS parameters and total net charge, PLoS One 3 (2008), e2161.

http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0845
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0845
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0845
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0850
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0850
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0855
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0855
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0855
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0855
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0860
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0860
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0860
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0865
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0865
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0865
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0870
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0870
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0870
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0875
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0875
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0875
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0875
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0880
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0880
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0880
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0885
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0885
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0885
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0890
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0890
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0890
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0890
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0895
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0895
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0895
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0900
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0900
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0900
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0905
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0905
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0905
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0910
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0910
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0915
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0915
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0915
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0920
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0920
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0920
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0925
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0925
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0925
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0925
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0930
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0930
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0930
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0935
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0935
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0935
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0940
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0940
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0940
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0945
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0945
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0945
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0945
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0950
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0950
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0950
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0955
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0955
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0955
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0960
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0960
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0960
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0960
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0965
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0965
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0970
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0970
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0975
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0975
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0980
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0980
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0980
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0985
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0985
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0990
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0990
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0990
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0995
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0995
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0995
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf0995
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1000
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1000
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1005
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1005
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1005
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1010
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1010
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1015
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1015
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1015
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1020
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1020
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1020
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1025
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1025
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1025
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1030
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1030
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1030
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1035
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1035
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1035
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1040
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1040
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1040
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1040
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1040
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1040
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1040
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1045
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1045
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1045
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1045
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1050
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1050
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1055
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1055
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1055
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1060
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1060
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1065
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1065
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1065
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1065
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1065
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1070
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1070
http://dx.doi.org/10.1016/j.freeradbiomed.2016.05.015
http://dx.doi.org/10.1016/j.freeradbiomed.2016.05.015
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1080
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1080
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1080
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1080
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1085
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1085
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1085
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1090
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1090
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1090
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1095
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1095
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1100
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1100
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1105
http://refhub.elsevier.com/S0167-4889(16)30282-8/rf1105

	Protein trafficking at the crossroads to mitochondria
	1. Introduction
	2. Major protein import pathways to mitochondria
	2.1. Translocase of the outer membrane as a common entry gate
	2.2. Biogenesis of outer membrane proteins
	2.3. Mitochondrial intermembrane space import and assembly pathway
	2.4. TIM23 pathway
	2.5. TIM22 pathway

	3. Proteolysis and degradation of mitochondrial proteins
	3.1. Maturation of mitochondrial proteins
	3.2. Quality control of mitochondrial proteins

	4. Mitochondrial protein biogenesis in retrograde signaling
	4.1. Signaling proteotoxic stress in mitochondria: UPRmt
	4.2. Signaling mislocalization of mitochondrial proteins: UPRam
	4.3. Induction of mitophagy by Parkin/PINK1

	5. Nuclear-mitochondrial dual localization of proteins
	5.1. Pyruvate dehydrogenase complex
	5.2. COQ7
	5.3. CHCHD2
	5.4. p53

	6. Mitochondrial-derived peptides
	7. Conclusions and perspectives
	Conflict of interest
	Transparency document
	Acknowledgements
	References


