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Mitochondria are a major source of intracellular reactive oxygen species, the production of which increases
with cancer. The deleterious effects of reactive oxygen species may be responsible for the impairment of
mitochondrial function observed during various pathophysiological states associated with oxidative stress
and cancer. These organelles are also targets of oxidative damage (oxidation of mitochondrial DNA, lipids,
protein). An important factor for protein maintenance in the presence of oxidative stress is enzymatic reversal
of oxidative modifications and/or protein degradation. Failure of these processes is likely a critical component
of the cancer process. Mitochondrial proteases degrade misfolded and non-assemble polypeptides, thus
performing quality control surveillance in the organelle. Mitochondrial proteases may be directly involved in
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Prohibitin cancer development as recently shown for HtrA2/Omi or may regulate crucial mitochondrial molecule such as
HtrA2/Omi cytochrome c oxidase 4 a subunit of the cytochrome c oxidase complex degraded by the Lon protease. Thus,
Cancer

the role of mitochondrial proteases is further addressed in the context of oxidative stress and cancer. This

article is part of a Special Issue entitled: Bioenergetics of Cancer.

© 2010 Elsevier B.V. All rights reserved.

1. Introduction

Functional integrity and rapid and appropriate responses to
physiological and pathophysiological stimuli are required for mito-
chondria to meet cellular energy demands. In addition, mitochondria
participate in cellular Ca?>* homeostasis, signaling cascades [1].
Mitochondria are cell organelles involved in the processes of cell
life and death and therefore also in tumoral transformation [2,3].
Indeed, mitochondria dysfunction is a prominent feature of cancer
cells. The mitochondrial respiratory chain is one of the main sources
of endogenous reactive oxygen species and mitochondrial proteins
represent targets for oxidative modification and loss in function [4,5].
More recent evidence indicates the importance of hypoxia and
stressful conditions of nutrient (lack of glucose) in cell proliferation
[6]. These two factors can promote the process of malignant
transformation. It is apparent that hypoxia can cause the progressive
elevation in mitochondrial ROS production that can target mt DNA
and drive the malignant transformation process. Mitochondrial
proteins and DNA have also been previously studied as markers of
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tumorigenesis [2,3]. Old or damaged mitochondria that produce high
levels of ROS are normally degraded by mitophagy [7,8]. Degradation
of oxidized protein in the mitochondria can prevent the induction of
tumorigenesis [9]. In the cytosol, the proteasome constitutes the main
proteolytic machinery involved in the elimination of oxidized protein
[10]. However, this proteolytic complex is not present in the
mitochondria. Pioneering studies have shown that mitochondrial
matrix from liver and heart contains proteolytic activity that degrades
oxidized, dysfunctional, and misfolded protein [11]. More recent
work supports a role for the mitochondrial matrix Lon protease in
eliminating oxidatively modified mitochondrial proteins [12], similar
to the role of the proteasome in the cytosol (Table 1). We review here
the current evidence that Lon protease can directly or indirectly be
involved in tumorigenesis. Two other mitochondrial proteases have
received great attention in the last few years for their potential in cell
proliferation, the HtrA2/Omi and prohibitin complexes. They will be
discussed here because of some similarities in the way they affect cell
apoptosis.

2. Emerging role of the mitochondrial Lon protease in cancer
2.1. The Lon protease: from protein control to regulatory function

Mammalian mitochondria contain four major ATP-dependent
proteases, Lon, Clp-like, and AAA proteases. Clp-like and AAA
proteases are hetero-oligomeric complexes located in the matrix
and inner mitochondrial membrane, respectively [13]. As evidenced
by various mutational studies, these proteases contribute to the
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Table 1
Physiological substrates of mitochondrial proteases.
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Lon protease
mt DNA replication, transcription, maintenance
Composant of the mitochondrial nucleoid

Hypoxia

Cholesterol metabolism

Induction of apoptosis

Induction of apoptosis

Cytoskeleton protein

Translation machinery

Assembly/stabilization of OXPHOS complex
Component of mt DNA nucleoid

Protein degradation/associationwith m-AAA protease
Respiratory complex components

Ribosome assembly

Mitochondrial dynamic

HtrA2/Omi

Prohibitin (PHB complex)

m-AAA protease

Degradation of oxidatively modified or misfolded proteins

Aconitase [16], Atp1, Atp2, Atp7, Rip1, Qcr2, Pdb1, Lat1, Lpd1, Kgd2, Ilv5 [81]
[46,89,90]

Selective degradation of TFAM [91].

Degradation of cytochrome C oxidase COX4-1 subunit [37,92].

Star protein [93].

XIAP [94], Apollon/BRUCE [101], WT1 [55,56]

Ped/Pea-15 [95]

Actin, Tubulin-a, 3-vimentin [96]

EF1-a [96]

OXPHOS complex [97], F1/FO ATPase [98]
[84]

[15]

[97,98]

Mrlp32 [99]

Opal [100]

degradation of misfolded and damaged proteins and/or the mainte-
nance of mitochondrial genome stability. In addition, both proteolytic
systems appear to exert chaperone activity. The physiological function
of Clp-like protease, however, is yet to be determined. Currently,
information regarding the regulation of each of the ATP-dependent
proteases and/or the identities of specific protein substrates is limited.
Nevertheless, exposure of hydrophobic residues is likely a common
recognition element and both chaperone and proteolytic functions
participate in prevention of the accumulation of aggregated material
[14,15]. The Lon protease plays a critical role in the removal of
oxidized protein and damage (Fig. 1). Aconitase, a Krebs cycle enzyme
known to be susceptible to oxidative inactivation, has been shown to
be a substrate of the Lon protease when the enzyme is inactivated
upon treatment with oxygen radicals [12]. Indeed, the matrix
proteolytic activity responsible for the selective degradation of

oxidatively modified aconitase was strongly stimulated by ATP and
inhibited by the serine protease inhibitor PMSF. In addition, the same
proteolytic activity co-purified with the Lon protease after size
exclusion chromatography and affinity chromatography of the
mitochondrial matrix fraction. Moreover, both purified Lon protease
and mitochondrial matrix extracts exhibited similar activation and
inhibition profiles. Treatment with anti-sense oligonucleotides in WI-
38 human lung fibroblasts resulted in decreased Lon protease content
and activity while causing an accumulation of oxidatively modified
aconitase [16]. More recently, it has been shown that downregulation
of the human Lon protease results in disruption of mitochondrial
structure, loss in function, and cell death, with the majority of cells
undergoing caspase 3 activation and apoptosis within four days [17].
Electron microscopy performed on Lon-deficient cells revealed
aberrant mitochondrial morphology and the presence of electron
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Fig. 1. Mitochondrial protein quality control in the matrix compartment. In the early stages of tumorigenesis hypoxia and glucose deprivation alter mitochondrial function by
promoting ROS production. Protein become misfolded due to oxidative stress conditions and tend to aggregate. By degrading oxidized protein, Lon protease prevents their
accumulation and mitochondria injury. In conditions of excessive damage, oxidative modification of mitochondrial protein can trigger senescence. Mitochondrial dysfunction would

favor carcinogenesis only when senescence program is inactivated.
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dense inclusion bodies in the mitochondrial matrix thought to
represent oxidatively modified and aggregated protein [17]. Taken
together, these findings argue for an important role of the Lon
proteolytic system for the degradation of oxidized protein within the
mitochondrial matrix and for the maintenance of mitochondrial
structural and functional integrity (Fig. 1).

2.2. Structure and functions of the Lon mitochondrial protease

As are numerous mitochondrial proteins, the Lon protease is
encoded by the nuclear genome (Fig. 2). The lon gene encodes a 963
amino acid protein [18] homologous to the bacterial protease La. This
protease is active as an homo-oligomeric complex composed of 6
monomers in Escherichia coli and 7 monomers in eukaryotes such as
yeast with a molecular weight of approximately 106 kDa. The Lon
protease is composed of three domains that are conserved within the
different species [19]. The N-terminal domain (domain N) is capable
of interacting with protein substrates in concert with the second
domain, also termed the AAA+ module. The AAA+ module is
composed of two segments, one involved in ATP binding (o/p
domain) and the other in ATP hydrolysis (o« domain). A third domain
(P domain) carries the Serine and Lysine active site residues that form
the catalytic dyad for proteolytic activity [20]. The identity of these
active site residues was first evidenced by a comparison of the
different Lon protease protein sequences and further confirmed by a
site directed mutagenesis analysis and elucidation of the three
dimensional structure of the E. coli Lon protease P domain [21-23].
Interestingly, the isolated P domain does not exhibit any proteolytic
activity towards protein substrates such as casein but is capable of
degrading small peptides such as melittin [24]. The three dimensional
structure of both the N and AAA+ domains of the E. coli Lon protease
has also been recently solved [23]. While the manner by which
protein substrates bind to the Lon protease remains to be elucidated,
it has been proposed that exposed loops at the surface of substrate
proteins are essential features for recognition [19]. The Lon protease
acts as a serine protease that undergoes the formation of an acyl-
enzyme intermediate with a cleavage specificity that would be similar
to that of chymotrypsin, allowing proteolysis at the C-terminus of
hydrophobic amino acids such as methionine, tyrosine, and trypto-
phan [25]. An important feature of the proteolytic activity of Lon is its
stimulation by ATP. In contrast, ADP acts as an inhibitor of the
protease indicating regulation in response to changes in energy
charge [26]. In addition to its proteolytic activity, mammalian Lon has
also been shown to display chaperone properties and to specifically
bind sequences of human mitochondrial DNA and RNA, as well as to
interact with mitochondrial DNA polymerase <y and the twinkle
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helicase [27]. It has been shown that Lon downregulation in WI-38
human lung fibroblasts elicits two temporally and mechanistically
distinctive patterns. Initially, loss of Lon activity causes massive
apoptosis, with the classic hallmark of caspase-3 activation. At this
early stage cell survival can only be improved by addition of caspase-3
inhibitor. Two Lon functions seem to be mostly involved in this early
apoptosis: the proteolytic defect causes accumulation of aggregated
proteins inside mitochondria, while loss of chaperone function
severely affects mitochondrial respiration and membrane potential,
rendering cells extremely susceptible to apoptotic stimuli. At a later
stage, the surviving cells lose their ability to undergo apoptosis and
are respiratory deficient and unable to divide due to defects in uridine
synthesis [17].

2.3. Suppression of mitochondrial activity in cancer cell: regulation
of cytochrome c oxidase activity by HIF-1 and Lon protease

In some forms of cancer, analysis of possible alterations in the
oxidative phosphorylation machinery revealed downregulation of the
catalytic subunit of the mitochondrial ATP synthase. It was found to
inversely correlate with the rate of aerobic glycolysis [6].

Fast proliferation is one of the main characteristics of cancer cells.
This leads to hypoxia in tumors due to inability to provide adequate
oxygenation. Hypoxic conditions are usually lethal to non malignant
cells due to hypoxia-mediated P53 dependent cell death [28]. Due to
the inability of the mitochondria to provide enough ATP for cell
survival under hypoxic conditions tumor cells must upregulate the
glycolitic pathway. This occurs via induction of HIF-1 factor (hypoxia-
inducible factor). HIF plays an important role in the metazoan
response to low oxygen levels (hypoxia) [29]. HIF is a heterodimeric
transcription factor; in human cells, levels of the HIF-oe domain are
regulated in an oxygen-dependent manner by four enzymes, known
as the HIF hydroxylases [30-33]. Under normal oxygen conditions,
these enzymes catalyze hydroxylation of two prolyl residues in HIF-a
(Pro*°? and Pro°®*) targeting them for ubiquitination and degradation
by the proteasome [34]. HIF induces genes that control crucial features
of cancer biology.

HIF can modulate mitochondrial functioning by its involvement in
the regulation of cytochrome oxidase (COX) expression. COX is a
dimer composed of 13 subunits. Mammalian cells express a
predominant COX4-1 isoform [35] (Fig. 3). Another isoform COX4-2
is also expressed but only in some tissues such as lung [36]. Under
hypoxia, its expression is increased whereas the other isoform
expression is decreased. Degradation of COX4-1 isoform occurs via
activation of the Lon protease [37]. This switch between the two
isoforms provides a mechanism to maintain the efficiency of
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Fig. 2. Schematic representation of domain organization of human Lon protease and Htra2/Omi. Abbreviations: N, N-terminal domain (interaction with substrates); AAA, ATPase
associated with various cellular activities; /3 domain, ATP binding site; oc domain, ATP hydrolysis domain; P domain, proteolytic domain; TM, transmembrane domain; IBM
domain, inhibitor of apoptosis (IAP-binding motif); S1 protease, trypsin-like protease domain; PDZ, PDZ domain.
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Fig. 3. Implication of Lon protease and prohibitin in cancer. Prohibitin form a complex in the mitochondrial inner membrane. They may assist with protein folding and assembly. The
association of prohibitin with mitochondrial nucleoid and Lon protease may assure protection and regulation of mt DNA. Under aerobic conditions, mammalian cells express COX4-1
subunits whereas under hypoxic conditions, they express COX4-2, respectively. The change in subunit composition provides a mechanism by which mitochondrial respiration is
optimized according to O, concentration. Degradation of COX4-1 subunits via activation of the Lon protease provides a mechanism to maintain the efficiency of respiration in tumor cells.

respiration under conditions of reduced O, availability and may be
involved in the adaptive response to hypoxia. Remarkably, Lon gene
expression is induced in response to hypoxia and multiple HIF-1
binding sites were identified in the 5-flanking region of the human
gene LON gene by chromatin immunoprecipitation and reporter-gene
transcriptional assays [37]. Thus HIF-1 mediates co-ordinate regula-
tion of COX4-1 and COX4-2 subunit expression in response to changes
in O, availability. The regulated expression of these subunits results in
a significant decreases in O, consumption.

2.4. Mitochondrial genome changes in cancer and involvement of
Lon protease

The mitochondrial genome in human cell is extremely small
(16,569 bp) compared to the nuclear DNA although every mitochon-
dria contains between 2 and 20 copies of mt DNA and the copy
number of mitochondrial genome per cell ranges from several
hundreds to more than 10,000 depending on the cell type. The
identification of increased or reduced mt DNA content has been
reported in cancer cells [38]. Mt DNA is located in close proximity to
the respiratory chain and exposed to ROS-induced oxidative damage
[39]. Mt DNA includes a short segment of three strands called b loop.
This loop is the control region where replication and transcription
occur. Replication involves DNA polymerase vy as well as TFAM, one
of the three transcription factors [40]. In the past decade, many
groups have demonstrated that mt DNA mutations occur in a variety
of cancers and sequences of the b loop where Lon protease and
TFAM are binding are hot spot [41]. This is reflected in the higher
frequency of mt DNA mutations in somatic cells and significantly
correlates with the development of cancer [42]. Mutations in the Pol
vy exonuclease activity domain are known to promote large deletion

in mt DNA. The concomitant presence of somatic alterations in mt
DNA and mutation of the DNA binding domain of p53 in cancers
have been noted and proposed to facilitate cell survival and
tumorigenesis [43]. This also supports that dysfunction of mitochon-
drial respiration in patients with cancers facilitates tumor growth
through ROS production.

Alongside protease activity Lon regulates the replication of
mitochondrial DNA. Mammalian Lon binds single strands DNA with
specificity for a G-rich consensus sequence. Previous studies show
that ATP blocks Lon binding to mtDNA [27,44-46]. Investigating the
role of Lon in the protection of mt DNA is challenging and needs
further research. Stimulation of its binding activity to mt DNA should
prevent initiation of tumorigenesis (Fig. 3).

3. HtrA2/0mi, a new target in cancer therapy

The members of the HtrA family of proteases play important role in
cell physiology and are involved in several pathological processes
including cancer and neurodegenerative diseases [47]. Members of
the HtrA family are present in nearly all bacterial and eukaryotic
genomes. Whereas HtrA2/0Omi resides in the mitochondrial inter-
membrane space, its paralogs HTRA1, 3, and 4 are mostly targeted
to the secretory pathway. There are several indications of HtrA2
involvement in oncogenesis. It is widely expressed in a variety of
cancer cell lines [48-51]. Analysis of biopsy samples showed
changes in expression of HtrA2 in cancer tissues compared with
normal tissues. The serine protease HtrA2/Omi is involved in the
regulation of apoptosis and is principally found in the mitochondria,
although a fraction is also located in the nucleus [47]. HtrA2 serves
as a protein quality control and increase of its proteolytic activity via
allosteric ligands mimicking peptides could improve effects of
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chemotherapy [52]. HtrA2 is expressed as a 49 kDa proenzyme and
consists of a chymotrypsin-like proteolytic domain with catalytic
triad Ser-His-Asp and one PDZ domain. PDZ domains have been
shown to act as regulatory elements and as specificity determinants
[53,54] (Fig. 2). The proteolytic activity of HtrA2 can be stimulated
by several apoptotic stimuli, and substrates include members of the
inhibitors of apoptosis family (IAPs) (reviewed in reference 47). In a
recent study, Hartkamp et al. [55] identify the serine protease HtrA2
as a WT1-interacting protein and demonstrate that it can degrade
WTT1. They showed that endogenous WT1 in tumor cells is cleaved
following cytotoxic drug treatment and demonstrate that this
cleavage is HtrA2 dependent. These findings suggest that HtrA2 is
a critical regulator of WT1 under proapoptotic conditions [55,56].

4. Role of prohibitin in cell proliferation
4.1. The mitochondrial prohibitin complex (PHB)

PHB are considered to be involved in regulation of the cell cycle
[57,58], apoptosis [59,60], and senescence [61,62] and are chaperones
to mitochondrial proteins [63]. Prohibitins primary function is to
stabilize new synthesized polypeptides in mitochondria, as they serve
as foldase unfoldase molecular chaperones [63]. Phb1p and Phb2p
localize in the inner mitochondrial membrane (IM) forming a 1MD
complex, composed of 14 subunits (hPhb1p, 32 kDa; hPhb2p, 34 kDa)
in a 1:1 ratio [64] (Fig. 3). The substrates of the PHB complex are not
known in details yet, but the most important seem to be electron
chain transport subunits [65]. It seems that PHBs are negative
regulators of m-AAA-proteases and PHBs stabilize m-AAA proteases
in low activity conformation [63]. PHBs are also able to modulate
accessibility and conformation potential substrates of proteases [66].
PHBp have also been recognized as negative regulators of cell cycle. It
was established that PHBs are overexpressed in metabolic stress,
when the mtDNA/nDNA balance is altered, after heat shock or
oxidative stress [67,68].

4.2. Prohibitin 1 as a tumor suppressor

The eukaryotic mitochondrial PHB comprises two highly homol-
ogous subunits, PHB1 and PHB2 (around 50% amino acid sequence
identity and 60% similarity). The first mammalian prohibitin PHB1
was identified as a potential tumor suppressor with antiproliferative
activity and hence was named prohibitin [69]. Extensive and rapidly
accumulating evidence suggests that both prohibitins function within
mitochondria [70,71]. Cell fractionation of rat liver showed almost all
of the prohibitin proteins to be localized in mitochondria, with some
protein in the lysosomal and ribosomal fractions and none in the
cytoplasm. Observed nuclear localization was traced back to con-
taminations during preparation [69]. Nevertheless, Fusaro et al. [59]
appear to have identified a nuclear localization for prohibitin 1 in two
breast cancer cell lines—MCF-7 and T47D cells. Upon camptothecin
induced apoptosis prohibitin 1 translocates from the nucleus to the
mitochondria [60]. While overexpressed but not mutated prohibitin 1
is found in a relevant percentage of cancers [72], the human prohibitin
1 gene is a candidate tumor suppressor locus that maps to a region of
chromosome 17 (179g21) commonly deleted or mutated in breast
tumors [73]. Research on prohibitin started out in the early nineties
with the discovery of its anti-proliferating function when micro-
injected into fibroblasts [74]. This attribute was later ascribed to its 3’
UTR, thus assigning it to the novel class of non coding RNAs. The
importance of the 3’UTR for regulating proliferation was demonstrat-
ed when point mutations in this region were found in a relevant
number of cancers [74]. However, numerous studies contradicted
these findings, showing no relevance of prohibitin polymorphisms to
breast cancer risks [75,76]. At the same time, the protein itself is still
the subject of intensive research, which attempts to clarify its function

as a tumor suppressor. Wang et al. [58] report that prohibitin 1
interacts with pRb and regulates E2F function.

4.3. Prohibitins function as mitochondrial chaperones of m-AAA
proteases and interaction with Lon protease

As already indicated, prohibitins perform a role as mitochondrial
chaperones. Furthermore, mitochondria occupy the central focus in
apoptotic signaling processes, therefore potentially providing the
stage for the apoptotic function of prohibitins [67]. As for most
mitochondrial proteins, such as members of the mitochondrial
import machinery, research to identify the role of prohibitins in
mitochondria was mainly performed in yeast. Nijtmans et al. [77]
were the first to show that prohibitins form a complex in the
mitochondrial inner membrane. Multimeres, consisting of 16-20
prohibitin molecules and presumably linked by their C-terminal
coiled coil domains, act as chaperones to stabilize mitochondrial
proteins and facilitate respiratory complex assembly [77]. Additional
work by Tatsuta et al. [64] showed that this complex was circularly
arranged around the m-AAA protease (Figs. 1 and 3). The AAA
proteases are ATP dependent proteases (ATP-associated with diverse
cellular activity) of the inner mitochondrial membrane. Their
proteolytic domains have metal-dependent peptidase activity [78].
While the active site of the i-AAA protease reaches into the inter-
membrane space, m-AAA exposes its catalytic site towards the
matrix (Figs. 1 and 3). In yeast, on which most of the studies were
done, the m-AAA protease consists of two subunits, YtalOp and
Ytal2p, and regulates the turnover of non-assembled inner mem-
brane proteins [15]. Their homologues in vertebrates are paraplegin
and AFG3L2, respectively [79]. This complex stabilizes newly
synthesized mitochondrial translation products [64,65]. While the
deletion of one of the m-AAA subunits leads to an impaired
degradation of non-assembled inner membrane proteins and an
impaired assembly of respiratory chain complexes, the deletion of
either Phblp or Phb2p leads to an accelerated turnover of these
proteins [63]. Our results show that Lon protease could be recruited
to the inner membrane of mitochondria and interact with the
prohibitins [80,81]. These findings indicate that prohibitins interact
with Lon protease, could serve as a recruiter complex in the inner
membrane to assist the quality control of membrane proteins by Lon
protease, and maintain of mtDNA metabolism. Prohibitin has been
reported to be involved in the mitochondrial nucleoid complex
[82,83]. In a recent study, prohibitin 1 has been shown to be
involved in the maintenance of the mitochondrial nucleoid organi-
zation by TFAM-independent pathway and regulation of mtDNA
copy number by TFAM-dependent pathway [84]. It is possible that
prohibitin 1 directly maintains the mitochondrial nucleoid organi-
zation by its interaction with the Lon protease which binds mt DNA
and regulate TFAM expression. Protection of mitochondrial DNA
from oxidative damage can therefore prevent cellular transformation
and accelerated proliferation.

5. Conclusions and future directions

In conclusion, Lon protease emerges as a major controller of
multiple human mitochondrial functions, including the assembly of
respiratory chain protein complexes, the degradation of damaged
proteins, the interaction with prohibitin, and the maintenance of
mitochondrial DNA integrity.

Only a few specific substrates of Lon protease have been identified
in mammalian systems [15,85]. Lon homeostasis is crucial to
mammalian cell fate, as Lon upregulation is associated with
tumorigenic transformation [86,87] and its downregulation leads to
apoptosis [17]. Thus, further studies in animal systems are needed to
explain the specific pathways controlled by Lon and to develop an
advanced understanding of Lon involvement in apoptosis and cancer.
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In summary the importance of Lon protease in cancer is due to
increasing the rates of biogenesis of mammalian mitochondria either
by neoplastic transformation or rapid cell growth. The rapid growth
and division of cancer cells induce a disproportionate expression of
some unassembled subunits that are subjected to degradation by the
Lon protease. This scenario fits with the enhanced expression of the
mitochondrial genome observed in rapidly growing neoplastic cells
and with the increased turnover of mitochondrial protein in rapidly
growing cells [2]. Taken together, these data underscore the
important role of mitochondrial proteases in both mitochondrial
protein maintenance and cellular redox homeostasis through regu-
lated degradation of oxidatively modified proteins. It is increasingly
apparent that pro-oxidants do not simply cause damage but can
regulate protein function in a reversible fashion [85]. Future studies
must explore the delicate balance between these two opposing
effects. The specific role of Lon in these processes, physiological
substrates, and mechanisms of pro-oxidant induced activation must
be established [88]. Development of specific inhibitors and substrates
of the various mitochondrial proteases will hasten these discoveries
[80]. In addition, conditions that adversely affect the removal of
oxidatively modified protein must be defined. Thus, critical risk
factors that shift the balance from reversible to irreversible loss in
mitochondrial and cellular function may be identified.

Acknowledgments

The authors wish to acknowledge the support of a grant from ANR
maladies-rares (ANR-19357-03).

References

[1] D.C. Chan, Mitochondria: dynamic organelles in disease, aging, and develop-

ment, Cell 125 (2006) 1241-1252.

L. Galluzzi, E. Morselli, O. Kepp, . Vitale, A. Rigoni, E. Vacchelli, M. Michaud, H.

Zischka, M. Castedo, G. Kroemer, Mitochondrial gateways to cancer, Mol Aspects

Med, 31 (2010) 1-20.

SJ. Ralph, S. Rodriguez-Enriquez, ]. Neuzil, R. Moreno-Sanchez, Bioenergetic

pathways in tumor mitochondria as targets for cancer therapy and the importance

of the ROS-induced apoptotic trigger, Mol Aspects Med, 31 (2009) 29-59.

M.P. Murphy, Mitochondria—a neglected drug target, Curr. Opin. Investig. Drugs

10 (2009) 1022-1024.

S.G. Rhee, Cell signaling. H202, a necessary evil for cell signaling, Science 312

(2006) 1882-1883.

V. Gogvadze, B. Zhivotovsky, S. Orrenius, The Warburg effect and mitochondrial

stability in cancer cells, Mol Aspects Med, 31 (2009) 60-74.

D. Germain, Ubiquitin-dependent and -independent mitochondrial protein

quality controls: implications in ageing and neurodegenerative diseases, Mol.

Microbiol. 70 (2008) 1334-1341.

I. Kim, S. Rodriguez-Enriquez, ]J. Lemasters, Selective degradation of mitochon-

dria by mitophagy, Arch. Biochem. Biophys. 462 (2007) 245-253.

M. Valko, CJ. Rhodes, J. Moncol, M. Izakovic, M. Mazur, Free radicals, metals and

antioxidants in oxidative stress-induced cancer, Chem. Biol. Interact. 160 (2006)

1-40.

[10] T. Jung, B. Catalgol, T. Grune, The proteasomal system, Mol. Aspects Med. 30
(2009) 191-296.

[11] O. Marcillat, Y. Zhang, S.W. Lin, KJ. Davies, Mitochondria contain a proteolytic
system which can recognize and degrade oxidatively-denatured proteins,
Biochem. J. 254 (1988) 677-683.

[12] D.A. Bota, H. Van Remmen, KJ. Davies, Modulation of Lon protease activity and
aconitase turnover during aging and oxidative stress, FEBS Lett. 532 (2002) 103-106.

[13] C. Leidhold, W. Voos, Chaperones and proteases—guardians of protein integrity
in eukaryotic organelles, Ann. NY Acad. Sci. 1113 (2007) 72-86.

[14] B. Friguet, L1 Szweda, E.R. Stadtman, Susceptibility of glucose-6-phosphate
dehydrogenase modified by 4-hydroxy-2-nonenal and metal-catalyzed oxida-
tion to proteolysis by the multicatalytic protease, Arch. Biochem. Biophys. 311
(1994) 168-173.

[15] W. Voos, Mitochondrial protein homeostasis: the cooperative roles of chaper-
ones and proteases, Res. Microbiol. 160 (2009) 718-725.

[16] D.A.Bota, KJ. Davies, Lon protease preferentially degrades oxidized mitochondrial
aconitase by an ATP-stimulated mechanism, Nat. Cell Biol. 4 (2002) 674-680.

[17] D.A. Bota, J.K. Ngo, KJ. Davies, Downregulation of the human Lon protease
impairs mitochondrial structure and function and causes cell death, Free Radic.
Biol. Med. 38 (2005) 665-677.

[18] N. Wang, S. Gottesman, M.C. Willingham, M.M. Gottesman, M.R. Maurizi, A
human mitochondrial ATP-dependent protease that is highly homologous to
bacterial Lon protease, Proc. Natl Acad. Sci. USA 90 (1993) 11247-11251.

2

3

[4

5

6

17

8

[9

[19] ]. Garcia-Nafria, G. Ondrovicova, E. Blagova, V.M. Levdikov, ].A. Bauer, C.K. Suzuki,
E. Kutejova, AJ. Wilkinson, K.S. Wilson, Structure of the catalytic domain of the
human mitochondrial Lon protease: proposed relation of oligomer formation
and activity, Protein Sci, 19 (2010) 987-999.

[20] A. Amerik, V.K. Antonov, N.I. Ostroumova, T.V. Rotanova, L.G. Chistiakova,
Cloning, structure and expression of the full-size lon gene in Escherichia coli
coding for ATP-dependent La-proteinase, Bioorg. Khim. 16 (1990) 869-880.

[21] A. Amerik, V.K. Antonov, AE. Gorbalenya, S.A. Kotova, T.V. Rotanova, E.V.
Shimbarevich, Site-directed mutagenesis of La protease. A catalytically active
serine residue, FEBS Lett. 287 (1991) 211-214.

[22] H. Besche, P. Zwickl, The Thermoplasma acidophilum Lon protease has a Ser-Lys
dyad active site, Eur. J. Biochem. 271 (2004) 4361-4365.

[23] I Botos, E.E. Melnikov, S. Cherry, A.G. Khalatova, F.S. Rasulova, ].E. Tropea, M.R.
Maurizi, T.V. Rotanova, A. Gustchina, A. Wlodawer, Crystal structure of the AAA+
alpha domain of E. coli Lon protease at 1.9A resolution, J. Struct. Biol. 146 (2004)
113-122.

[24] ES. Rasulova, N.I. Dergousova, N.N. Starkova, E.E. Melnikov, L.D. Rumsh, L.M.
Ginodman, T.V. Rotanova, The isolated proteolytic domain of Escherichia coli
ATP-dependent protease Lon exhibits the peptidase activity, FEBS Lett. 432
(1998) 179-181.

[25] G. Ondrovicova, T. Liu, K. Singh, B. Tian, H. Li, O. Gakh, D. Perecko, ]. Janata, Z.
Granot, J. Orly, E. Kutejova, CK. Suzuki, Cleavage site selection within a folded
substrate by the ATP-dependent lon protease, J. Biol. Chem. 280 (2005)
25103-25110.

[26] S. Watabe, M. Hara, M. Yamamoto, M. Yoshida, Y. Yamamoto, S.Y. Takahashi,
Activation of mitochondrial ATP-dependent protease by peptides and proteins,
Tohoku J. Exp. Med. 195 (2001) 153-161.

[27] T.Liu, B.Luy, . Lee, G. Ondrovicova, E. Kutejova, C.K. Suzuki, DNA and RNA binding
by the mitochondrial lon protease is regulated by nucleotide and protein
substrate, J. Biol. Chem. 279 (2004) 13902-13910.

[28] N.M. Mazure, ]. Pouyssegur, Hypoxia-induced autophagy: cell death or cell
survival?, Curr Opin Cell Biol, 22 (2010) 177-180.

[29] S. Salceda, J. Caro, Hypoxia-inducible factor lalpha (HIF-1alpha) protein is
rapidly degraded by the ubiquitin-proteasome system under normoxic condi-
tions. Its stabilization by hypoxia depends on redox-induced changes, J. Biol.
Chem. 272 (1997) 22642-22647.

[30] RK. Bruick, S.L. McKnight, A conserved family of prolyl-4-hydroxylases that
modify HIF, Science 294 (2001) 1337-1340.

[31] LE. Huang, J. Gu, M. Schau, H.F. Bunn, Regulation of hypoxia-inducible factor
lalpha is mediated by an O2-dependent degradation domain via the ubiquitin-
proteasome pathway, Proc. Natl Acad. Sci. USA 95 (1998) 7987-7992.

[32] M. Ivan, K. Kondo, H. Yang, W. Kim, ]. Valiando, M. Ohh, A. Salic, ].M. Asara, W.S.
Lane, W.G. Kaelin Jr., HIFalpha targeted for VHL-mediated destruction by proline
hydroxylation: implications for 02 sensing, Science 292 (2001) 464-468.

[33] U.R. Jewell, 1. Kvietikova, A. Scheid, C. Bauer, R.H. Wenger, M. Gassmann,
Induction of HIF-1alpha in response to hypoxia is instantaneous, FASEB ]. 15
(2001) 1312-1314.

[34] G.L. Semenza, O2-regulated gene expression: transcriptional control of cardio-
respiratory physiology by HIF-1, J. Appl. Physiol. 96 (2004) 1173-1177,
discussion 1170-1172.

[35] M. Huttemann, B. Kadenbach, L.I. Grossman, Mammalian subunit IV isoforms of
cytochrome c oxidase, Gene 267 (2001) 111-123.

[36] B.D. Kelly, S.F. Hackett, K. Hirota, Y. Oshima, Z. Cai, S. Berg-Dixon, A. Rowan, Z.
Yan, P.A. Campochiaro, G.L. Semenza, Cell type-specific regulation of angiogenic
growth factor gene expression and induction of angiogenesis in nonischemic
tissue by a constitutively active form of hypoxia-inducible factor 1, Circ. Res. 93
(2003) 1074-1081.

[37] R. Fukuda, H. Zhang, JW. Kim, L. Shimoda, C.V. Dang, G.L. Semenza, HIF-1
regulates cytochrome oxidase subunits to optimize efficiency of respiration in
hypoxic cells, Cell 129 (2007) 111-122.

[38] H.C. Lee, Y.H. Wei, Mitochondrial DNA instability and metabolic shift in human
cancers, Int. ]. Mol. Sci. 10 (2009) 674-701.

[39] LN. Todorov, G.I. Todorov, Multifactorial nature of high frequency of mitochon-
drial DNA mutations in somatic mammalian cells, Biochemistry (Mosc) 74
(2009) 962-970.

[40] MLL Ekstrand, M. Falkenberg, A. Rantanen, C.B. Park, M. Gaspari, K. Hultenby, P.
Rustin, C.M. Gustafsson, N.G. Larsson, Mitochondrial transcription factor A regulates
mtDNA copy number in mammals, Hum. Mol. Genet. 13 (2004) 935-944.

[41] H.C. Lee, S.H. Li, ].C. Lin, C.C. Wy, D.C. Yeh, Y.H. Wei, Somatic mutations in the
p-loop and decrease in the copy number of mitochondrial DNA in human
hepatocellular carcinoma, Mutat. Res. 547 (2004) 71-78.

[42] J. Lu, LK. Sharma, Y. Bai, Implications of mitochondrial DNA mutations and
mitochondrial dysfunction in tumorigenesis, Cell Res. 19 (2009) 802-815.

[43] S. Gochhait, A. Bhatt, S. Sharma, Y.P. Singh, P. Gupta, R.N. Bamezai, Concomitant
presence of mutations in mitochondrial genome and p53 in cancer development
—a study in north Indian sporadic breast and esophageal cancer patients, Int. J.
Cancer 123 (2008) 2580-2586.

[44] 1. Lee, AJ. Berdis, C.K. Suzuki, Recent developments in the mechanistic
enzymology of the ATP-dependent Lon protease from Escherichia coli: highlights
from kinetic studies, Mol. Biosyst. 2 (2006) 477-483.

[45] B. Lu, T. Liu, J.A. Crosby, J. Thomas-Wohlever, I. Lee, CK. Suzuki, The ATP-
dependent Lon protease of Mus musculus is a DNA-binding protein that is
functionally conserved between yeast and mammals, Gene 306 (2003) 45-55.

[46] B. Ly, S. Yadav, P.G. Shah, T. Liu, B. Tian, S. Pukszta, N. Villaluna, E. Kutejova, C.S.
Newlon, J.H. Santos, C.K. Suzuki, Roles for the human ATP-dependent Lon protease
in mitochondrial DNA maintenance, J. Biol. Chem. 282 (2007) 17363-17374.



(47]

(48]

(49]

(501

[51]

(52]

(53]

[54]

[55]
[56]

[57]

(58]

[59]

(60]

(61]

(62]

[63]

(64]
(65]

(66]

(671

(68]

(69]

[70]

(71]

[72]

(73]

[74]

[75]

A.-L. Bulteau, A. Bayot / Biochimica et Biophysica Acta 1807 (2011) 595-601

L. Vande Walle, M. Lamkanfi, P. Vandenabeele, The mitochondrial serine
protease HtrA2/Omi: an overview, Cell Death Differ. 15 (2008) 453-460.

M.A. Bowden, LA. Di Nezza-Cossens, T. Jobling, L.A. Salamonsen, G. Nie, Serine
proteases HTRA1 and HTRA3 are down-regulated with increasing grades of
human endometrial cancer, Gynecol. Oncol. 103 (2006) 253-260.

S.H. Lee, JW. Lee, H.S. Kim, S.Y. Kim, W.S. Park, S.H. Kim, ].Y. Lee, N.J. Yoo,
Immunohistochemical analysis of Omi/HtrA2 expression in stomach cancer,
APMIS 111 (2003) 586-590.

J. Narkiewicz, D. Klasa-Mazurkiewicz, D. Zurawa-Janicka, ]. Skorko-Glonek, J.
Emerich, B. Lipinska, Changes in mRNA and protein levels of human HtrA1,
HtrA2 and HtrA3 in ovarian cancer, Clin. Biochem. 41 (2008) 561-5609.

D. Zurawa-Janicka, J. Kobiela, T. Stefaniak, A. Wozniak, ]. Narkiewicz, M. Wozniak,
J. Limon, B. Lipinska, Changes in expression of serine proteases HtrA1 and HtrA2
during estrogen-induced oxidative stress and nephrocarcinogenesis in male
Syrian hamster, Acta Biochim. Pol. 55 (2008) 9-19.

D. Zurawa-Janicka, J. Skorko-Glonek, B. Lipinska, HtrA proteins as targets in therapy
of cancer and other diseases, Expert Opin Ther Targets, 14 (2010) 665-679.

T. Krojer, K. Pangerl, J. Kurt, J. Sawa, C. Stingl, K. Mechtler, R. Huber, M. Ehrmann,
T. Clausen, Interplay of PDZ and protease domain of DegP ensures efficient
elimination of misfolded proteins, Proc. Natl Acad. Sci. USA 105 (2008)
7702-7707.

W. Li, S.M. Srinivasula, J. Chai, P. Li, JW. Wu, Z. Zhang, E.S. Alnemri, Y. Shi,
Structural insights into the pro-apoptotic function of mitochondrial serine
protease HtrA2/Omi, Nat. Struct. Biol. 9 (2002) 436-441.

J. Hartkamp, B. Carpenter, S.G. Roberts, The Wilms' tumor suppressor protein WT1
is processed by the serine protease HtrA2/0Omi, Mol Cell, 37 (2010) 159-171.

J. Hartkamp, S.G. Roberts, HtrA2, taming the oncogenic activities of WT1, Cell
Cycle, 9 (2010).

E.R. Jupe, X.T. Liy, ].L. Kiehlbauch, J.K. McClung, R.T. Dell'Orco, The 3’ untranslated
region of prohibitin and cellular immortalization, Exp. Cell Res. 224 (1996)
128-135.

S. Wang, N. Nath, G. Fusaro, S. Chellappan, Rb and prohibitin target distinct
regions of E2F1 for repression and respond to different upstream signals, Mol.
Cell. Biol. 19 (1999) 7447-7460.

G. Fusaro, P. Dasgupta, S. Rastogi, B. Joshi, S. Chellappan, Prohibitin induces the
transcriptional activity of p53 and is exported from the nucleus upon apoptotic
signaling, . Biol. Chem. 278 (2003) 47853-47861.

G. Fusaro, S. Wang, S. Chellappan, Differential regulation of Rb family proteins
and prohibitin during camptothecin-induced apoptosis, Oncogene 21 (2002)
4539-4548.

P.J. Coates, D.J. Jamieson, K. Smart, A.R. Prescott, P.A. Hall, The prohibitin family of
mitochondrial proteins regulate replicative lifespan, Curr. Biol. 7 (1997)
607-610.

PJ. Coates, R. Nenutil, A. McGregor, S.M. Picksley, D.H. Crouch, P.A. Hall, E.G.
Wright, Mammalian prohibitin proteins respond to mitochondrial stress and
decrease during cellular senescence, Exp. Cell Res. 265 (2001) 262-273.

G. Steglich, W. Neupert, T. Langer, Prohibitins regulate membrane protein
degradation by the m-AAA protease in mitochondria, Mol. Cell. Biol. 19 (1999)
3435-3442.

T. Tatsuta, K. Model, T. Langer, Formation of membrane-bound ring complexes
by prohibitins in mitochondria, Mol. Biol. Cell 16 (2005) 248-259.

T. Tatsuta, T. Langer, AAA proteases in mitochondria: diverse functions of
membrane-bound proteolytic machines, Res. Microbiol. 160 (2009) 711-717.
C. Osman, C. Wilmes, T. Tatsuta, T. Langer, Prohibitins interact genetically with
Atp23, a novel processing peptidase and chaperone for the F1Fo-ATP synthase,
Mol. Biol. Cell 18 (2007) 627-635.

M. Artal-Sanz, N. Tavernarakis, Prohibitin and mitochondrial biology, Trends
Endocrinol. Metab. 20 (2009) 394-401.

C. Merkwirth, T. Langer, Prohibitin function within mitochondria: essential roles
for cell proliferation and cristae morphogenesis, Biochim. Biophys. Acta 1793
(2009) 27-32.

JK. McClung, ER. Jupe, XT. Liu, RT. Dell'Orco, Prohibitin: potential role in
senescence, development, and tumor suppression, Exp. Gerontol. 30 (1995) 99-124.
C. Merkwirth, S. Dargazanli, T. Tatsuta, S. Geimer, B. Lower, F.T. Wunderlich, J.C.
von Kleist-Retzow, A. Waisman, B. Westermann, T. Langer, Prohibitins control
cell proliferation and apoptosis by regulating OPA1-dependent cristae morpho-
genesis in mitochondria, Genes Dev. 22 (2008) 476-488.

M. Schleicher, B.R. Shepherd, Y. Suarez, C. Fernandez-Hernando, J. Yu, Y. Pan, L M.
Acevedo, G.S. Shadel, W.C. Sessa, Prohibitin-1 maintains the angiogenic capacity
of endothelial cells by regulating mitochondrial function and senescence, J. Cell
Biol. 180 (2008) 101-112.

M. Asamoto, S.M. Cohen, Prohibitin gene is overexpressed but not mutated in rat
bladder carcinomas and cell lines, Cancer Lett. 83 (1994) 201-207.

T. Sato, T. Sakamoto, K. Takita, H. Saito, K. Okui, Y. Nakamura, The human
prohibitin (PHB) gene family and its somatic mutations in human tumors,
Genomics 17 (1993) 762-764.

M.J. Nuell, D.A. Stewart, L. Walker, V. Friedman, C.M. Wood, G.A. Owens, J.R.
Smith, E.L. Schneider, R. Dell' Orco, C.K. Lumpkin, et al., Prohibitin, an
evolutionarily conserved intracellular protein that blocks DNA synthesis in
normal fibroblasts and HeLa cells, Mol. Cell. Biol. 11 (1991) 1372-1381.

AB. Spurdle, J.L. Hopper, X. Chen, M.R. McCredie, G.G. Giles, B. Newman, G.
Chenevix-Trench, Prohibitin 3’ untranslated region polymorphism and breast
cancer risk in Australian women, Lancet 360 (2002) 925-926.

[76]

[77]

[78]
[79]

(80]

[81]

[82]

(83]

(84]

[85]

[86]

[87]

(88]

(89]

[90]

[91]

[92]

[93]

[94]

[95]

[96]

[97]

(98]

[99]

[100]

[101]

601

A.B. Spurdle, D.M. Purdie, X. Chen, G. Chenevix-Trench, The prohibitin
3’ untranslated region polymorphism is not associated with risk of ovarian
cancer, Gynecol. Oncol. 90 (2003) 145-149.

L.G. Nijtmans, S.M. Artal, L.A. Grivell, PJ. Coates, The mitochondrial PHB
complex: roles in mitochondrial respiratory complex assembly, ageing and
degenerative disease, Cell. Mol. Life Sci. 59 (2002) 143-155.

T. Langer, W. Neupert, Regulated protein degradation in mitochondria,
Experientia 52 (1996) 1069-1076.

P. Martinelli, E.I. Rugarli, Emerging roles of mitochondrial proteases in
neurodegeneration, Biochim Biophys Acta, 1797 (2010) 1-10.

A. Bayot, N. Basse, L. Lee, M. Gareil, B. Pirotte, A.L. Bulteau, B. Friguet, M. Reboud-
Ravaux, Towards the control of intracellular protein turnover: mitochondrial
Lon protease inhibitors versus proteasome inhibitors, Biochimie 90 (2008)
260-269.

A. Bayot, M. Gareil, A. Rogowska-Wrzesinska, P. Roepstorff, B. Friguet, A.L.
Bulteau, Identification of novel oxidized protein substrates and physiological
partners of the mitochondrial ATP-dependent Lon-like protease Pim1, J. Biol.
Chem. 285 (2010) 11445-11457.

D.F. Bogenhagen, Y. Wang, E.L. Shen, R. Kobayashi, Protein components of
mitochondrial DNA nucleoids in higher eukaryotes, Mol. Cell. Proteomics 2
(2003) 1205-1216.

Y. Wang, D.F. Bogenhagen, Human mitochondrial DNA nucleoids are linked to
protein folding machinery and metabolic enzymes at the mitochondrial inner
membrane, J. Biol. Chem. 281 (2006) 25791-25802.

K. Kasashima, M. Sumitani, M. Satoh, H. Endo, Human prohibitin 1 maintains the
organization and stability of the mitochondrial nucleoids, Exp. Cell Res. 314
(2008) 988-996.

AL Bulteau, LI Szweda, B. Friguet, Mitochondrial protein oxidation and
degradation in response to oxidative stress and aging, Exp. Gerontol. 41
(2006) 653-657.

K. Luciakova, B. Sokolikova, M. Chloupkova, B.D. Nelson, Enhanced mitochondrial
biogenesis is associated with increased expression of the mitochondrial ATP-
dependent Lon protease, FEBS Lett. 444 (1999) 186-188.

Y. Zhu, M. Wang, H. Lin, C. Huang, X. Shi, J. Luo, Epidermal growth factor up-
regulates the transcription of mouse lon homology ATP-dependent protease
through extracellular signal-regulated protein kinase- and phosphatidylinositol-
3-kinase-dependent pathways, Exp. Cell Res. 280 (2002) 97-106.

I. Lee, C.K. Suzuki, Functional mechanics of the ATP-dependent Lon protease—
lessons from endogenous protein and synthetic peptide substrates, Biochim.
Biophys. Acta 1784 (2008) 727-735.

G.K. Fu, D.M. Markovitz, The human LON protease binds to mitochondrial
promoters in a single-stranded, site-specific, strand-specific manner, Biochemistry
37 (1998) 1905-1909.

X. Cheng, T. Kanki, A. Fukuoh, K. Ohgaki, R. Takeya, Y. Aoki, N. Hamasaki, D. Kang,
PDIP38 associates with proteins constituting the mitochondrial DNA nucleoid,
J. Biochem. 138 (2005) 673-678.

Y. Matsushima, Y. Goto, LS. Kaguni, Mitochondrial Lon protease regulates
mitochondrial DNA copy number and transcription by selective degradation of
mitochondrial transcription factor A (TFAM), Proc Natl Acad Sci U S A, 107 (2010),
18410-18415.

0. Hori, F. Ichinoda, T. Tamatani, A. Yamaguchi, N. Sato, K. Ozawa, Y. Kitao, M.
Miyazaki, H.P. Harding, D. Ron, M. Tohyama, M.S. D, S. Ogawa, Transmission of
cell stress from endoplasmic reticulum to mitochondria: enhanced expression of
Lon protease, J. Cell Biol. 157 (2002) 1151-1160.

Z. Granot, O. Kobiler, N. Melamed-Book, S. Eimerl, A. Bahat, B. Lu, S. Braun, M.R.
Maurizi, CK. Suzuki, A.B. Oppenheim, J. Orly, Turnover of mitochondrial
steroidogenic acute regulatory (StAR) protein by Lon protease: the unexpected
effect of proteasome inhibitors, Mol. Endocrinol. 21 (2007) 2164-2177.
R.Hegde, S.M. Srinivasula, Z. Zhang, R. Wassell, R. Mukattash, L. Cilenti, G. DuBois,
Y. Lazebnik, A.S. Zervos, T. Fernandes-Alnemri, E.S. Alnemri, Identification of Omi/
HtrA2 as a mitochondrial apoptotic serine protease that disrupts inhibitor of
apoptosis protein-caspase interaction, J. Biol. Chem. 277 (2002) 432-438.

A. Trencia, F. Fiory, M.A. Maitan, P. Vito, A.P. Barbagallo, A. Perfetti, C. Miele, P.
Ungaro, F. Oriente, L. Cilenti, A.S. Zervos, P. Formisano, F. Beguinot, Omi/HtrA2
promotes cell death by binding and degrading the anti-apoptotic protein ped/
pea-15, J. Biol. Chem. 279 (2004) 46566-46572.

L. Vande Walle, P. Van Damme, M. Lamkanfi, X. Saelens, J. Vandekerckhove, K.
Gevaert, P. Vandenabeele, Proteome-wide identification of HtrA2/Omi sub-
strates, J. Proteome Res. 6 (2007) 1006-1015.

H. Arlt, R. Tauer, H. Feldmann, W. Neupert, T. Langer, The YTA10-12 complex, an
AAA protease with chaperone-like activity in the inner membrane of
mitochondria, Cell 85 (1996) 875-885.

H. Arlt, G. Steglich, R. Perryman, B. Guiard, W. Neupert, T. Langer, The formation
of respiratory chain complexes in mitochondria is under the proteolytic control
of the m-AAA protease, EMBO J. 17 (1998) 4837-4847.

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.

K. Sekine, Y. Hao, Y. Suzuki, R. Takahashi, T. Tsuruo, M. Naito, HtrA2 cleaves
Apollon and induces cell death by IAP-binding motif in Apollon-deficient cells,
Biochem. Biophys. Res. Commun. 330 (2005) 279-285.

N. Ishihara, Y. Fujita, T. Oka, K. Mihara, Regulation of mitochondrial morphology
through proteolytic cleavage of OPA1, EMBO ]. 25 (2006) 2966-2977.



	Mitochondrial proteases and cancer
	Introduction
	Emerging role of the mitochondrial Lon protease in cancer
	The Lon protease: from protein control to regulatory function
	Structure and functions of the Lon mitochondrial protease
	Suppression of mitochondrial activity in cancer cell: regulation �of cytochrome c oxidase activity by HIF-1 and Lon protease
	Mitochondrial genome changes in cancer and involvement of �Lon protease

	HtrA2/Omi, a new target in cancer therapy
	Role of prohibitin in cell proliferation
	The mitochondrial prohibitin complex (PHB)
	Prohibitin 1 as a tumor suppressor
	Prohibitins function as mitochondrial chaperones of m-AAA �proteases and interaction with Lon protease

	Conclusions and future directions
	Acknowledgments
	References


