?umﬁuﬁﬁﬂaﬁﬂaugsni

Tasans
ﬂﬁﬁﬂwﬂﬂiauﬁlﬁﬂﬂmaum‘%m‘ﬁnamﬁaﬁnﬂﬁuﬁamﬁma’l,ugﬂwiiﬂvlﬂmawm%ﬂ
Leber Hereditary Optic Neuropathy (LHON)

v A6 A i

Agﬁ
IG]U f. WIU. WDIE LREATIND ’)“EEI’]‘LP LRTA T

Juay 2555



91827l BRG518006

=)

M mm‘i%’mﬁuam{ifﬁ

Tason1s “n1snelidsaunizinlalnaawasaNooasigandn

dnadaaludilalsalalnaauiaie Leber Hereditary Optic

Neuropathy (LHON)”
Ui, &
ATEAIVL
v A a A:Sf b v
1. @ W WIS LeAgnDd (Maninlasens)

AMAITITUAN ATASUNNYARASAITITWNEILIR NAIINLNRLNRAA
2. @ Wy AT Funaduia
mﬂ%ﬁﬂfmm AUNNUANRASAIINTNEILIN WAIINLIRLNRAR
3. Aauw s newyiia
#lUIAlaln&NIMTUNng  FDNUEILEINNNTING  ATRUANERASAIIND
WELNR YRIINNRBNAAR
4. fUW TUT  §32
mﬂ%ma’]ﬂqm’]a@% AMLNNEANRASIIINILIRINTUA ¥ InensuNAas
5. Dr Jim Stankovich
Menzies Research Institute Tasmania, University of Tasmania, Australia
6. Dr Aung Win Tun
AMAITTUAN AUNNLANFASAIINTNEILIE WR1INLNaBuAaa
7. us YAl QURHUE
AMAITITUAN ATASUNNYFRASAITITNEILIR NAINLNRLNRAA

anuauwlagdknownasnwaRUERBNIIY
(@nuAnlumsuibduvesdiss and. lddndudesiudiniaualy)
WOBAAN 2551-L0B181 2554



UnAALa

§y a7 BRG5180006

A

Talasams: mi?iﬂuﬂﬂiauﬁlﬁu"lwimaum’%ﬂﬁnamﬁaﬁnﬂﬁuﬁaLﬂﬁﬂﬁlugﬂwkﬂh
Inaaula3tLeber Hereditary Optic Neuropathy (LHON)

wntlasims: o, wy. WSS Gennt ATEUIG

Email address: patcharee.ler@mahidol.ac.th

ooz IAG I 3 1

d ' { =~
Leber's Hereditary Optic Neuropathy (LHON) illulsalulanauieiuninuasfngalinniis

o v & 1 Qs Qs 1 L7 Q =4
faungrilianuen Saazusasemudutaluiviuoy udhiinanaeiuizesdidu
1l lanawaTUAAUIN 11778G>A, 14484T>C %30 3460G>A 1TlwRIFudwusnna:
Aalwinalsa welusiv1snuaniinsugadaanuadlyn be Wi Inaswuiiaziian

g; 1A a' ] ;: 1 = [ > l
AILALAR  LATRILWAIRA WRINITOLANDINIILRAIaNTAILTA LHON Tenduwnn 11w
LNFTE, mn’hUﬂa@ﬁugﬂﬁmmuvlaiauugni, ﬁaoawqmaomuﬁﬂim INNRILREH
ﬁflvl,ﬂ;jmmaulaﬁuluﬁaLﬂ§ma’.hLﬂuﬁaﬁﬁﬂﬁlﬁ@mnmmaanmaoisa"[ﬁm‘%avlsj h

A a a a dloz a a dlda a 1

avasaundnluiiefugar lmuwnsaerllsanlnlulanauiass wazNIanTwadans
Walwivaglsa LHON LLazL*ﬁaﬂqaﬁ’hﬁuhﬁamﬁmaﬁwa@iamsnmﬂﬁuﬁfmaﬂsﬂ LHON
lunisnaaasnazdnunlusanlululanauiasaarnisas b lUTUAIRUAIAWNLEAIDINTT
284130 LHON (affected)(n = 7), AW liuaada1n1308913a LHON (unaffected) (n = 3)
wazAWUNG (control) (n = 5) lap¥innsiazheny 2-DE waz MS / MS tNas1uun
Td56u anmIneaaadnuldsdn 29 siandanuuaned1snwlwawnitnlylananiae
AAUN@ 11778G>A  (affected) uaznguAuLng (control)  TuUsdwu 4 vila gniRenan
avaraulasldinaiia western blot tatutwNanIINaaay  1U5a% 29 ThaN a0
2-DE 1 20 pflafuandrainalinddnsznitinguiuaasainyzeslia (affected) waz
1 a A:lld = a n:ll 1 Qs 1 1 dldd a a '
nguaulnd (control) luvmeNfilusdu 23 slafuandraiusznitnguniidufiadnfue
=
Y

liusaia1m7 (unaffected)  uaznguauLn@ (control) lusdu 7 sflandanuuandis

AaA A

L oA e o @ . | AAdAa a a ' A
s iy Eninguniliuiadnfuazuaaiains (affected) wazngunlduialnd
ue laiuge921M3 (unaffected)  Tls@udrulngnldannmdnmazadlululonauweis
A ) & , \
TI9TYPNAIVANIINMINAURUT 11778G>A Tds@wmnanfinulu niasdasvas
OXPHQOS, intermediary metabolism, nucleoid related proteins, chaperones, cristae

. €1 v a & A ' \ AAdAa A a
remodeling uaziauloidaduauyadary lunihauladn ngundiduRadnduazuaad
81M7 (affected) uaznguniidufiadnfud laiugaia1n1s (unaffected) Hilusdunasonu

AONITADURWDIVDINIINAN Uﬁuﬁ: 11778G>A smL’j”umﬂﬂiauﬁwm:%dnmjuﬁﬁﬁu



Aaa a

Hadn@uszuaasainy (affected) uaznguawlnd (control) %38 ﬂ@;wuﬂuw@ﬂﬂau@i"l,sj

1 a =< s @ 6 1
LEAIBINTT (unaffected) LLE‘]ZﬂQ&Jﬂ%ﬂﬂ@] (control)  NITANBIAIMURUNBDIITHAIN

a A

Tsauazwuldsan 2 wuy de lusauiiertasnudnesen uazlusdndiiordasniu
mswupeslisauan tofiudunansanu i ldias a3 ewnsvinems uazms
yunguineslsiudely Fsdrdginulumsinmil o Wsduiaglusadifnmnme
Wuivaalin LHON 9zaaay Gavnlwinansznudanismelalasldeandian uasszuy
nInuaNamIWIadllsiu AR AN R UL TR ARG In T WA mIN

ALNILTW LTRAUIZTRINGN



Abstract

Project Code: BRG5180006

Project Title: Proteomic study of imported nuclear proteins into mitochondria in the
patients with mitochondrial disease: Leber Hereditary Optic Neuropathy

(LHON)
Investigator: Prof. Patcharee Lertrit, M.D. Ph.D.
Email address: patcharee.ler@mahidol.ac.th

Project Period: 3 years

Leber's Hereditary Optic Neuropathy (LHON) is one of the commonest mitochondrial
diseases causing total blindness, affecting predominantly in young male. Though either
of the primary mitochondrial DNA mutation 11778G>A, 14484T>C or 3460G>A is
essential to develop the disease, it cannot explain the characteristic features of LHON
such as male preference, incomplete penetrance, relatively later age of onset, though
mutation is present since birth. This calls for attention to nuclear genes as modifiers in
disease expression. In order to explore the nuclear encoded mitochondrial proteins
which influence the development of LHON and to identify the nuclear response to the
LHON mutation, a proteomic approach was used to decipher the mitochondrial proteins
from fibroblasts of affected LHON (n=7), unaffected LHON (n=3) and the control (n=5).
2-DE followed by MS/MS analysis identified 29 proteins which were differentially
expressed between the 11778G>A LHON mutant fibroblasts and those of the controls.
The proteomic data were successfully validated by western blot analysis of 4 selected
proteins. Out of 29 proteins identified by 2-DE proteomics, 20 different proteins were
significantly different between the affected and the control groups while 23 proteins
were different between the unaffected and the controls. Comparison between the
affected and the unaffected groups revealed 7 different proteins which were significantly
different. Most of the proteins identified in the study were from the mitochondrial
proteins and they were down regulated in 11778G>A mutant fibroblasts. These proteins
were from the subunits of OXPHQOS, intermediary metabolism, nucleoid related proteins,
chaperones, cristae remodeling and an anti-oxidant enzyme. Interestingly, the
proteomic profiles of the affected and unaffected LHON shared many proteins, revealing

the similar proteomic response to 11778G>A mutation, except some proteins which



were particularly observed in the comparisons between the affected and the control or
in the unaffected and the control. Protein-protein interaction analysis of identified
proteins showed two broad categories: those related with bioenergetic pathway and
those related with protein folding. This result is further supported by functional
annotation and clustering analysis. The important findings of the present proteomic
study are that the proteomic changes in the cells with LHON mutation were mostly
down regulation, and that the aerobic respiration and the protein quality control system
of the mitochondria are critically affected, the conditions that would be incompatible with

the higher energy demanding cells such as the retinal ganglion cells.
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Executive summary

Leber hereditary optic neuropathy (LHON) is a mitochondrial genetic disease that
commonly causes blindness in young adult males. Three primary mitochondrial DNA
mutations are found in more than 95% of LHON cases worldwide. The marked
incomplete penetrance and gender bias of this disease indicates that additional genetic
and/or environmental factors are required for the phenotypic expression of the
pathogenic mtDNA mutations in LHON. Numerous efforts have been done to have a
better understanding on the pathogenesis of LHON, covering from the single gene study
to global gene expression profile, especially to hunt for nuclear modifier, if any present.
The oligonucleotide microarrays of LHON using cybrids and lymphoblastoid cell line and
global gene expression profile (transcriptomic profiles) in LHON lymphocytes have been
studied but yielded limited results. In the present study, we explored the differential
mitochondrial proteomic profiles of affected LHON (n=7), unaffected LHON (n=3) and
the control (n=5) fibroblasts using 2 Dimensional polyacrylamide gel electrophoresis (2-
DE) and mass spectrometry. Out of 29 proteins identified by 2-DE proteomics, 20
different proteins were significantly different between the affected and the control groups
while 23 proteins were different between the unaffected and the controls. Comparison
between the affected and the unaffected groups revealed 7 different proteins which
were significantly different. Most of the proteins identified in the study were from the
mitochondrial proteins and they were down regulated in 11778G>A mutant fibroblasts.
These proteins were from the subunits of OXPHOS, intermediary metabolism, nucleoid
related proteins, chaperones, cristae remodeling and an anti-oxidant enzyme. Protein-
protein interaction analysis of identified proteins showed two broad categories: those
related with bioenergetic pathway and those related with protein folding. This result is
further supported by functional annotation and clustering analysis. The important
findings of the present proteomic study are that the proteomic changes in the cells with
LHON mutation were mostly down regulation, and that the aerobic respiration and the
protein quality control system of the mitochondria are critically affected, the conditions
that would be incompatible with the higher energy demanding cells such as the retinal

ganglion cells.

vii



d13ULI09

unAagans ne
UNAALDNWIAING 1
UNayUdmTE LIS
sItyiSed
RIIVYAII
RSN

N4

e

v

SRR AL

a
q
ArdnAumIIY
NAN13I8
Nnuwnazvindaluamiaa

NRITWITENANUN LN TRITITINIIZALUIUWITA

viii

Vii

viii



Table 1

Table 2
Table 3

Table 4

Table 5

Table 6

13U AIIY

Quantitative data and the statistical analysis of the intensity

volume of the spots between the three different groups of study.

Identification of altered proteins observed in the study.
Identification of altered proteins between the affected and the
control groups.

Functional categories and sub-cellular localizations of all the
proteins identified in the study.

Identification of altered proteins between the unaffected and
the control groups.

Identification of altered proteins between the affected and

the unaffected groups.

17
21

23

24

28

30



Figure 1

Figure 2

Figure 3

Figure 4

Figure 5

Figure 6

Figure 7
Figure 8
Figure 9

13U NN

Assessment of the purity of fibroblasts from the cultured
skin biopsy.

Western blot analyses for assessment of mitochondrial
enrichment and purity.

Mitochondrial proteomic profile of seven different affected
LHON fibroblasts.

Mitochondrial Proteomics profile of three different unaffected
LHON fibroblasts.

Mitochondrial Proteomics profiles of five different control
fibroblasts.

Representative proteome map of differentially expressed
Protein.

List of proteins identified in each comparison.
Validation of proteomic data by western blot analysis.

Validation of proteomic data by western blot analysis.

Figure 10 Protein-protein interaction network of identified proteins

which were significantly different between the affected and

the control groups based on STRING 9.0 database.

Figure 11 Summary of possible major metabolic pathway derangement

observed in affected and unaffected LHON fibroblasts comparing

the control based on the 2DE proteomic result.

10

12

13

14

15

16

31

32
33

36

40



UNW

Leber's hereditary optic neuropathy (LHON) [OMIM 535 000] is one of the
commonest mitochondrially inherited diseases, with a prevalence of ~ 1:31,000 — 50,000
in some parts of Europe (1). It is also one of the common causes of blindness in young
men. More than 80% of LHON patients are male with varying degree of the male to
female ratio (2). As a result of degeneration of retinal ganglion cell layers, the patients
usually develop symptoms of acute or sub-acute painless loss of central vision, either in
both eyes simultaneously or in one eye followed by the other eye within 6-12 weeks
after the initial onset. They also have fading of colors and deterioration of visual acuity
(3). Most affected persons suffer sudden monophasic visual loss but some present as a
subclinical condition with a low-grade constant deterioration of retinal ganglion cells.
The typical age of onset of the disease is between 15 — 35 years varying from 8 - 60

years (4-5).

The three missense mitochondrial DNA (mtDNA) mutations 11778G>A
(p.R340H; ND4), 14484T>C (p.M64V; NDG6), 3460G>A (p.A52T; ND1) are the primary
mutations responsible for 95% of worldwide LHON cases (6). All of the LHON patients
detected so far in Thailand carry 11778G>A (>90% of cases) or 14484T>C (7-8).
Though the primary mutation is essential to develop the disease, the primary mutation
per se cannot explain the distinctive features of LHON (6, 9). To have better
understanding on the pathogenesis of the LHON, there are some issues that need to be
addressed, especially in the context of male preference, incomplete penetrance,
relatively later age of onset though mutation is present since birth and retinal ganglion
cells being the only affected tissue. The level of heteroplasmy of mutant mtDNA,
mtDNA background and haplogroups, nuclear DNA background, and environmental
factors are supposed to influence the development of LHON for certain extent (5-6, 10-

15).

Numerous efforts have been done to have a better understanding on the
pathogenesis of LHON, covering from the single gene study (16-18) to global gene
expression profile (19-21), especially to hunt for nuclear modifier, if any present. Given
that OXPHOS subunits are encoded by both mitochondrial and nuclear genes and that
there are numerous cross-talks between the mitochondria and the nucleus,
consequently, differential expressions of not only the mitochondrial genes but also the

nuclear genes are observed in various OXPHOS deficiency models (22). The



oligonucleotide microarrays of LHON using cybrids and lymphoblastoid cell line revealed
that there are some LHON-specific transcriptional alterations of the metabolic proteins,
chromosomal organization, regulation of cell proliferation and apoptosis in the cells
bearing LHON mutations (19). Another study has found that mitochondrial diseases
including LHON have up-regulation of multiple transcripts of the unfold protein response
(UPR) and inhibition of transcripts involved in vesicular secretion, protein synthesis and
oligodendrogenesis (21). Recent analysis of global gene expression profile in LHON
lymphocytes reveals up-regulation of 137 genes and down-regulation of 152 genes -
most were related to immune response, carbohydrate metabolism, lipid metabolism,

amino acid phosphorylation, electron transport, and apoptosis (20).

In addition to the transcriptomic profiles, there are some reports for the
proteomic profiles of the mitochondria in different mitochondrial disorders and different
experimental settings (23-28). Proteome of mitochondria contains approximately 1,000
proteins and 99% of which are the products of nuclear genes (29). The coordinated
expressions of imported nuclear encoded proteins as well as 13 mtDNA encoded
proteins are crucial for the integrity of mitochondrial functions. In the case of various
OXPHOS deficiency, nuclear genes respond in many ways (22). Interestingly, there is
no general consensus for the direction (up or down regulation) of the nuclear response
in mitochondrial disorders though there are some reports for the higher occurrences of
down regulation than up regulation (21, 24, 30). Moreover, differential expression is
usually observed with nuclear encoded mitochondrial proteins belonging to a variety of

functional pathways in addition to the subunits of OXPHOS.

With these distinct characteristics of mitochondrial proteins in cellular
homeostasis, there would be no surprising that alteration in mitochondrial proteins are
found to be frequently associated with many diseases including neurodegenerative
diseases such as Alzheimer's (31-32) and Parkinson’s (33-34) diseases and aging
processes (26, 35). There is a limited study on comprehensive expression profiles of
mitochondrial proteins in LHON which is also a neurodegenerative disease. Therefore,
in the present study, we explored the differential mitochondrial proteomic profiles of
affected LHON, unaffected LHON and the control fibroblasts using 2 Dimensional
polyacrylamide gel electrophoresis (2-DE) and mass spectrometry. This mitochondrial
proteomic profile will provide more understanding of the consequences and the gene

expression response in OXPHOS deficiency of LHON.
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1. To search for the nuclear encoded mitochondrial proteins influencing the

expression of LHON

2. To get the information of the response of nucleus to LHON mutation

through nuclear encoded mitochondrial proteins
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1. Sample

The sample type employed in this study was the cultured dermal
fibroblasts directly obtained from the individuals belonging to the three groups of study
populations: affected LHON, unaffected LHON and the control.

There were seven affected LHON patients participating in this study.
Affected LHONs were those who had already been diagnosed as having LHON by the
ophthalmologist and they had been confirmed as bearing homoplasmic at mtDNA
11778G>A. These 7 patients were from 3 different unrelated pedigrees with different
mtDNA haplogroup background. There were three unaffected LHON individuals
participating in the study. Each individual was from each pedigree of affected LHON
and was maternally related with the affected individuals (Appendix | and Il). At the time
of sample collection, the clinical signs and symptoms of LHON had not arisen in these
three individuals.

As a control group, five individuals with no familial history of eye
diseases were recruited. They were recruited during their visit to Siriraj Hospital,
Bangkok, Thailand, for other medical reasons apart from the eye related ailment or other
chronic metabolic diseases. All of the participants were explained the nature of the
study and the informed consent was obtained before taking the biopsy. This study was
approved by the Ethics Committee of the Mahidol University, Faculty of Medicine, Siriraj
Hospital (No. 161/2551) and the study was conducted according to the principal of the
World Medical Association’s Declaration of Helsinki.

2. Inoculation of dermal fibroblasts

A 4 mm punch biopsy from the lateral forearm was taken from the seven
affected and three unaffected individuals with LHON mutation under strict aseptic
condition and local anesthesia. Surgically removed skin biopsies were obtained from

five normal controls during their operations for other medical reasons at the Department



of Orthopedic, Siriraj Hospital. The specimens were immediately put in sterile
Dulbecco’s Modified Eagle Medium (DMEM) and sent to the laboratory at 4 °C. Under
the laminar flow hood, the subcutaneous fat was removed and the remaining dermal
tissue was chopped into several pieces as small as possible. 2-3 pieces were put into
each 35 mm petri dish and covered with a sterile cover-slip (36). One or two spots of
sterile grease were applied making sure that the cover-slip would attach the dish. The
chopped skin pieces were then allowed to grow in media containing 12% (v/v) Fetal
Bovine Serum (FBS) in DMEM, Amphotericin B (1 upg/ml), penicillin (100 U/ml),
streptomycin (100 pg/ml), 2mM L-Glutamine, uridine 50 pyg/ml (37) in 5% CO, incubator
at 37 °C.  Within 2 weeks, the proliferating fibroblasts were found attached to the petri
dish. After culturing for further 2-3 weeks, the fibroblasts reached 80-100% confluence
resulting in the attachment of the cells to the base of the petri dish as well as to the
cover-slip.

When the fibroblasts were 80-100% confluence, they were trypsinized.
The fibroblasts on the cover slip and inside the petridish were washed with 1-2 ml of
PBS and trypsinized with 1 ml of 0.25% trypsin-EDTA (w/v) and incubated at 37 °C for
1-2 min. The trypsinization was stopped by adding the previously kept culture medium
containing FBS. The cell suspension was transferred to the 15 ml tube and centrifuged
for 10 min at 1,500 rpm. The supernatant was discarded and the cell pellet was re-
suspended with 1 ml of warm culture medium. The cell suspension was then
transferred to a 25-cm2 flask. 3 ml of culture medium was added and incubated at 37
°C in 5% CO,. In this way, the first passage of the primary fibroblast culture was
established.

The fibroblasts were then serially sub-cultured with 75-cm2 flask and
expanded till passage 6 in which required amount of cell number was obtained for the
later experiment. In every passage, the culture medium was refreshed 3 times a week.
Cells were then harvested for mitochondrial isolation.

3. Confirmation of the purity of fibroblasts

To confirm that the fibroblasts which would be used for mitochondria
extraction and further experiments were free from other cell type such as the epithelial
cells, immunofluorescent staining was performed using fibroblast specific antibody. The
cells were washed three times with PBS and fixed in 3.8% formaldehyde in PBS at room
temperature for 10 min. After rinsing with PBS, the fixed cells were blocked with 1%
BSA in PBS for 30 min. Mouse monoclonal anti-fibroblast surface protein antibody

(Abcam, Cambridge, USA; ab11333) (1:50) was added and the mixture was incubated



for 2 hr at room temperature. After washing with PBS for 3 times, the cells were further
incubated with the secondary antibody (rabbit anti-mouse conjugated with FITC 1:2,000
in 1% BSA in PBS) and Hoechst-dye 33342 (Thermo Fisher Scientific, Rockford, IL
USA) at a dilution of 1:1,000 at room temperature in the dark. Then, the cells were
rinsed with PBS and then mounted with anti-phase solution on glass slide under
fluorescent microscopy (Nikon ECLIPSE 80i, Nikon Corp.; Tokyo, Japan).

4. Mitochondrial Isolation

Mitochondria were isolated by the differential centrifugation (95). Before
trypsinization, the cultured cells were washed with chilled PBS for at least 4 times, to
make sure that there was no residual FBS. The cultured fibroblasts were then
trypsinized with 0.25% trypsin-EDTA. 0.5 x 106 cells were suspended in 1 ml of
isolation buffer containing 0.25 M sucrose, 10 mM HEPES (pH 7.5) and 0.1 mM EDTA.
The cell suspension was sonicated with a probe sonicator (Bandelin Sonopuls HD 200;
Bandelin electronic; Berlin, Germany) at MS 72/D (50 cycles) for 10 sec. The cell lysate
was centrifuged for two times at 1,000 x g for 10 min to remove cell debris and intact
cells, if any present. The supernatant was collected and centrifuged at 20,000 x g for
30 min. The pellet was saved and washed with the buffer containing 0.25 M sucrose
and 10 mM HEPES (pH 7.5) and centrifuged again at 20,000 x g for 20 min. As a final
step, the mitochondrial pellet was washed with PBS and centrifuged at 20,000 g for 10
min. All the extraction procedures were performed at 4 °C. The mitochondrial pellet
was lyzed by Laemallie buffer or 2-D buffer depending on the subsequent step of the
experiment. The lyzed mitochondrial fraction was kept at -20 °C until use.

5. Confirmation of purity of mitochondria

To confirm the purity of mitochondria, the mitochondrial proteins and the
proteins from the whole cell lysate were resolved by western blot analysis using
mitochondrial and other organelle specific markers. The mitochondrial pellet or any type
of cell (HepG2, primary fibroblasts) subsequently used for the Western Blot experiments
were lyzed by 2x Laemallie buffer containing 4% SDS, 10% 2-mercaptoehtanol, 20%
glycerol, and 0.125 M Tris HCI without bromophenol blue (38).

The protein samples were boiled for 5 min at 95 °C. In every experiment
of Western blot analysis, 20 yg of total proteins from each sample was loaded. The
proteins were resolved by 3.7% SDS-PAGE (stacking gel) and 12% SDS-PAGE
(resolving gel) at 150 V for 2 and half hr by vertical gel electrophoresis. The resolved
proteins in the gel were then electro-transferred to nitrocellulose membrane by semidry

transfer method (Bio-Rad; Hercules, CA) for 1 hr and 20 min at constant current of 75



mA. Non-specific binding to the membrane was blocked with 5% skimmed milk in PBS
for 1 hr. The blocked membrane was probed with the desired specific primary antibody
in 1% skimmed milk or 1% Bovine Serum Albumin in PBS for overnight at 4 °Cata
concentration according to manufacturers’ instructions. The membrane was washed
with PBS for 3 times (5 min each). Then it was further incubated with the respective
secondary antibody conjugated with horse radish peroxidase (Dako, Glostrup, Denmark)
in 1% skimmed milk in PBS or 1% BSA in PBS. The incubation with the secondary
antibody was carried out at room temperature for 1 hr with half the concentration used
for the primary antibody in each experiment. Bands were visualized by Super Signal
West Pico chemiluminescence substrate (Pierce Biotechnology Inc.; Rockford, IL, USA).
The following primary antibodies were used: rabbit polyclonal anti-voltage dependent
anion selective channel protein 1 (VDAC-1, a mitochondrial marker) (Abcam, Cambridge,
USA; ab11333), rabbit polyclonal anti-lysosomal associated membrane protein-2 (LAMP-
2, lysosomal marker) (Abcam, Cambridge, USA; ab37024), rabbit polyclonal anti-
Calnexin, an Endoplasmic Reticulum marker) (Abcam, Cambridge, USA; ab22595),
rabbit polyclonal anti-Catalase, a peroxisomal marker) (Abcam, Cambridge, USA,;
ab16731), mouse monoclonal anti-c-jun, a nuclear marker) (Santa Cruz Biotechnology,
Inc, sc166540), mouse monoclonal anti-Ol-tubulin, a cytoplasmic markers) (Santa Cruz
Biotechnology, Inc, sc23948).

6. Two-Dimensional Electrophoresis

Mitochondrial pellets derived from cultured primary fibroblasts of seven
affected LHON, three unaffected LHON and five controls were lyzed with a lysis buffer
containing 7 M urea, 2 M thiourea, 2% CHAPS, 120 mM DTT, 40 mM Tris, and 2%
ampholyte (pH 3-10) and incubated at 4 °C for 30 min. Protein concentration was
determined by Bradford method (38) . 100 ug of total mitochondrial proteins from each
individual was mixed with rehydration buffer (7 M urea, 2 M thiourea, 2% CHAPS, 120
mM DTT, 40 mM Tris-base, 2% ampholytes ( pH 3-10) and a trace of bromophenol blue
to make the final volume of 150 pl. The samples were rehydrated onto 7 cm
immoblized pH gradient DryStrips (non-linear pH gradient of 3-10; GE Healthcare,
Uppsala, Sweden) at room temperature for 16 hour. IPG strips were focused in Ettan
IPGphor Il IEF System (GE health care) at 20 °C. The program was set to have a
stepwise mode of 500 V for 250 Vh; 1000 V for 500 Vh; and 5000 V for 8333 Vh to
reach 9083 Vh.



After isoelectric focusing, the strips were equilibrated in two different
equilibration buffers with each time for 15 min at room temperature. The first
equilibration buffer contained 6 M urea, 130 mM DTT, 112 mM Tris-base, 4% SDS, 30%
glycerol, and 0.002% bromophenol blue and the second equilibration buffer contained a
similar component except 135 mM iodoacetamide instead of DTT. The strips were
further loaded on 13% polyacrylamide gel and resolved using SE260 mini Vertical
Electrophoresis Unit (GE Health Care) at 150 V for approximately 2 hr. The separated
proteins were fixed with 10% methanol and 7% acetic acid for 30 min. The fixed
solution was then removed and the gels were stained with 20 ml of Deep Purple
fluorescence stain (GE Healthcare) for overnight on a continuous gentle rocker. Gel
images were taken by Typhoon 9200 laser scanner (GE Healthcare).

7. Analysis of Protein Spots

Detection and matching of spots on gel images and analysis of protein
spots were performed using ImageMaster 2D Platinum software from GE Health care.
Parameters used for spot detection were minimal area of 10 pixels, smooth factor of 2
and saliency of 2. The gel containing all of the spots and with maximum number of
spots among other gels was assigned as a reference gel. It was used to check for the
presence and differential expression of proteins among gels. Background subtraction
was performed, and the intensity volume of each spot was normalized with total intensity
volume (summation of the intensity volumes obtained from all spots within the same 2-D
gel). Intensity volumes of individual spots from each gel were subjected to statistical
analysis to compare between different groups of the study. The statistical significant
differential expressed protein spots were subjected to in-gel tryptic digestion and
identification by mass spectrometry.

8. In-Gel Tryptic Protein Digestion

The significantly differential expressed spots of proteins were manually
excised from the gels. The excised gel pieces were washed twice with 200 pL of 50%
acetonitrile (ACN)/25 mM NH,HCO; buffer (pH 8.0) at room temperature for 15 min, and
then washed once with 200 pL of 100% ACN. After washing, the solvent was removed
and the gel pieces were dried. The dried gel plugs were then rehydrated with 10 yL of
1% (w/v) trypsin in 25 mM NH4HCO;. After rehydration at 37 °C for 30 min, the gel
pieces were crushed with siliconized blue stick and further incubated with 1% (w/v)
trypsin at 37 °C for at least 16 h. Peptides were subsequently extracted twice with 50
pL of 50% ACN/5% trifluoroacetic acid; the extracted solutions were then combined and

dried with the Speed Vac concentrator. The peptide pellets were resuspended with 10



ML of 0.1% TFA and concentrated. The peptide solution was then washed with 10 pL of
0.1% formic acid by drawing up and expelling the washing solution three times. The
peptides were eluted with 5 pL of 75% ACN/0.1% formic acid.

9. Protein Identification by Mass Spectrometry (Q-TOF MS and/or

MS/MS) and Sequence Analyses

The trypsinized samples were premixed 1:1 with the matrix solution
containing 5 mg/mL Ol-cyano-4-hydroxycinnamic acid (CHCA) in 50% ACN, 0.1% (v/v)
TFA and 2% (w/v) ammonium citrate, and deposited onto the 96-well MALDI target
plate. The samples were analyzed by Q-TOF Ultima mass spectrometer, which was
fully automated with predefined probe motion pattern and the peak intensity threshold for
switching over from MS survey scanning to MS/MS, and from one MS/MS to another.
Within each sample well, parent ions that met the predefined criteria (any peak within
the m/z 800-3000 range with intensity above 10 count + include/exclude list) were
selected for CID MS/MS using argon as the collision gas and a mass dependent + 5 V
rolling collision energy until the end of the probe pattern was reached. The MS/MS data
were extracted and searched the protein identity using the MASCOT search engine
(http://www.matrixscience.com), assuming that peptides were monoisotopic, fixed
modification was carbamidomethylation at cysteine residues, whereas variable
modification was oxidation at methionine residues. Only one missed trypsin cleavage
was allowed, and peptide mass tolerances of 50 ppm were allowed for MS/MS ions
search. The searches were done against human proteins in the NCBI database

(http://www.ncbi.nim.nih.gov).  Peptides with ions score >34 were considered as

significant hits. Only the significant hits from MS/MS peptide ion search were reported.

10. Western Blot Analysis for confirmation of 2-D proteomic results

For validation of the level of changes of the proteins from the proteomics
profile, western blot analysis was done. 20 ug of mitochondrial fractions each from the
affected LHON, unaffected LHON and the control were resolved employing the same
protocol as mentioned in 3.4.5. The primary antibodies used were as follows: rabbit
monoclonal HSP60 (Santa Cruz Biotechnology, Inc, sc13966), rabbit polyclonal anti-
Catalase, rabbit polyclonal anti-UQCRC1 (Abcam, Cambridge, USA; ab96333), rabbit
polyclonal NDUFS1 (Abcam, Cambridge, USA; ab96428). Rabbit polyclonal anti-VDAC
was used as a loading control. After incubating with respective secondary antibodies

(anti-mouse or anti-rabbit), the bands were visualized by enhanced chemiluminescence



and exposed to the film. The band intensities were measured using ImageJ software

(http://rsbweb.nih.goV/ij/).

11. Functional annotation cluster analysis of Proteomic data

Identification of the biological functions and the enrichment of the
differentially expressed protein with respect to the functional categories were performed
using DAVID (Database for Annotation, Visualization and Integrated Discovery)
Functional Annotation Clustering Tool version 6.7 (http://david.abcc.ncifcrf.gov/) (40-41).
The list of respective Uniprot accession numbers for the differentially expressed proteins
from 2-DE proteomic profiles were uploaded to the DAVID online analysis tool with a
default background. Significantly enriched functional groups were classified using
Functional Annotation Clustering, by setting the default as medium stringency.

12. Protein interaction network

STRING database version 9.0 (http://string-db.org/) was used in order to
observe the protein-protein interactions comprising physical or functional association
among the differentially expressed proteins between the affected versus control and the
unaffected versus control (42). The parameters were set at default value. The lists of
differentially expressed proteins in each comparison were loaded to the database as in
the list of the respective gene name. STRING output included the result from Text-
mining. For this, thorough literature review was done to reduce the number of false
positive interaction result which was based on mere co-mentioning in the literature.

13. Statistical Analysis

All the data representing the intensity volume of the spots were reported
as mean + SEM. For comparison between 3 different groups, the data were analyzed
using one-way ANOVA followed by a Post Hoc Tukey-Kramer Test (SPSS, version 18).

P value less than 0.05 was considered statistically significant.

NAN1322Y

Characteristics of affected LHON and unaffected LHON

To explore the mitochondrial proteomic alteration in LHON, fibroblasts
cultured from skin biopsy of 7 affected LHON, 3 unaffected LHON and 5 controls were
used. The affected LHON belonged to three different LHON pedigrees (Appendix | and
II). One unaffected maternally related individual was also recruited from each pedigree

of the affected patients. All of these LHON pedigrees were already characterized as



having homoplasmic mutation at mtDNA 11778G>A at Metabolic and Mitochondrial
Disease Laboratory, Department of Biochemistry, Faculty of Medicine Siriraj Hospital,

Mahidol University.

Confirmation of the purity of fibroblasts

The choice of sample in this study was the primary fibroblasts cultured
directly from the skin biopsy. To confirm the purity of skin fibroblast, one of the
fibroblast cultures from the skin biopsy was randomly selected and tested with anti-
fibroblast surface protein which is specific to the fibroblasts (43). Figure 1 shows the
immunofluorescent result which indicated that almost every cell that was stained with
DNA staining Hoechst-dye 33342 had the positive signal for fibroblast surface protein.
This confirmed that the fibroblast culture obtained from the skin biopsy were pure of

fibroblast with no contamination of other cells.

Figure 1. Assessment of the purity of Fibroblasts from the cultured skin
biopsy. Fibroblast surface protein (FSP) was used as a marker in immunofluorescence
of the cultured fibroblasts obtained directly obtained from the skin biopsy. The green
represents fibroblasts and the nucleus was stained with Hoechst-dye 33342 which

shows blue.

Mitochondrial enrichment and purity

Enrichment and purity of the mitochondrial fraction was assessed using
mitochondrial and other organelles specific markers by immunoblotting. In the first

instance, HepG2 cells were used as a source of mitochondria to check for purity of



mitochondrial fraction. After having the satisfactory result with HepG2 cells, the
procedure for checking the sub-cellular marker analysis was carried out with the primary
fibroblasts. Figure 2 demonstrates that the mitochondrial marker VDAC-1 was highly
enriched in the mitochondrial fraction comparing the whole cell lysates, either in HepG2
or in primary fibroblasts. In the mean time, the markers for endoplasmic reticulum,
nuclear, lysosome and cytosol were absent or minimal in the mitochondrial enriched
fraction except Catalase, the peroxisome marker, which was found to be present in both
the mitochondrial fraction and the whole cell lysate from HepG2 as well as from the
fibroblasts. The mitochondrial fraction was highly enriched and with absent or the
minimal level of non-mitochondrial contamination, and hence it was suitable for further

analysis for 2-DE.

2-D PAGE comparisons of mitochondrial fraction between affected LHON,

unaffected LHON and the control fibroblasts

The proteins from the mitochondrial enriched fraction from the primary
fibroblasts were analyzed for 2-DE using pH 3-11 non-linear pH gradient strips for the
first Dimension and 13% SDS-PAGE as a second dimension. The individual 2-D
mitochondrial proteome profiles from fibroblasts of affected LHON (n=7), unaffected
LHON (n=3) and the control groups (n=5) showed an essentially identical spot pattern
among the individual samples (Figure 3 - 6). Approximately 800 protein spots were
visualized on each gel. However, among the 3 groups of the samples, there were
distinct alterations in the proteomic profile which was revealed by spot matching analysis
using ImageMaster 2D Platinum software. Table 1 outlines the result of quantitative

analysis on the intensity of the spots among the three different groups of the study.



(A)

VDAC-1 (32 kDA) Mitochondriaria

LAPM-2(110kDa) Lysosome

Catalase (59kDa) Peroxisome

Calpain-1 (30kDa) Cytosol

(B)

Figure 2. Western blot analyses for assessment of mitochondrial enrichment
and purity. 20 pg of mitochondrial lysate and whole cell lysate from HepG2 (A) and
fibroblasts (B) were separated by 12% SDS-PAGE gel and checked with specific
antibodies against various sub-cellular organelles. (W = whole cell lysate; M =
mitochondrial enriched fraction) (The same membrane for each cell type was stripped

and probed with subsequent antibodies.)



Figure 3. Mitochondrial proteomic profile of seven different affected LHON
fibroblasts. Equal amount of proteins (100 ug) were separated in each gel based on
differential isoelectric point (p/) for the first dimension (x-axis), which covers pH3 (left) to
pH10 (right) and differential molecular weight for the second dimension (y-axis) which
stretches from approximately 6.5 kDa (bottom) to 200 kDa (top). Separated proteins

were visualized by Deep Purple fluorescence stain.



Figure 4. Mitochondrial Proteomics profile of three different unaffected LHON
fibroblasts. Equal amount of proteins (100 ug) were separated in each gel based on
differential isoelectric point (p/) for the first dimension (x-axis), which covers pH3 (left) to
pH10 (right) and differential molecular weight for the second dimension (y-axis) which
stretches from approximately 6.5 kDa (bottom) to 200 kDa (top). Separated proteins

were visualized by Deep Purple fluorescence stain.



Figure 5. Mitochondrial Proteomics profiles of five different control fibroblasts.
Equal amount of proteins (100 ug) were separated in each gel based on differential
isoelectric point (p/) for the first dimension (x-axis), which covers pH3 (left) to pH10
(right) and differential molecular weight for the second dimension (y-axis) which
stretches from approximately 6.5 kDa (bottom) to 200 kDa (top). Separated proteins

were visualized by Deep Purple fluorescence stain.
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Figure 6. Representative proteome map of differentially expressed protein of (A) the affected LHON (n=7) and (C) the control fibroblasts

(n=5). Equal amount of proteins (100 ug) were resolved by 2-DE. The numbers indicate the spot ID of proteins whose expression levels are

significantly different among the affected versus the control fibroblasts. (The labeling of numbers corresponds to the numbers mentioned in Table 3)
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Quantitative data and the statistical analysis of the intensity volume of the spots between the three different groups of study.
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Quantitative data and the statistical analysis of the intensity volume of the spots between the three different groups of
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Quantitative data and the statistical analysis of the intensity volume of the spots between the three different groups of
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Interestingly, many of the intensity levels of all differentially expressed spots
were decreased in the affected or unaffected LHON comparing with the control group. The
degree of fold change between the affected and the control group ranged from 0.47 to 2.05.
Meanwhile, the changes between the unaffected and the control group ranged from 0.28 to
3.90 fold. Of these significantly altered protein spots, all together 60 spots from the three
groups of the samples were excised from 2D gels and were allowed to undergo protein
identification by MS or MS/MS analysis. Using the MS/MS approach, 29 different proteins were

successfully identified with some redundancy in the identity of the protein (Table 2).

Differentially expressed proteins between affected LHON and the control fibroblasts

20 different proteins from 20 different spots were identified by MS/MS analysis
when comparing the mitochondrial proteomic profile of fibroblasts from the affected LHON and
the control group according to the result from Post Hoc Tukey- Kramer Test after one way
ANOVA analysis (Table 3). However, Protein Disulfide Isomerase (PDI, spot ID573) was found
to be significantly different if the comparison was regarded only as two-groups (affected versus
the control) and employing the 2-sided unpaired student’s t test (P=0.0098). According to one-
way ANOVA, the comparison of the intensity volume of this spot between 3 different groups did
not reach statistical significant (P=0.065), making it invalid for post-Hoc test significant. To
ensure the detection of as many differentially expressed proteins as possible, PDI would be

included in the further analysis.

The evaluation of the localization or the functional association of these proteins
with the mitochondrial compartment was based on the MitoMiner database (44). The results
indicated that most of the proteins observed were mitochondrial resident proteins and some of
them have functional association with mitochondria, though they are also expressed in other

compartments of the cell (Table 4).

Functional assignment of each protein was done based on Nextprot (45). The
proteins which were significantly different between the affected and the control groups
comprised those of the intermediary metabolisms, subunits of OXPHOS, a cristae remodelling
protein, an antioxidant enzyme, those involved in protein quality control system such as various
chaperonins and the proteases, those involved in mitochondrial gene expression and proteins
of cellular signalling and cytoskeletal structure (Table 4). All of the proteins except Ubiquinol-
cytochrome ¢ Core 1 protein (a subunit of complex Il of OXPHOS) were down regulated in the

mitochondrial proteome of the fibroblast of affected LHON patients comparing with the control.
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Table 2. Identification of altered proteins observed in the study.

) ) ldentified | Sentification | g0 n:]:]:::legr .
No. | SpotID Protein name NCBIID i sCares ) emPAI pl MW (kDa)
by QISNIS) (ALS/MS) peptides
(MSALS)
242 |Leucine-rich PPR. motif-containing pro 72 222 5.8 159.00
2 263 2--Omoglutarate dehydrogenass, mitochondrial is 1061 43 51 o6
3 203 Major vault protsin 743 4 1.68
300 Lon protease homolog, mitochondrial precursor 1004 43 217 6.01
3 301 |Lon proteass homelog, mitochondrial pr zi213064890 § 1087 30 2 6.01 106.94
6 306 |Vinculin isoform VCL £i 4507877 MEMS 1361 64 401 3.83 117.22
7 327 Glucosidase 2 subunit bata izoform 2 MEMS 22 1.73 433 61.07
g 372 |Mitochendrial inner membrane protsin izoform 1 MEMS 30 3.83 6.08 §4.03
g 388 Transmembrane protein - mitofilin MEMS 11 37 397 6.15 33.39
10 394 Methylmalonyl-CoA mutase 522 21 1 6.48 833
11 412 NADH dehydrogenase (ubiquinone) Fe-5 protein 1, 75kDa (N enzyme () reductase) 1422 52 58 80,42
12 424 Trifunctional enzyme subunit alpha, mitochondrial pracursor 53 441 9.16 83.60
13 itechondrial inner membrane protein iseform 2 1079 66 37 3.69 6.13 33.90
14 217 63 84 1.1 397 74.02
134 60 37 397 74.02
il 458 carboxvlase 238 23 6 f 7.24 0.64
1 448 106 53 44 402 5.97 74.02
18 4468 Cellular myosin heavy chain 604 24 23 0.6 370
12 473 Glvesrol-3-phosphate dehvdrogznass 1080 64 47 3.98 7.38
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Table 2 (continued). Identification of altered proteins observed in the study.

) ) ldentified | dentification | yor o n“mh:r Ef .
No. | SpotID Protein name NCBIID by scores (MS/MS) matche emPAL 74 MW (kDa)
: (MS/ALS) e peptides
(MS/MS)

20 490 Succinate & [ubiquinone] flavoprotein subunit, mitochondrial precursor 1019 57 39

21 482 Glutamin; form, mitochendrial p g 326 42 26

2 312 Very long-chain specific acyl-CoA dehydrogenase, mitochondrial isoform 1 precursor 963 64 33

23 351 60 kDa heat shock protein, mitochondrial 2360 " ey

24 336 Catalase 604 53 23

23 360 Vimentin 1142 67 48

26 373 Protein disulfidz-isomeras 372 29 18

27 384 Glutaminase kidney is 1015 35 40

28 597 Chain A, The Crystal Structure Of Dihvdrolipoamide Dehydrogenase And Dihydrolipoamide Dehydrogenase- 363 < 2

- B Binding Protein (Didomain) Subcomplex Of Human Pyrovate Dehydropenase Comples. - - -

29 618 Chain A, Structure Of Human Glutamate Dehydrogenase-Apo Form 143 63 40
623 ATP synthase subunit alpha, mitochondrial prec 1379 63 %
633 Chain A, Structurs OF Ouidized Beta-Actin 1118 76 32
683 Ubiquinel-cytochrome ¢ reductase core I protein 620 33 13
693 Ubiquinel-cytochrome ¢ reduc re I protein 382 32 22

M4 128 Ubiquinol-cytochrome ¢ reductase core I protein 324 43 22

35 163 Dmnal homolog subfamily B member 11 precursor 179 22 g

36 362 Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial 372 36 7

37 933 Electron transfer flavoprotein subunit alpha, mitochondrial isoform a 343 63 7
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Table 3. Identification of altered proteins between the affected and the control groups.

No. Spot ID Protein name Intensity (Mean = SEM) Fold change p
Affected (n=T7) Control (n=5) | Affected/Control
1 242 Leucine-rich PPE. motif-containing protein, mitochondrial precursor 0.0084 +0.0104 | 0.1746+ 00225 0.4810 008
2 283 Major vault protein 0.0519+0.0043 | 0.0836 +0.0062 0.6064 001
3 301 Lon protease homolog, mitochondrial precursor 0.0414 +0.0034 | 0.0861 +0.0063 0.4810 000
4 306 Vinculin isoform VCL 0.1089 +0.0068 | 0.1704 +0.0182 0.6320 003
3 388 Transmembrane protein - mitofilin 0.1386+0.0121 | 02306+ 0.0168 0.6328 001
6 395 Methvimalonyl-CoA mutase 0.0516 00031 | 0.0843 +0.0089 06115 012
7 424 Trifunctional enzyme subunit alpha, mitochondnal precursor 06631 +0.0725 | 1.0434 +0.1170 0.6333 048
3 448 MTHSPT5 04330 +0.0536 | 0.7416 +0.1002 0.6108 030
g 469 Cellular myosin heavy chain 0.0813+0.0054 0.1414 + 0.0260 0.5763 041
10 473 Glveerol-3-phosphate dehyvdrozenase 0.03412 + 0.0052 | 0.0850 + 0.0100 0.5170 018
11 420 Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial precursor 0.1323 +0.0105 | 02242 +0.0338 05201 018
12 312 Very long-chain specific acyl-CoA dehvdrogenase, mitochondnal isoform 1 precursor 00838 +0.0129 0.1423 + 0.0086 0.6313 013
13 331 60 kDa heat shock protein, mitochondsial 0.6804 + 053417 9936 = 0.0941 0.6848 037
14 336 Catalase 00648 +0.0005 | 0.1004 + 0.0082 0.6438 023
13 373 Protein disulfide-isomerase A3 5 0.4479 +0.0490 0.6594 + 0.0373 0.6794 047
16 527 Chainn A, The Crystal Structure Of Dihvdrolipoamide Dehydrozenase And Dihydrolipoamide 0197300124 | 02402 = 00184 0.7707 047
Dehydrogenase-Binding Protein (Didomain) Subcomplex Of Human Pyruvate Dehvdrogenase Complex. B B
17 G633 Ubiquinol-cytochrome c reductase core [ protein 0.1233 +0.0163 | 0.0810 +0.0183 20335 032
18 763 Dnal homolog subfamily B member 11 precursor 0.0520+0.0120 | 0.1115+0.0158 04742 037
19 362 Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial 06067 +0.0425 | 0.7545+0.0185 0.8041 039
20 933 Eelectron transfer flavoprotein subumt alpha, mitochondrial isoform a 0.2686 +0.0210 0.3711 + 0.0162 0.7238 007

P# - according to Tukey Post Hoc test, after significant results with one Way-ANOVA (P<0.05) as indicated in Table 4.1

$ - The spot does not show significant different with ANOVA.
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Table 4. Functional categories and sub-cellular localizations of all the

proteins identified in the study. The information for sub-cellular localization was

based on MitoMiner Database (44).

Proteins Gene localization
Intermediary metabolism:
TCA cycle and Carbohydrate Metabolism
2-oxoglutarate dehydrogenase,

Ogdh M
mitochondrial isoform 1 precursor
Glycerol-3-phosphate dehydrogenase,

GPD2 M
mitochondrial
Dihydrolipoyl dehydrogenase, mitochondrial DLD M
Pyruvate dehydrogenase E1 component subunit alpha,

PDHA1 M
somatic form, mitochondrial
Succinate dehydrogenase [ubiquinone]

SDHA M
flavoprotein subunit, mitochondrial #
Intermediary metabolism: Fatty acid Catabolism
Methylmalonyl-CoA mutase, mitochondrial MUT M
Trifunctional enzyme subunit alpha, mitochondrial HADHA M
Very long-chain specific acyl-CoA dehydrogenase,

ACADVL M
mitochondrial
Propionyl-CoA carboxylase PCCA M
intermediary metabolism: Amino acid Metabolism
Glutaminase GLS2 M
Glutamate dehydrogenase 1, mitochondrial GLUD1 M
Subunits of oxidative phosphorylation
and electron transport function
Succinate dehydrogenase [ubiquinone]

SDHA M

flavoprotein subunit, mitochondrial #

M= Mitochondria, MI=Mitochondrial intermembrane space, ER=Endoplasmic Reticulum,

C=Cytoplasm, N= Nucleus, ER*=Mitochondrial associated ER membrane,

CSK=cytoskeleton, # denotes more than one categories of functions.
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Table 4 (continued). Functional categories and sub-cellular localizations of all the

proteins identified in the study.

Proteins Gene Localization
Cytochrome b-c1 complex subunit 1, mitochondrial UQCRC1 M
Electron transfer flavoprotein subunit alpha, ETFA M

mitochondrial isoform

ATP synthase subunit alpha, ATP5A1 M

mitochondrial precursor

NADH dehydrogenase (ubiquinone) NDUFS1 M

Fe-S protein 1,75kDa (NADH-coenzyme Q reductase)

Cristae remodelling

Mitochondrial inner membrane protein IMMT M

Mitochondrial Gene expression

Leucine-rich PPR motif-containing protein, LRPPRC M

mitochondrial

Lon protease homolog, LONP1 M

mitochondrial precursor#

signal transduction

Major vault protein MVP N,M

Glucosidase 2 subunit beta PRKCSH ER
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Proteins Gene Localization
Protein stability and degradation of protein

Lon protease homolog, mitochondrial precursor# LONP1 M
Stress-70 protein, mitochondrial / HSPA9 M;C
Heat shock 70 kDa protein 9 / MTHSP75

60 kDa heat shock protein, mitochondrial HSPD1 M, C
DnaJ homolog subfamily B member 11 DNAJB11 ERM
protein disulfide-isomerase A3 PDIA3 ER*
Anti-oxidant enzymes

Catalase CAT P, Ml
Cytoskeletal protein

Vinculin VCL CSK
Actin, cytoplasmic 1 ACTB CSK
Vimentin VIM CSK
Others

Myosin-9/Cellular myosin heavy chain-type A MYH9 CM
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Differentially expressed proteins between unaffected LHON and the control fibroblasts

24 different proteins from 31 different spots which are differentially expressed
between the unaffected LHON and the control fibroblasts were identified by MS/MS (Table 5).
Most of the proteins in this category were also mitochondrial associated proteins either as
mitochondrial residence proteins or as a functional association with mitochondria. The proteins
in this category comprised similar functional category as those belonged to the affected versus
the control category (Table 6 and Figure 7). However, heat-shock protein 60, methylmalonyl-
CoA mutase, DnaJB11, PDIA3 and myosin-9 were significantly different between the affected
versus the control but not between the unaffected and the controls. In addition, 2-oxoglutarate
dehydrogenase, NADH dehydrogenase (ubiquinone) Fe-S protein 1 (NDUFS1), ATP synthase
subunit alpha, glutaminase, glutamate dehydrogenase, propionyl CoA carboxylase, beta-actin,
glucosidase 2 subunit beta (PRKCSH) and vimentin were differentially expressed only in the

unaffected versus the control group, not in the affected versus the control groups.

Differentially expressed proteins between the affected and the unaffected LHON

fibroblasts

There were 7 proteins which were significantly different between the affected and
the unaffected groups (Table 6). The list comprises some subunits of the respiratory chain
such as ubiquinol cytochrome c reductase core | protein, ATP synthase subunits alpha, some
of the enzymes of the TCA cycle such as dihydrolipoamide dehydrogenase and one of the

subunits of pyruvate dehydrogenase complex, lon protease and major vault protein.

Validation of Proteomic data by Western Blot

To validate the differentially expressed proteins observed in 2-D proteomics, some
differentially expressed proteins were randomly selected for western blot analysis. All of the
four selected proteins (heat shock protein 60, catalase, UQCRC1 and NDUFS1) for Western
Blot showed the same trend with proteomic result, confirming validity of the result (Figure 8-9).
Heat shock protein 60 and catalase were down-regulated in the mitochondrial fraction of the
affected LHON comparing the controls. In addition, catalase, UQCRC1 and NDUFS1 were
down-regulated in the unaffected LHON fibroblasts comparing the control. VDAC-1, the

mitochondrial outer membrane protein, was used as a loading control.
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Table 5. Identification of altered proteins between the unaffected and the control groups.
Intensity (Mean + SEM) Fold Change
No. Spot ID Protein name _ . " | Unaffecteds PE
Unaffected (n=3) | Control (n=5)
control
1 242 Leucine-rich PPR motif-containing protein, mitochondrial precursor 0.0832+0.0076 | 01746+ 00223 0476 010
2 263 2—oroglutarate dehydrozenase, mitochondrial isoform 1 precursor 00228 +0.0041 | 0.0769+0.0152 0.29459 N33
3 285 Major vault protein 0.0273 +0.006% | 0.0836 + 0.0062 0.3189 000
4 300 Lon protease homoloz, mitochondnal precursor 0.1572+0.0320 | 03181 +0.0222 04942 023
3 LI Lon protease homolog, mitochondeial precursor 00292 +0.0033 | 0.0861 + 0.0063 0.3389 000
6 306 Vineulin 1soform VCL 0.0700+0.0014 | 0.1704 + 0.0182 04107 001
7 327 Ghucosidase 2 subunit beta isoform 2 00588 +0.0127 | 01365+ 00117 0.4307 018
8 372 Mitochondrial inner membrane protein isoform 1 0.1115 £ 0.0020 | 01732 £ 0.0121 0.6366 008
g 338 Transmembrane protein - Mitofilin 0.1312+0.0122 | 0.2506 + 0.0163 0.5236 001
10 412 NADH dehvdrogenase (ubiquinone) Fe-5S protein 1, 73kDa (NADH-coenzyme () reductase 0.1077+0.0112 | 02194 +0.0221 0.4910 023
11 424 Trifunctional enzyme subunit alpha, mitochondrial precursor 04438 +0.1842 | 1.0434 01170 04234 013
12 420 Mitochondrial inner membrane protein isoform 2 0.1016 +0.0002 | 02454 + 0.0421 04141 38
13 448 MTHSEPT3 03171 +0.0471 | 0.7416 + 0.1002 04273 012
14 451 MTHSEPT3 0.1279+0.0204 | 02277 + 0.0043 0.5616 024
13 438 Propionivl-CoA catboxvlase 5 0.0326+0.0031 | 0.0723 +0.0113 04503 051
16 168 MTHSPT3 0.1996 +0.0133 | 0.4033 + 0.0143 0.4046 010

P# - according to Tukey Post Hoc test, after significant results with one Way-ANOVA (P<0.05) as indicated in Table 4.1

$ - The spot does not show significant different with Tukey Post Hoc test.

28




Table 5 (continued). Identification of altered proteins between the unaffected and the control groups.

Intensity (Mean = SEM) Fold Change
No. | SpotID Protein name - - P#
° Unaffected (n=3) | Control (n=5) Unaffected/
control
17 473 Glycerol-3-phosphate dehydrogenase 0.0251 £ 0.0039 | 0.0660 £ 0.0100 0.3801 013
18 490 Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial precursor 0.0628 +0.0101 | 02242 + 0.0338 02801 002
14 482 Glutaminase kidney isoform, mitochondrial precursor 0.0210 + 0.0055 | 0.0683 +0.0134 0.3074 021
20 312 Very long-chain specific acvl-CoA dehydrogenase, mitochondrial isofiorm [ precursor 0.0600 + 00078 | 0.1423 + 0.00%6 04277 004
21 356 Catalase 0.0456 +0.0057 | 0.1004 +0.0062 0.4345 007
22 369 Vimentin 0.3070+0.0379 | 06188 +0.0344 0.4962 013
23 384 Glutaminase kdney isoform, mitochondnal 1soform 3 01535+ 00134 03116 +0.0314 04977 004
24 587 Chain A, The Crystal Structure Of Dihydrolipoamide Dehydrogenase And Dihvdrolipoamide 01210 +0.0050 | 02200 + 0.018e 05074 o
Dehvdrogenase-Binding Protein (Didomain) Subcomplex Of Human Pyruvate Dehydrogenase Complex. B
23 618 Chain A, Structure Of Human Glutamate Dehydrogenase-Apo Form 0.1841+0.0300 | 03760 +0.0191 04807 010
26 623 ATP svnthase subunit alpha. mitochondrial precursor 03828 +0.1432 1.1951 + 0.0176 04877 003
27 633 Chain A, Stucture Of Ounidized Beta-Actin 0.9400 +0.0640 | 1.8908 +0.0495 0.4976 030
28 693 Ubiguinol-cytochrome c reductase core [ protein 0.1595 + 0.0194 | 02847 + 0.0288 0.5602 009
29 128 Ubiquinol-cytochrome ¢ reductase core [ protein 0.1948 +0.0222 | 0.4530 +0.0278 0.4300 <.00
30 862 Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial 0.3537+0.0487 | 0.7545+0.0185 0 4687 <001
31 935 Electron transfer flavoprotein subunit alpha, mitochondrial isoform a 02122 +0.0209 | 03711 +0.0162 0.5718 002

P# - according to Tukey Post Hoc test, after significant results with one Way-ANOVA (P<0.05) as indicated in Table 4.1
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Table 6. Identification of altered proteins between the affected and the unaffected groups.

Intensity (Mean = SEM) Fold change
No. Spot ID Protein name
Affected Unaffected Affected/
(n=T) (n=3) unaffected
1 203 Mgjor vault protein 0.0519 + 0.0043| 0.0273 +0.0069 1.9013
2 300 Lon protease homolog, mitochondnal precursor 03006 +0.0325] 0.1572 +0.0320 19121
3 587 Chain A, The Crystal Struetare Of Dibvdrolipoamide Dehydrogenase And Dihvdrolipoamide 01873 < 00124 | 01212 < 00050 15363
Dehvdrogenase-Binding Protein (Didomain) Subcomplex Of Human Pyruvate Dehydrozenase Complex. B B
4 613 Chain A, Structure Of Human Glutamate Dehvdrogenase-Apo Form 0.3220 £0.0353] 0.1841 £0.0300 1.7483
3 623 ATP synthase subunit alpha, mitochondeial precursor 0.0932 +0.0873| 0.5828 + 0.1432 1.7042
6 693 Ubdquinol-cytochrome c reductase core [ protein 02762 £ 0.0135] 0.1395 + 0.0194 1.7317
7 728 Ubdquinol-cytochrome c reductase core [ protein 04247+ 0.0285] 01948 +0.0222 21758
8 3462 Pyruvate dehvdrogenase E1 component subunit alpha, somatic form, mitochondrial 0.6067 +0.0423| 0.3537 + 00487 1.7154
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Figure 7. List of proteins identified in each comparison: affected (A) versus control
(C); unaffected (U) versus control and affected versus unaffected groups (Legend:
ACADVL-Very long-chain specific acyl-CoA dehydrogenase; ACTB-Beta-Actin; ATP5A1-ATP
synthase  subunit alpha; CAT-Catalase;DLD-Dihydrolipoamide @ Dehydrogenase  And
Dihydrolipoamide Dehydrogenase; DNAJB11-dnaJ homolog subfamily B member 11; ETFA-
Electron transfer flavoprotein subunit alpha; GLS2-Glutaminase; GLUD1-Glutamate
Dehydrogenase; GPD2-Glycerol-3-phosphate dehydrogenase; HADHA-Trifunctional enzyme
subunit alpha; HSPA9-MTHSP75; HSPD1-60 kDa heat shock protein; IMMT-Mitochondrial inner
membrane protein/Mitofilin; LONP1-Lon protease; LRPPRC-Leucine-rich PPR motif-containing
protein; MUT-methylmalonyl-CoA mutase; MVP-Major vault protein; MYH9-cellular myosin
heavy chain; NDUFS1-NADH dehydrogenase (ubiquinone) Fe-S protein/NADH-coenzyme Q
reductase; OGDH-2-oxoglutarate dehydrogenase; PCCA-Propionyl-CoA carboxylase; PDHA1-
Pyruvate dehydrogenase E1 component subunit alpha; PDIA3-protein disulfide-isomerase A3;
PRKCSH-Glucosidase 2 subunit beta; SDHA-Succinate dehydrogenase [ubiquinone]
flavoprotein subunit; UQCRC1-Ubiquinol-cytochrome c¢ reductase core | protein;VCL-Vinculin;

VIM-Vimentin).
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Heat shock protein 60 (60 kDa)
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Figure 8. Validation of proteomic data by Western Blot analysis (A) and the

representative graphs for the pooled data from the immunoblots of heat shock protein 60

and catalase normalized with the loading control VDAC-1 (B).

(C=Control; A=Affected)
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Figure 9. Validation of proteomic data by Western Blot analysis (A) and the

representative graphs for the pooled data from the immunoblots of NDUFS1, catalase,

UQCRC1 normalized with the loading control VDAC-1 (B).

(C=Control; U=Unaffected)
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Protein-protein Interaction Analysis

To determine the possible protein-protein interaction observed among the
differentially expressed proteins, the whole list of identified differentially expressed proteins both
from the affected versus the control groups and the unaffected versus the control groups were
loaded onto the STRING 9.0 database which provides the result based on the 4 sources of
information such as high throughput experiment, co-expression, genomic context and previous
knowledge of interaction. Figure 10 illustrates the observed interaction networks among the
proteins of interest. Most of the proteins were functionally and/or structurally associated with
one another. As expected, the proteins of the intermediary metabolism had high interaction
networks. In addition to these, some other proteins also show functional relations among them.
For instances, HSPA9 and PDIA3 are usually regarded under the category of ‘stress
proteins’(46); HSPD1 and LONP1 are important components of ‘mitochondrial protein quality

control system’(47).

Physical interactions among the proteins such as co-expressions were also
observed among many of the proteins. Meanwhile, some of the proteins were found to be
differentially expressed together in other experimental models. Vinculin, HSPD1 and vimentin
were under expressed together in Parkin expressing cells of one of the Parkinson’s disease
model (48). UQCRC1 and HSPA9 (49), ETFA and HSPD1(50), SDHA and PDHA (51) also
found together as same trend of differential expression in previous studies. In general,
according to the result of protein-protein interaction, two major clusters of interactions were
observed in both set of proteins: proteins related with intermediary metabolisms and proteins

related with chaperones and protein degradation.

Functional clustering Analysis of differentially expressed proteins

In order to identify the most relevant biological roles and the specific pathways
associated with the proteins which were differentially regulated between LHON mutant
fibroblasts and the control, the expression data were subjected to cluster analysis using the
DAVID 6.7 (Database for Annotation, Visualization and Integrated Discovery) Functional
Annotation Clustering Tool. It allows the systematic extraction of the biological meaning from a
list of genes. Appendix Illl shows the lists of the significantly clustering proteins in each
biological pathway. Apart from highly enriched clustering based on cellular localizations
(Enrichment 1 and 2), many of the proteins were involved in generation of precursor

metabolites and energy (9 proteins) (Enrichment 3) , association with the mitochondrial nucleoid
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(5 proteins) (Enrichment 6), electron transport chain (5 proteins) (Enrichment 3), regulation of
apoptosis (4 proteins) (Enrichment 11), DNA binding (3 proteins) (Enrichment 9), chaperone or
unfolded protein binding (3 proteins) (Enrichment 8), protein localization (4 proteins)
(Enrichment 12), and protein complex assembly (3 proteins) (Enrichment 15). Some of the
proteins were enriched in the lists of proteins implicated with neurological diseases such as
Parkinson’s (4 proteins), Alzheimer's (4 proteins) and Huntington’s diseases (4 proteins)

(Enrichment 4).
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Neighborhood —— gene fusion —— co-occurrence

—— Co-expression —— experiments —— database
Text mining [homology]
Figure 10. Protein-protein interaction network of identified proteins which were significantly

different between the affected and the control groups based on STRING 9.0 database. The types
of interactions are shown as different colors. (Legend: ACADVL-very long-chain specific acyl-CoA
dehydrogenase; mitochondrial isoform 1 precursor; CAT-catalase; DLD- Dihydrolipoamide
Dehydrogenase; DNAJB11-dnaJ homolog subfamily B member 11;ETFA-electron transfer flavoprotein
subunit alpha; GPD2-glycerol-3-phosphate dehydrogenase; HADHA-trifunctional enzyme subunit
alpha/3-hydroxyacyl CoA dehydrogenase; HSPA9-MTHSP75/heat shock 70kDa protein 9/mortalin;
HSPD1-60 kDa heat shock protein; IMMT-transmembrane protein(mitofilin); LONP1-lon protease
homolog, mitochondrial precursor; LRPPRC-leucine-rich PPR maotif-containing protein, mitochondrial
precursor; MUT-methylmalonyl-CoA mutase; MVP-major vault protein; MYH9-cellular myosin heavy
chain; PDHA1-Pyruvate dehydrogenase E1 component subunit alpha; PDIA3-protein disulfide-
isomerase A3; SDHA-succinate dehydrogenase [ubiquinone] flavoprotein subunit; UQCRC1-ubiquinol-

cytochrome ¢ reductase core | protein; VCL-vinculin).
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In this study, the skin fibroblasts were used to explore the mitochondrial proteomes of
affected LHON and unaffected LHON with mtDNA 11778G>A comparing with the control.
Because of the unavailability of the retinal ganglion cells bearing the mutant mtDNA, the choice
of the sample type was skin fibroblast which was directly obtained from the subjects. They can
be cultivated by several passages to have high cell densities. The commonly used samples for
the study of mitochondrial diseases are the cybrids, fibroblasts and the lymphoblastoid cell lines
(LCL). Both the cybrids and the LCL are subjected to extensive manipulation before getting the
stable cell line containing mutant mtDNA. Fusion of mitochondrial mutant cells with the cell line
as in the case of cybrids or viral transfection to the lymphocytes are the inevitable steps in
preparation of cybrids and LCL. This, consequently, can affect the gene expression profile.
Fibroblasts, on the other hand, can be studied without such manipulation. Moreover, fibroblasts
retain the same genetic profile of the subject and can be studied the effect of any mutant DNA
on the global gene expression profile or functional consequences (52). Fibroblasts have been
employed as a model in numerous studies of inherited neurological disorders (28, 53-56). One
study also indicated that disruption in homeostasis in fibroblast, especially Ca2+ homeostasis
mirrors the changes in CNS of neurologically impaired patients (52). Taken together,
fibroblasts would be the suitable candidate for the study of mitochondrial proteome with mtDNA

mutations.

Proteomic has been an efficient tool to study the changes in the expression pattern of
the complete protein mixtures. However, with the extreme complexity of the eukaryotic cells in
which several thousands of proteins are expressed in a particular time, high abundant proteins
would overwhelm the low abundant ones which often are regulatory proteins. In this study, the
mitochondrial proteome was deciphered in order to have a comprehensive identification of

proteins used in mitochondria which related to the expression of LHON.

Out of the several methods for mitochondrial isolation, cell disruption by sonication
followed by density gradient centrifugation was employed in this study. This method has
already proven the method of choice for quantity (yield) and the quality (purity) of the extracted

mitochondrial fraction (38).

After mitochondria were fractionated out, the purity and the enrichment of the
mitochondrial fraction was verified with organelles specific markers employing the Western

Blotting. The mitochondrial fraction obtained was highly enriched with mitochondrial proteins
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with minimal or absent of cytoplasmic, endoplasmic reticulum, lysosomal and nuclear proteins.
The purity of mitochondrial fraction was further confirmed by the proteomic data which revealed
that most of the identified proteins were of mitochondrial resident proteins, in agreement with
the data of sub-cellular markers analyses. According to the sub-cellular marker analysis,
catalase which is a classical peroxisome marker (57) showed immunoreactive signal in the
mitochondrial fraction. Moreover, catalase was also identified in the 2-DE proteomic data of
mitochondrial fraction. This could raise the possibility that the mitochondria fraction was
contaminated with the peroxisome which has comparably similar density with the mitochondria.
Thorough literature and database search, however, revealed that catalase was present in
mitochondrial fraction (58-59), apart from its native location of peroxisome, inferring that it could

not be regarded as an ideal marker for peroxisomal fraction.

Highly enriched mitochondrial fractions from affected LHON, unaffected LHON and the
control fibroblasts were run for 2-DE and proteins were identified by MS or MS/MS analysis. 2-
DE proteomic data was successfully validated by the western blot analysis. Western blot
confirmation showed the correct identities with similar trend of differential expression as 2-DE.
Most of the 29 proteins identified in the study were the nuclear encoded mitochondrial proteins
while some were also present in other compartment of the cells. Though the mitochondrial
proteome was contributed by the nuclear and mtDNA, none of the protein encoded by mtDNA
was identified. This was not an unexpected finding since all the mtDNA encoded proteins are
highly hydrophobic and 2-DE technique has poor separation on the hydrophobic and membrane
bound proteins (60).

The comparison between the mitochondrial proteomes of either LHON affected
fibroblasts or unaffected LHON fibroblasts with the control fibroblasts revealed the down-
regulation of the proteins involved in OXPHOS and TCA cycle, fatty acid metabolism, protein
localization, protein folding, cristae remodeling and ROS scavenging. Before discussing on the
comparative proteomic profiles of the affected and the unaffected, the proteins involved in each

of the specific pathway will be discussed first.

Expression Changes in Enzymes of the Intermediary Metabolisms

As summarized in Figure 11, many of the enzymes of the intermediary
metabolisms of carbohydrate, lipid and proteins were differentially expressed in the LHON
fibroblasts with 11778G>A. Very long chain specific acyl-CoA dehydrogenase and trifunctional

enzyme subunit alpha (also known as hydroxyacyl CoA dehydrogenase) were down regulated
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in fibroblasts from both affected and unaffected LHON. Interestingly, both were the sole

enzymes of B-oxidation which require the substrates FAD and NAD+, and feed FADH, and
NADH + H’ (reducing equivalence) to the respiratory chain. Correspondingly, some of the
respiratory chain enzymes were also down-regulated in the same group of sample. Apart from
these two enzymes, other dehydrogenases such as long chain-, medium chain- and short
chain-acyl-CoA dehydrogenase, and other fatty acid catabolic enzymes were not found to be

differentially expressed.

Another important metabolic protein methylmalonyl-CoA mutase was decreased in
affected fibroblasts comparing the control. The protein is involved in the catabolism of odd-
chain fatty acids and the branched chain amino acids, in which it is responsible for the
conversion of methylmalonyl-CoA to succinyl-CoA. Succinyl-CoA then enters the pathways
TCA cycle. Interestingly, subsequent step which is catalyzed by succinate dehydrogenase was

also down-regulated. Another related enzyme in odd chain fatty acid metabolism was

decreased in unaffected fibroblasts. Propionyl CoA carboxylase-Ol subunit is essential for

conversion of the end product of odd chain fatty acid propionyl-CoA to methylmalonyl-CoA.

Some of the dehydrogenases of TCA cycles were altered. Succinate
dehydrogenase, 2-oxoglutarate dehydrogenase and the subunits of PDH complex such as
pyruvate dehydrogenase E1 component alpha subunit and dihydrolipoyl dehydrogenase were
significantly decreased in the 11778G>A fibroblasts. Glycerol-3-phosphate dehydrogenase
which is involved in transporting the cytosolic reducing equivalents to mitochondrial respiratory

chain was also reduced. It is important to notice that the obvious differential expression was

found with the dehydrogenases of the TCA cycle, B-oxidation and amino acid catabolism which
all are related with the production of reducing equivalents subsequently utilized by mitochondrial
respiratory chain (Figure 11). However, all the components of the fatty acid catabolism or TCA
cycles did not show the differential expression. In other term, all of the components of the
aforementioned pathways did not respond the cellular physiological status of the presence of
LHON mutation. This might be due to different half life proteins or different stability, reflecting

on the different regulatory role assumed by different proteins.
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Figure 11. Summary of possible major metabolic pathway derangement observed in affected and unaffected LHON fibroblasts
comparing the control based on the 2DE proteomic result. Only the mitochondrial fraction is shown and the proteins which underwent altered

expression are marked with (*).
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Expression changes in electron transport chain subunits

It is also apparent that the subunits of the respiratory chain were not uniformly
altered in the cells with 11778G>A from the control. NDUFS1 of the complex |, succinate
dehydrogenase of the complex Il, UQCRC1 of the complex Il and ATP5A1 of the complex V
were changed. All these subunits had reduced expression in fibroblasts from affected or
unaffected LHON, except ubiquinol cytochrome ¢ reducatase core 1 protein which was up-
regulated in fibroblast of LHON affected individuals. The exact functional significance of this
up-regulation observed only in fibroblasts of affected LHON is not known. This protein,
however, was supposed to be involved in mitochondria-to-nucleus retrograde response of
breast cancer cell line (61). This response is usually invoked by the mitochondrial dysfunction
or in the condition of mitochondrial stress, and invariably, the cells with the affected LHON
mutation would be no exception from the mitochondrial stress. Further studies are required to
determine the role of its involvement in retrograde response of LHON mutant cells. Apart from
these identified OXPHOS proteins, other subunits of OXPHOS were not found to be

differentially expressed.

Considering all these decreased level of metabolic and OXPHOS related proteins,
the global view of the metabolic status in the cultured fibroblasts from affected and unaffected
LHON can be depicted. Most of the cellular catabolic pathways in carbohydrate, lipid and
amino acid metabolism were particularly affected and the aerobic respiration is seriously
dampening, this result was also predicted by DAVID functional annotation clustering analysis.
To further support this notion, ETFA electron transfer flavoprotein subunit alpha was down
regulated in both affected and unaffected fibroblasts. This protein is central important in
transferring the electrons from 11 mitochondrial flavoprotein dehydrogenase to the respiratory

chain via the iron-sulfur flavoprotein, EFT-ubiquinone oxidoreductase (62).

Expression Changes in Proteins involved in mitochondrial gene expression

Leucine-rich pentatricopeptide repeat motif-containing protein (LRPPRC) was
found to be down-regulated in the mitochondrial fraction of fibroblast from both affected and
unaffected LHON. LRPPRC is involved in maintaining the steady state level of mitochondrial
mRNA and hence a role in the transcription regulation (63). It is a disease modifier in Leigh
syndrome French-Canadian type (64) and silencing of LRPPRC was associated with reduction
of most of the mitochondrial encoded subunits. There was an impaired assembly of OXPHOS

subunits and some of the nuclear encoded subunits and some other mitochondrial proteins
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were also reduced (63). Interestingly, LRPPRC was co-expressed with heat shock protein 60
according to the STRING database. The role of LRPPRC in the development of LHON would

be an interesting target for further investigation.

Another identified protein related with the regulation of gene expression is Lon
protease (LONP1). As the name implies, it is well characterized as a protease. It also binds
the mitochondrial DNA control region and it is one of the nucleoid related proteins. Though the
exact role is uncertain, it is observed that in the oxidatively stressed cells, there is a reduction
of LONP1 binding to the mtDNA. mtDNA binding is a physiological function of LON and its

level influence the sensitivity to mtDNA damage (65).

Protein stability and degradation of proteins

Heat shock protein 60 (HSPD1) is one of the most important chaperonins inside
the mitochondrial matrix. It facilitates the correct folding (66) and prevents mis-folding of
mitochondrial proteins. It promotes the refolding and proper assembly of the unfolded proteins
generated under mitochondrial stress. Previous report on the mutations of HSPD1 in
neurodegenerative diseases (hereditary spastic paraplegia and MitChap60 disease) highlighted
the potential importance of it the pathogenesis in neurodegenerative disease (67-69). In the
present study, comparing with the controls, it was 1.5 fold reduced expression in LHON
affected fibroblasts, but not in the unaffected LHON. The reduced level of HSP60 would have
deleterious consequences in LHON, especially with the nature of neurons in which they are
highly susceptible to the accumulation of unfolded proteins since they are post-mitotic (70) ,
though there has been no report of accumulation of unfold proteins in LHON so far. Another
chaperone which was differentially expressed between only in the affected versus the control
was dnaJB11 protein. It is a co-chaperon usually serves for HSPA5 and binds directly to the

unfold proteins.

Stress-70 protein (MTHSP75/HSPA9) was also found to be reduced expressed in
fibroblasts of both affected versus the control and the unaffected versus the control. Its main

function is to act as a chaperon and involved in the control of cell proliferation and cell aging.

As mentioned before, LONP1 is the serine protease responsible for the selective
degradation of misfolded, unassembled or oxidatively damaged polypeptides as well as other
short-lived regulatory proteins in the mitochondrial matrix. It also act as a chaperone in the
assembly of the inner membrane protein complexes. STRING protein-protein interaction

analyses revealed that HSPA1, HSPD9, LONP1 and PDIA3 were related to one another and

43



were found to be differentially regulated together in other study on different cellular models,
though they are not one another of neighboring genes (71). Together with LONP1, HSPD1,
HSPA9 are the components of the mitochondrial protein quality control system (47). The
system provides the protection of the formation of the unfolded protein by chaperones and
clearance of the protein aggregates by the proteases. There would be detrimental effect on the
cell in case this system was under presented as found in the 11778G>A fibroblasts of the

present study.

Antioxidant Protein — Catalase

Catalase was down-regulated in both LHON affected and unaffected fibroblasts
comparing with the control. It is a highly efficient enzyme to remove H,0O, and is mainly located
in the peroxisome and hence it is usually regarded as a peroxisome marker (43). However, it
is found to be associated with mitochondria of some cell types (58-59). Under the condition of
oxidative stress, the other antioxidant enzymes of the mitochondria such as glutathione
peroxidase, GPx and GSH system is not sufficient to tackle the increased amount of H,O,. In
this circumstance, reduced or absent of catalase in mitochondria can lead to the inefficient

degradation of H,O, with potential mitochondrial and cellular damage (72).

It has been shown that catalase is down-regulated by increased intracellular ROS
level (H,O,) via PI3 kinase/Akt signaling or ROS induced methylation of CpG island of the
catalase promoter (73-74). Similar scenario could happen in the cells with LHON mutation

since it usually results in higher ROS production (75-76).

Cristae remodeling protein — Mitofilin

Another interesting protein observed in the study was mitochondrial inner
membrane protein (IMMT) or mitofilin. One of the cristae remodeling proteins OPA1 whose
mutation is responsible for Dominant Optic Atrophy which is very similar in tissue specificity and
pathological features with LHON (77). In addition, it was down regulated in transcriptomic
profiles of leucocytes from LHON patients (20). The variants in one of the OPA1 processing
enzyme, PARL was also found to be associated with the disease development in Thai LHON
patients (10). However, in the present study, neither OPA1 nor PARL was detected. This will
be due the employment of different cell type or different strategy to explore the expression
profiles. In fact, it was the nucleotide variants of PARL found to be associated with LHON (10),

and the expression level of it has not been determined in LHON patients.
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The present study identified the other cristae remodeling protein, mitofilin. It was
under-represented both in the LHON affected and unaffected cells. It usually anchors to the
inner membrane of the mitochondria with the majority of the protein protruding to the
intermembrane space (78). It is important in the maintenance of cristae morphology.
Previously, down-regulation of mitofilin was observed in oxidative stress induced by dopamine
(34) and complex | inhibition induced by MPTP (23). It is interesting to note that down-
regulation of mitofilin is consistently observed in both models of complex | inhibition (either by
complex | inhibitor MPTP as in the previous study or by LHON mutation of the present study
model). However, it has not been clear about the relation of complex | inhibition and down-
regulation of mitofilin or the expression level of mitofilin and neurodegeneration. It was
observed that the down-regulation of mitofilin in HeLa cells had decreased cellular proliferation
and increased apoptosis together with failure to form tubular or vesicular cristae. Moreover,
there was a considerable increased in inner-outer membrane ratio with not detectable crista
junctions. There were increased ROS production and increase mitochondrial membrane
potential (79). These metabolic abnormalities are in deed common with LHON mutant cells.
Another important relation is that mitofilin was found to be interacted with OPA1 (80).
Therefore, in the context of oxidative stress and its functional importance, the down-regulation
of mitofilin in 11778G>A mutant cells would be one of the contributor playing a critical role in

pathogenesis of LHON.

Similarity of the mitochondrial protein expression profiles of fibroblasts from the affected

and the unaffected LHON with respect to the control

As illustrated in figure 7, the levels of most of the identified proteins (15 out of 29)
were reduced both in the affected and the unaffected groups when comparing with the controls.
In addition, the pathways affected by the differentially expressed proteins were highly similar
among the affected and the unaffected groups. This highlights the nature of the genomic
compensatory response of the cell in which a particular cell type responds similarly to the same
adverse condition (or mutation) regardless of the source of the cells. In this case, though the
primary fibroblasts were from the different sources: affected or unaffected individuals, the
cellular proteomics profiles were mostly the same, since the cells in the culture condition
encountered same mutation at mtDNA 11778G>A and its adverse effects. Culturing for several
passages with mutant mtDNA would have reprogrammed the gene expression profiles and

consequent cellular physiological status would drive the similarity of gene expression response
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for the same adverse mutation. In fact, cell culture and passaging have significant effect on the

gene expression pattern (81).

The scenario in which the affected and the unaffected tissues showing similar
genomic profile was evidenced in the study of scleroderma skin. The transcriptomic profiles
from the biopsies of the clinically affected and clinically unaffected tissues from the same
individual had shown similar pattern (82). Therefore, it would be tempting to say that in the
present study, the similar mitochondrial proteomic profile between the affected and unaffected
LHON fibroblast would be due to similar response of the nuclear genes on the adverse effects

of LHON mutation or encountering the similar intracellular milieu.

Difference in the mitochondrial protein expression profiles of fibroblasts from the

affected and the unaffected LHON with respect to the control

Though the majority of the proteins identified were shared between the affected
and the unaffected LHON fibroblasts, there were a few proteins that were observed exclusively
in the affected versus control or unaffected versus control. Methylmalonyl CoA mutase,
HSPD1, dnaJB11, PDIA3 and myosin heavy chain 9 were reduced in the affected versus the
control groups. Consequently, it could be speculated that changes in the levels of these

proteins might modify the development towards the affected status.

Implication of the proteomic profiles in the pathphysiology of LHON

Based on the functional annotation and clustering analysis most of the identified
proteins were enriched in the generation of metabolites, electron transport chain, aerobic
respiration, unfold protein binding and protein complex assembly. Many of the dehydrogenases
that are important in aerobic respiration were under represented in the LHON affected or
unaffected fibroblasts. All of these dehydrogenases are associated with production of reducing
equivalents. In fact 3 out of 4 dehydrogenases in catabolism of pyruvate to CO, were down
regulated (Figure 11). Moreover, one of the critical electron transport protein to Co-Q (EFTA-
QL) was also decreased. This clearly depicted the metabolic profiles of the fibroblasts with
11778G>A mutation. In fact, this derangement in bioenergetics is incompatible with neurons or
more specifically with the retinal ganglion cells which has unique dependence on the aerobic
respiration and are fragile bioenergetically (83). In fibroblast culture, however, the situation
would be different. Fibroblast in the culture media can be sufficient enough with the lower ATP

production especially from the glycolysis (84). This was evidenced by the fact that they are
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continuously expanding in the culture medium and that there was not much difference in growth

rate between the wild type or mutant fibroblasts during the culture.

Apart from this energetic derangement, mitochondrial protein quality control
system was seriously impaired. Failure to conduct proper protein folding, protein complex
assembly and prevention of unfold protein have damaging effects on the cells. Taken together,
the proteomic changes observed in the study will be deleterious at the organism scale or at
least in some specific tissues, especially the neurones or retinal ganglion cells. Either the
bioenergetic derangement or the poor protein quality control inside the mitochondria is lethal for
them. Details studies are required to evaluate the genomic and proteomic changes in neuronal

or retinal ganglion cell with LHON mutation.
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Jwnazinalnanian

We have identified the proteins that were expressed significantly different among
patients, their relatives and control individuals. Our plan for this work included the analysis of
these proteins in the fibroblast samples of the patients, relatives and controls both qualitatively
and quantitatively. The suspected proteins will be extracted from these fibroblast samples and
the amount of the protein will be quantitated. The known activity of each suspected protein will

be assay.
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Abstract

Leber’s Hereditary Optic Neuropathy (LHON) is one of the commonest
mitochondrial diseases causing total blindness, and predominantly affects young
males. Even though any of the primary mtDNA mutations 11778G>A, 14484T>C or
3460G>A is essential to develop the disease, it alone cannot explain the characteristic
features of LHON such as male preference, incomplete penetrance, relatively later age
of onset though the mutation is present since birth. These call for attention to the
nuclear genes as modifiers in the disease pathogenesis. In order to explore the nuclear
encoded mitochondrial proteins which influence the development of LHON and to
identify the nuclear response to the LHON mutation, a proteomic approach was used
to decipher the mitochondria proteins from fibroblasts of affected LHON (n=7) and
the control (n=5). 2-DE followed by MS/MS analysis identified 20 proteins which
were differentially expressed between 11778G>A LHON mutant fibroblasts and those
of the controls. The proteomic data were successfully validated by western blot
analysis of 2 selected proteins. Most of the proteins identified in the study were the
mitochondrial proteins and they were down regulated in 11778G>A mutant
fibroblasts. These proteins were some of the subunits of OXPHOS, intermediary
metabolisms, nucleoid related proteins, chaperones, cristae remodeling and an anti-
oxidant enzyme. Protein-protein interaction analysis of identified proteins showed
two broad clusters: those related with bioenergetic pathways and those related with
protein folding. The important findings of the present study are; that the down
regulation was observed among the many of the mitochondrial proteins of the
fibroblasts with LHON mutation, and that proteins involved in the aerobic respiration
and the protein quality control system of the mitochondria were critically affected, the

conditions that would be incompatible with the retinal ganglion cells.



Leber’s hereditary optic neuropathy (LHON) [OMIM 535 000] is one
of the commonest mitochondrially inherited diseases (1). It isalso one of the common
causes of blindness in young men and more than 80% of LHON patients are male (2).
As aresult of degeneration of retinal ganglion cell layers, the patients usually develop
symptoms of acute or sub-acute painless loss of central vision (3).

The three missense mitochondrial DNA (mtDNA) mutations
11778G>A (p.R340H; ND4), 14484T>C (p.M64V; ND6), 3460G>A (p.A52T; ND1)
are the primary mutations responsible for 95% of LHON cases (4). All of the LHON
patients detected so far in Thailand carry 11778G>A (>90% of cases) or 14484T>C
(5-6). Though the primary mutation is essential to develop the disease, the primary
mutation per se cannot explain the distinctive features of LHON (4, 7).

Numerous efforts have been done to have a better understanding on the
pathogenesis of LHON, covering from the single gene study (8-10) to globa gene
expression profile (11-13), especiadly to hunt for nuclear modifier, if any present.
Given that OXPHOS subunits are encoded by both mitochondrial and nuclear genes
and that there are numerous cross-talks between the mitochondria and the nucleus,
consequently, differential expressions of not only the mitochondrial genes but also the
nuclear genes are observed in various OXPHOS deficiency models (13) in
transcriptomic profiles as well asin proteomic profiles of the mitochondriain different
mitochondrial disorders and different experimental settings. Proteome of
mitochondria contains approximately 1,000 proteins and 99% of which are the
products of nuclear genes (14). The coordinated expressions of imported nuclear
encoded proteins as well as 13 mtDNA encoded proteins are crucia for the integrity of
mitochondrial functions. In the case of various OXPHOS deficiency, nuclear genes
respond in many ways (13, 15-17). Differential expression is usually observed with
nuclear encoded mitochondrial proteins belonging to a variety of functional pathways
in addition to the subunits of OXPHOS.

With these distinct characteristics of mitochondrial proteins in cellular
homeostasis, there would be no surprising that alteration in mitochondrial proteins are
found to be frequently associated with many diseases including neurodegenerative
diseases such as Alzheimer’'s (18-19) and Parkinson's (20-21) diseases and aging

processes (22-23). There is a limited study on comprehensive expression profiles of
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mitochondrial proteins in LHON which is also a neurodegenerative disease.
Therefore, in the present study, we explored the differential mitochondrial proteomic
profiles of fibroblasts from affected LHON comparing with those from the control
fibroblasts using 2 Dimensional Polyacrylamide Gel Electrophoresis (2-DE) and mass
spectrometry to search for the nuclear encoded mitochondrial proteins that influence
the expression of LHON and to get the information of the response of nucleus to
LHON mutation through nuclear encoded mitochondrial proteins

Materialsand Methods

Cell Culture

The sample type employed in this study was the cultured dermal
fibroblasts directly obtained from the seven affected LHON and the five controls.
Affected LHONSs were those who had aready been diagnosed as having LHON by the
ophthalmologist and they had been confirmed as bearing homoplasmic at mtDNA
11778G>A. (Their pedigree information is provided in the supplementary figure.)

As a control group, five individuals with no familial history of eye
diseases were recruited. They were recruited during their visit to Sirirg) Hospital,
Bangkok, Thailand, for other medical reasons apart from the eye related ailment or
other chronic metabolic diseases. This study was approved by the Ethics Committee
of the Mahidol University, Faculty of Medicine, Sirirg) Hospital (No. 161/2551) and
the study was conducted according to the principal of the World Medica
Association’s Declaration of Helsinki.

The primary dermal fibroblasts from the affected LHON and the
controls were cultivated and maintained at 37 °C with 12% (v/v) fetal bovine serum
(FBS) in Dulbecco’s modified Eagle’ s medium supplemented with Amphotericin B (1
ug/ml), penicillin (100 U/ml), streptomycin (100 ug/ml), 2mM L-Glutamine, uridine
50 pg/ml (24) in humidified 5% CO, atmosphere at 37°C. Medium was refreshed 3
timesaweek. Cellswere harvested at passage 6 for mitochondrial isolation.

Mitochondrial | solation



Mitochondria were isolated by the differential centrifugation (25).
Before trypsinization, the cultured cells were washed with chilled PBS for at least 4
times, to make sure that there was no residua FBS. The cultured fibroblasts were then
trypsinized with 0.25% trypsin-EDTA. 0.5 x 10° cells were suspended in 1 ml of
isolation buffer containing 0.25 M sucrose, 10 mM HEPES (pH 7.5) and 0.1 mM
EDTA. The cell suspension was sonicated with a probe sonicator (Bandelin Sonopuls
HD 200; Bandelin electronic; Berlin, Germany) at MS 72/D (50 cycles) for 10 sec.
The cell lysate was centrifuged for two times at 1,000 x g for 10 min to remove cell
debris and intact cells, if any present. The supernatant was collected and centrifuged
at 20,000 x g for 30 min. The pellet was saved and washed with the buffer containing
0.25 M sucrose and 10 mM HEPES (pH 7.5) and centrifuged again at 20,000 x g for
20 min. As afinal step, the mitochondrial pellet was washed with PBS and centrifuged
at 20,000 g for 10 min. All the extraction procedures were performed at 4 °C. The
mitochondrial pellet was lyzed by Laemallie buffer or 2-DE buffer depending on the
subsequent step of the experiment. The lyzed mitochondrial fraction was kept at -20

°C until use.
I mmunofluorescent Staining

For immonofluorescent staining, the cells were washed three times with
PBS and fixed in 3.8% formaldehyde in PBS at room temperature for 10 minutes.
After rinsing with PBS, the fixed cells were blocked with 1% BSA PBS for 30
minutes. Mouse monoclona anti-Fibroblast surface protein (Abcam, Cambridge,
USA) (1:50) was incubated for 2 hours at room temperature. After washing with PBS
for 3 times, the cells were incubated with secondary antibody (rabbit anti-mouse
conjugated with FITC 1:2000 in 1% BSA PBS) and Hoechst-dye 33342 at a dilution
of 1:1,000 at room temperature in the dark. Then, the cells were rinsed with PBS and
then mounted with anti-phase solution on glass side under fluorescent microscopy
(Nikon ECLIPSE 80i, Nikon Corp.; Tokyo, Japan).

I mmunoblotting
To confirm the purity of mitochondria, the mitochondria proteins and

the proteins from the whole cell lysate were resolved by western blot analysis using
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mitochondrial and other organelle specific markers. The mitochondrial pellet or the
primary fibroblasts subsequently used for the Western Blot experiments was lyzed by
2x Laemallie buffer containing 4% SDS, 10% 2-mercaptoehtanol, 20% glycerol, and
0.125 M Tris HCI without bromophenol blue (26). The protein samples were boiled
for 5 min at 95 °C. In every experiment of Western blot analysis, 20 ug of total
proteins from each sample was loaded. The proteins were resolved by 3.7% SDS-
PAGE (stacking gel) and 12% SDS-PAGE (resolving gel) at 150 V for 2 and half hr
by vertical gel electrophoresis. The resolved proteins in the gel were then electro-
transferred to nitrocellulose membrane by semidry transfer method (Bio-Rad;
Hercules, CA) for 1 hr and 20 min at constant current of 75 mA. Non-specific binding
to the membrane was blocked with 5% skimmed milk in PBS for 1 hr. The blocked
membrane was probed with the desired specific primary antibody in 1% skimmed milk
or 1% Bovine Serum Albumin in PBS for overnight at 4 °C at a concentration
according to manufacturers’ instructions. The membrane was washed with PBS for 3
times (5 min each). Then it was further incubated with the respective secondary
antibody conjugated with horse radish peroxidase (Dako, Glostrup, Denmark) in 1%
skimmed milk in PBS or 1% BSA in PBS. The incubation with the secondary
antibody was carried out at room temperature for 1 hr with half the concentration used
for the primary antibody in each experiment. Bands were visualized by Super Signal
West Pico chemiluminescence substrate (Pierce Biotechnology Inc.; Rockford, IL,
USA). The following primary antibodies were used: rabbit polyclonal anti-voltage
dependent anion selective channel protein 1 (VDAC-1, a mitochondrial marker)
(Abcam, Cambridge, USA; ab11333), rabbit polyclonal anti-lysosomal associated
membrane protein-2 (LAMP-2, lysosoma marker) (Abcam, Cambridge, USA;
ab37024), rabbit polyclonal anti-Calnexin, an Endoplasmic Reticulum marker)
(Abcam, Cambridge, USA; ab22595), rabbit polyclona anti-Catalase, a peroxisomal
marker) (Abcam, Cambridge, USA; ab16731), mouse monoclonal anti-c-jun, a nuclear
marker) (Santa Cruz Biotechnology, Inc, sc166540), mouse monoclona anti-a-

tubulin, a cytoplasmic markers) (Santa Cruz Biotechnology, Inc, sc23948).

Two-Dimensional Electrophoresis



Mitochondrial pellets derived from cultured primary fibroblasts of
seven affected LHON and five controls were lyzed with a lysis buffer containing 7 M
urea, 2 M thiourea, 2% CHAPS, 120 mM DTT, 40 mM Tris, and 2% ampholyte (pH
3-10) and incubated at 4 °C for 30 min. Protein concentration was determined by
Bradford method (27). 100 ug of total mitochondrial proteins from each individual
was mixed with rehydration buffer (7 M urea, 2 M thiourea, 2% CHAPS, 120 mM
DTT, 40 mM Tris-base, 2% ampholytes ( pH 3-10) and atrace of bromophenol blue to
make the final volume of 150 ul. The samples were rehydrated onto 7 cm immoblized
pH gradient DryStrips (non-linear pH gradient of 3-10; GE Healthcare, Uppsala,
Sweden) at room temperature for 16 hour. IPG strips were focused in Ettan IPGphor
Il IEF System (GE health care) at 20 °C. The program was set to have a stepwise
mode of 500 V for 250 Vh; 1000 V for 500 Vh; and 5000 V for 8333 Vh to reach 9083
Vh.

After isoelectric focusing, the strips were equilibrated in two different
equilibration buffers with each time for 15 min at room temperature. The first
equilibration buffer contained 6 M urea, 130 mM DTT, 112 mM Tris-base, 4% SDS,
30% glycerol, and 0.002% bromophenol blue and the second equilibration buffer
contained a similar component except 135 mM iodoacetamide instead of DTT. The
strips were further loaded on 13% polyacrylamide gel and resolved using SE260 mini
Vertical Electrophoresis Unit (GE Health Care) at 150 V for approximately 2 hr. The
separated proteins were fixed with 10% methanol and 7% acetic acid for 30 min. The
fixed solution was then removed and the gels were stained with 20 ml of Deep Purple
fluorescence stain (GE Healthcare) for overnight on a continuous gentle rocker. Gel

images were taken by Typhoon 9200 laser scanner (GE Healthcare).
Analysis of Protein Spots

Detection and matching of spots on gel images and analysis of protein
spots were performed using ImageMaster 2D Platinum software from GE Health care.
Parameters used for spot detection were minimal area of 10 pixels, smooth factor of 2
and saliency of 2. The gel containing all of the spots and with maximum number of
spots among other gels was assigned as a reference gel. It was used to check for the
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presence and differential expression of proteins among gels. Background subtraction
was performed, and the intensity volume of each spot was normalized with total
intensity volume (summation of the intensity volumes obtained from all spots within
the same 2-D gel). Intensity volumes of individual spots from each gel were subjected
to statistical analysis to compare between different groups of the study. The statistical
significant differential expressed protein spots were subjected to in-gel tryptic
digestion and identification by mass spectrometry.

The significantly differential expressed spots of proteins were manually
excised from the gels. The excised gel pieces were washed twice with 200 puL of 50%
acetonitrile (ACN)/25 mM NH4HCO; buffer (pH 8.0) at room temperature for 15 min,
and then washed once with 200 pL of 100% ACN. After washing, the solvent was
removed and the gel pieces were dried. The dried gel plugs were then rehydrated with
10 pL of 1% (w/v) trypsin in 25 mM NH4HCO;. After rehydration at 37 °C for 30
min, the gel pieces were crushed with siliconized blue stick and further incubated with
1% (w/v) trypsin at 37 °C for at least 16 h. Peptides were subsequently extracted
twice with 50 pL of 50% ACN/5% trifluoroacetic acid; the extracted solutions were
then combined and dried with the Speed Vac concentrator. The peptide pellets were
resuspended with 10 pL of 0.1% TFA and concentrated. The peptide solution was
then washed with 10 pL of 0.1% formic acid by drawing up and expelling the washing
solution three times. The peptides were eluted with 5 pL of 75% ACN/0.1% formic

acid.

Protein ldentification by Mass Spectrometry (Q-TOF MS and/or MSMS) and
Sequence Analyses

The trypsinized samples were premixed 1:1 with the matrix solution
containing 5 mg/mL a-cyano-4-hydroxycinnamic acid (CHCA) in 50% ACN, 0.1%
(v/v) TFA and 2% (w/v) ammonium citrate, and deposited onto the 96-well MALDI
target plate. The samples were analyzed by Q-TOF Ultima mass spectrometer, which
was fully automated with predefined probe motion pattern and the peak intensity
threshold for switching over from MS survey scanning to MS/MS, and from one
MS/MS to another. Within each sample well, parent ions that met the predefined
criteria (any peak within the m/z 800-3000 range with intensity above 10 count +
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include/exclude list) were selected for CID MS/MS using argon as the collision gas
and a mass dependent + 5 V rolling collision energy until the end of the probe pattern
was reached. The MS/MS data were extracted and searched the protein identity using
the MASCOT search engine (http://www.matrixscience.com), assuming that peptides
were monoisotopic, fixed modification was carbamidomethylation at cysteine residues,
whereas variable modification was oxidation at methionine residues. Only one missed
trypsin cleavage was allowed, and peptide mass tolerances of 50 ppm were allowed for
MS/MS ions search. The searches were done against human proteins in the NCBI

database (http://www.ncbi.nim.nih.gov).  Peptides with ions score >34 were

considered as significant hits. Only the significant hits from MS/MS peptide ion

search were reported.

Western Blot Analysisfor confirmation of 2-D proteomic results

For validation of the level of changes of the proteins from the
proteomics profile, western blot analysis was done. 20 pg of mitochondrial fractions
each from the affected LHON and the control were resolved employing the same
protocol as mentioned above. The primary antibodies used were as follows:. rabbit
monoclonal HSP60 (Santa Cruz Biotechnology, Inc, sc13966), rabbit polyclonal anti-
Catalase, rabbit polyclonal anti-UQCRC1 (Abcam, Cambridge, USA; ab96333), rabbit
polyclonal NDUFS1 (Abcam, Cambridge, USA; ab96428). Rabbit polyclona anti-
VDAC was used as a loading control. After incubating with respective secondary
antibodies (anti-mouse or anti-rabbit), the bands were visualized by enhanced
chemiluminescence and exposed to the film. The band intensities were measured
using Image] software (http://rsbweb.nih.gov/ij/).

Functional annotation cluster analysis of Proteomic data

Identification of the biological functions and the enrichment of the
differentially expressed protein with respect to the functional categories were
performed using DAVID (Database for Annotation, Visualization and Integrated
Discovery) Functional Annotation Clustering Tool version 6.7
(http://david.abce.nciferf.gov/) (28-29). The list of respective Uniprot accession
numbers for the differentially expressed proteins from 2-DE proteomic profiles were
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uploaded to the DAVID online analysis tool with a default background. Significantly
enriched functional groups were classified using Functional Annotation Clustering, by

setting the default as medium stringency.

Protein interaction network

STRING database version 9.0 (http://string-db.org/) was used in order
to observe the protein-protein interactions comprising physical or functional
association among the differentially expressed proteins between the affected versus
control (30). The parameters were set at default value. The lists of differentially
expressed proteins in each comparison were loaded to the database as in the list of the
respective gene name. STRING output included the result from Text-mining. For
this, thorough literature review was done to reduce the number of false positive

interaction result which was based on mere co-mentioning in the literature.

Statistical Analysis

All the data representing the intensity volume of the spots were
reported as mean + SEM. For comparison between 2 different groups, the data were
analyzed using unpaired student t-test (SPSS, version 18). P value less than 0.05 was
considered statistically significant.

Results
Confirmation of the purity of Fibroblasts

The choice of sample in this study was the primary fibroblasts cultured
directly from the skin biopsy which contains epithelium, reticulocytes, adipocytes and
fibroblasts in which reticulocytes are morphologically similar to fibroblasts. To
confirm the purity of skin fibroblast, one of the fibroblast cultures from the skin
biopsy was randomly selected and tested with anti-fibroblast surface protein which is
specific to the fibroblasts (31). Figure 1 shows the immunofluorescent result which
indicated that aimost every cell that was stained with DNA staining Hoechst-dye
33342 had the positive signal for fibroblast surface protein. This confirmed that the
fibroblast culture obtained from the skin biopsy were pure of fibroblast with no
contamination of other cells.
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Mitochondrial enrichment and purity

Enrichment and purity of the mitochondrial fraction was assessed using
mitochondrial and other organelles specific markers by immunoblotting. Figure 2
demonstrates that the mitochondrial marker VDAC-1 was highly enriched in the
mitochondrial fraction comparing the whole cell lysates, either in HepG2 or in primary
fibroblasts. In the mean time, the markers for endoplasmic reticulum, nuclear,
lysosome and cytosol were absent or minimal in the mitochondria enriched fraction.
The mitochondrial fraction was highly enriched and with minimal level of non-

mitochondrial contamination and hence it was suitable for further analysis for 2-DE.

2-D PAGE comparisons of mitochondrial fraction between affected LHON and the
control fibroblasts

The proteins from the mitochondrial enriched fraction from the primary
fibroblasts were analyzed for 2-DE using pH 3-11 non-linear pH gradient strips for the
first Dimension and 13% SDS-PAGE as a second dimension. The individual 2-D
mitochondrial proteome profiles from fibroblasts of affected LHON (n=7) and the
control groups (n=5) showed an essentially identical spot pattern among the individual
samples (Figure 3 and 4). Approximately 800 protein spots were visualized on each
gel. However, among the 2 groups of the samples, there were distinct alterations in
the proteomic profile which was revealed by spot matching analysis using 2D master
image platinum software.

Interestingly, many of the intensity levels of all differentially expressed
spots were decreased in the affected LHON comparing with the control group. The
degree of fold change between the affected and the control group ranged from 0.47 to
2.05. Of these significantly altered protein spots were excised from 2D gels and were
allowed to undergo protein identification by MS or MS/MS analysis.

Differentially expressed proteins between LHON affected and the control fibroblasts

20 different proteins from 21 different spots were identified by MS/IMS
anaysis when comparing the mitochondrial proteomic profile of fibroblasts from the
affected LHON and the control group (Table 1). The evaluation of the localization or

the functional association of these proteins with the mitochondrial compartment was
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based on the MitoMiner database (32). The results indicated that most of the proteins
observed were mitochondrial resident proteins and some of them have functional
association with mitochondria, though they are also expressed in other compartments
of the cell (Table 2).

Functional assignment of each protein was done based on Nextprot (33). The
proteins which were significantly different between the affected and the control groups
comprised those of the intermediary metabolisms (carbohydrate, lipid and amino acid),
subunits of OXPHOS, a cristae remodelling protein, an antioxidant enzyme, those
involved in protein quality control system such as various chaperonins and the
proteases, those involved in mitochondrial gene expression and proteins of cellular
signalling and cytoskeletal structure (Table 2). All of the proteins except Ubiquinol-
cytochrome ¢ Core 1 protein (a subunit of complex Il of OXPHOS) weredown
regulated in the mitochondrial proteome of the fibroblast of affected LHON patients

comparing with the control.

Validation of Proteomic data by Western Blot

To validate the differentially expressed proteins observed in 2-D proteomics,
some differentially expressed proteins were randomly selected for western blot
analysis. All of the four selected proteins (heat shock protein 60, catalase, UQCRCL1
and NDUFS1) for Western Blot showed the same trend with proteomic result,
confirming validity of the result (Figure 5). Heat shock protein 60 and catalase were
down-regulated in the mitochondrial fraction of the affected LHON comparing the
controls. VDAC-1, the mitochondrial outer membrane protein, was used as a loading

control.

Protein-protein Interaction Analysis

To determine the possible protein-protein interaction observed among the
differentialy expressed proteins, the whole list of identified differentially expressed
proteins was loaded onto the STRING 9.0 database which provides the result based on
the 4 sources of information such as high throughput experiment, co-expression,
genomic context and previous knowledge of interaction. Figure 6 illustrates the

observed interaction networks among the proteins of interest. Most of the proteins
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were functionally and/or structurally associated with one another. As expected, the
proteins of the intermediary metabolism had high interaction networks. In addition to
these, some other proteins also show functional relations among them. For instances,
HSPA9 and PDIA3 are usualy regarded under the category of ‘stress proteins (34);
HSPD1 and LONP1 are important components of ‘mitochondrial protein quality
control system’(35).

Physical interactions among the proteins such as co-expressions were aso
observed among many of the proteins. Meanwhile, some of the proteins were found to
be differentially expressed together in other experimental models. Vinculin, HSPD1
and vimentin were under expressed together in Parkin expressing cells of one of the
Parkinson’s disease model (36). UQCRC1 and HSPA9 (37), ETFA and HSPD1(38),
SDHA and PDHA (39) also found together as same trend of differential expression in
previous studies. In general, according to the result of protein-protein interaction, two
major clusters of interactions were observed in both set of proteins. proteins related
with intermediary metabolisms and proteins related with chaperones and protein
degradation.

Functional clustering Analysis of differentially expressed proteins

In order to identify the most relevant biological roles and the specific pathways
associated with the proteins which were differentially regulated between LHON
mutant fibroblasts and the control, the expression data were subjected to cluster
anaysis using the DAVID 6.7 (Database for Annotation, Visualization and Integrated
Discovery) Functional Annotation Clustering Tool. It allows the systematic extraction
of the biological meaning from alist of genes. Supplementary table shows the lists of
the significantly clustering proteins in each biological pathway. Apart from highly
enriched clustering based on cellular localizations (Enrichment 1 and 2), many of the
proteins were involved in generation of precursor metabolites and energy (9 proteins)
(Enrichment 3) , association with the mitochondrial nucleoid (5 proteins) (Enrichment
6), electron transport chain (5 proteins) (Enrichment 3), regulation of apoptosis (4
proteins) (Enrichment 11), DNA binding (3 proteins) (Enrichment 9), chaperone or
unfolded protein binding (3 proteins) (Enrichment 8), protein localization (4 proteins)
(Enrichment 12), and protein complex assembly (3 proteins) (Enrichment 15). Some
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of the proteins were enriched in the lists of proteins implicated with neurological
diseases such as Parkinson’s (4 proteins), Alzheimer’s (4 proteins) and Huntington's

diseases (4 proteins) (Enrichment 4).

Discussion

In this study, the skin fibroblasts were used to explore the mitochondrial
proteomes of affected LHON and with mtDNA 11778G>A comparing with the
control. Because of the unavailability of the retinal ganglion cells bearing the mutant
mtDNA, the choice of the sample type was skin fibroblast which was directly obtained
from the subjects. They can be cultivated by several passages to have high cell
densities. The commonly used samples for the study of mitochondria diseases are the
cybrids, fibroblasts and the lymphoblastoid cell lines (LCL). Both the cybrids and the
LCL are subjected to extensive manipulation before getting the stable cell line
containing mutant mtDNA. Fusion of mitochondrial mutant cells with the cell line as
in the case of cybrids or viral transfection to the lymphocytes are the inevitable steps
in preparation of cybridsand LCL. This, consequently, can affect the gene expression
profile. Fibroblasts, on the other hand, can be studied without such manipulation.
Moreover, fibroblasts retain the same genetic profile of the subject and can be studied
the effect of any mutant DNA on the global gene expression profile or functional
consequences (40). Fibroblasts have been employed as a model in numerous studies
of inherited neurological disorders (41-45). One study also indicated that disruption in
homeostasis in fibroblast, especially Ca?* homeostasis mirrors the changes in CNS of
neurologically impaired patients (40). Taken together, fibroblasts would be the
suitable candidate for the study of mitochondrial proteome with mtDNA mutations.

After mitochondria were fractionated out, the purity and the enrichment of
the mitochondrial fraction was verified with organelles specific markers employing the
Western Blotting. The mitochondrial fraction obtained was highly enriched with
mitochondrial proteins with minimal or absent of cytoplasmic, endoplasmic reticulum,
lysosomal and nuclear proteins. The purity of mitochondrial fraction was further
confirmed by the proteomic data which revealed that most of the identified proteins
were of mitochondrial resident proteins, in agreement with the data of sub-cellular

markers analyses.
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Highly enriched mitochondrial fractions from affected LHON, and the
control fibroblasts were run for 2-DE and proteins were identified by MS/M S analysis.
2-DE proteomic data was successfully validated by the western blot analysis. Western
blot confirmation showed the correct identities with similar trend of differential
expression as 2-DE. Most of the 21 proteins identified in the study were the nuclear
encoded mitochondrial proteins while some were aso present in other compartment of
the cells. Though the mitochondrial proteome was contributed by the nuclear and
mtDNA, none of the protein encoded by mtDNA was identified. This was not an
unexpected finding since al the mtDNA encoded proteins are highly hydrophobic and
2-DE technique has poor separation on the hydrophobic and membrane bound proteins
(46).

The comparison between the mitochondrial proteomes of LHON affected
fibroblasts with the control fibroblasts revealed the down-regulation of the proteins
involved in OXPHOS and TCA cycle, fatty acid metabolism, protein localization,
protein folding, cristae remodeling and ROS scavenging.

Expression Changesin Enzymes of the Intermediary Metabolisms

As summarized in figure 7, many of the enzymes of the intermediary
metabolisms of carbohydrate, lipid and proteins were differentially expressed in the
LHON fibroblasts with 11778G>A. Very long chain specific acyl-CoA
dehydrogenase and trifunctional enzyme subunit alpha (also known as hydroxyacyl
CoA dehydrogenase) were down regulated in fibroblasts from affected LHON.
Interestingly, both were the sole enzymes of (3-oxidation which require the substrates
FAD and NAD", and feed FADH, and NADH + H" (reducing equivalence) to the
respiratory chain. Correspondingly, some of the respiratory chain enzymes were also
down-regulated in the same group of sample. Apart from these two enzymes, other
dehydrogenases such as long chain-, medium chain- and short chain-acyl-CoA
dehydrogenase, and other fatty acid catabolic enzymes were not found to be
differentially expressed.

Another important metabolic protein methylmalonyl-CoA mutase was
decreased in affected fibroblasts comparing the control. The protein isinvolved in the
catabolism of odd-chain fatty acids and the branched chain amino acids, in which it is
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responsible for the conversion of methylmalonyl-CoA to succinyl-CoA. Succinyl-
CoA then enters the pathways TCA cycle. Interestingly, subsequent step which is
catalyzed by succinate dehydrogenase was aso down-regul ated.

Some of the dehydrogenases of TCA cycles were altered. Succinate
dehydrogenase, 2-oxoglutarate dehydrogenase and the subunits of PDH complex such
as pyruvate dehydrogenase E1 component apha subunit and dihydrolipoyl
dehydrogenase were significantly decreased in the 11778G>A fibroblasts. Glycerol-3-
phosphate dehydrogenase which is involved in transporting the cytosolic reducing
equivalents to mitochondrial respiratory chain was also reduced. It is important to
notice that the obvious differential expression was found with the dehydrogenases of
the TCA cycle, B-oxidation and amino acid catabolism which all are related with the
production of reducing equivalents subsequently utilized by mitochondrial respiratory
chain (Figure 7). However, all other components of the fatty acid catabolism or TCA
cycles did not show the differential expression. In other term, all of the components of
the aforementioned pathways did not respond the cellular physiological status of the
presence of LHON mutation. This might be due to different half life proteins or
different stability, reflecting on the different regulatory role assumed by different

proteins.

Expression changesin electron transport chain subunits

It is also apparent that the subunits of the respiratory chain were not
uniformly altered in the cells with 11778G>A from the control. NDUFS1 of the
complex |, succinate dehydrogenase of the complex I, UQCRCL1 of the complex 111
and ATP5A1 of the complex V were changed. All these subunits had reduced
expression in fibroblasts from affected LHON, except ubiquinol cytochrome c
reducatase core 1 protein which was up-regulated in fibroblast of LHON affected
individuals. The exact functional significance of this up-regulation observed only in
fibroblasts of affected LHON is not known. This protein, however, was supposed to
be involved in mitochondria-to-nucleus retrograde response of breast cancer cell line
(47). This response is usualy invoked by the mitochondrial dysfunction or in the
condition of mitochondrial stress, and invariably, the cells with the affected LHON

mutation would be no exception from the mitochondrial stress. Further studies are
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required to determine the role of its involvement in retrograde response of LHON
mutant cells. Apart from these identified OXPHOS proteins, other subunits of
OXPHOS were not found to be differentially expressed.

Considering all these decreased level of metabolic and OXPHOS related
proteins, the global view of the metabolic status in the cultured fibroblasts from
affected LHON can be depicted. Most of the cellular catabolic pathways in
carbohydrate, lipid and amino acid metabolism were particularly affected and the
aerobic respiration is seriously dampening, this result was also predicted by DAVID
functional annotation clustering analysis. To further support this notion, ETFA
electron transfer flavoprotein subunit alpha was down regulated in affected fibroblasts.
This protein is central important in transferring the electrons from 11 mitochondrial
flavoprotein dehydrogenase to the respiratory chain via the iron-sulfur flavoprotein,

EFT-ubiquinone oxidoreductase (48).

Expression Changesin Proteinsinvolved in mitochondrial gene expression

Leucine-rich pentatricopeptide repeat motif-containing protein (LRPPRC)
was found to be down-regulated in the mitochondrial fraction of fibroblast from
affected LHON. LRPPRC is involved in maintaining the steady state level of
mitochondrial MRNA and hence a role in the transcription regulation (49). It isa
disease modifier in Leigh syndrome French-Canadian type (50) and silencing of
LRPPRC was associated with reduction of most of the mitochondria encoded
subunits. There was an impaired assembly of OXPHOS subunits and some of the
nuclear encoded subunits and some other mitochondria proteins were also reduced
(49). Interestingly, LRPPRC was co-expressed with heat shock protein 60 according
to the STRING database. The role of LRPPRC in the development of LHON would
be an interesting target for further investigation.

Another identified protein related with the regulation of gene expression is
Lon protease (LONPL). Asthe nameimplies, it iswell characterized as a protease. It
also binds the mitochondrial DNA control region and it is one of the nucleoid related
proteins. Though the exact role is uncertain, it is observed that in the oxidatively
stressed cells, there is a reduction of LONP1 binding to the mtDNA. mtDNA binding
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is a physiological function of LON and its level influence the sensitivity to mtDNA

damage (51).

Protein stability and degradation of proteins

Heat shock protein 60 (HSPD1) is one of the most important chaperonins
inside the mitochondrial matrix. It facilitates the correct folding (52) and prevents
mis-folding of mitochondrial proteins. It promotes the refolding and proper assembly
of the unfolded proteins generated under mitochondrial stress. Previous report on the
mutations of HSPD1 in neurodegenerative diseases (hereditary spastic paraplegia and
MitChap60 disease) highlighted the potential importance of it the pathogenesis in
neurodegenerative disease (53-55). In the present study, comparing with the controls,
it was 1.5 fold reduced expression in LHON affected fibroblasts. The reduced level of
HSP60 would have deleterious consequences in LHON, especially with the nature of
neurons in which they are highly susceptible to the accumulation of unfolded proteins
since they are post-mitotic (56) , though there has been no report of accumulation of
unfold proteins in LHON so far. Another chaperone which was differentially
expressed between only in the affected versus the control was dnaJB11 protein. Itisa
co-chaperon usually serves for HSPAS and binds directly to the unfold proteins.

Stress-70 protein (MTHSP75/HSPA9) was aso found to be reduced
expressed. Its main function isto act as a chaperon and involved in the control of cell
proliferation and cell aging.

As mentioned before, LONPL is the serine protease responsible for the
selective degradation of misfolded, unassembled or oxidatively damaged polypeptides
as well as other short-lived regulatory proteins in the mitochondrial matrix. It also act
as a chaperone in the assembly of the inner membrane protein complexes. STRING
protein-protein interaction analyses revealed that HSPA1, HSPD9, LONP1 and PDIA3
were related to one another and were found to be differentially regulated together in
other study on different cellular models, though they are not one another of
neighboring genes (57). Together with LONP1, HSPD1, HSPA9 are the components
of the mitochondrial protein quality control system (35). The system provides the
protection of the formation of the unfolded protein by chaperones and clearance of the

protein aggregates by the proteases. There would be detrimental effect on the cell in
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case this system was under presented as found in the 11778G>A fibroblasts of the
present study.

Antioxidant Protein — Catalase

Catalase was down-regulated in LHON affected fibroblasts comparing
with the control. It isa highly efficient enzyme to remove H,O, and is mainly located
in the peroxisome and hence it is usually regarded as a peroxisome marker (58).
However, it is found to be associated with mitochondria of some cell types (59-60).
Under the condition of oxidative stress, the other antioxidant enzymes of the
mitochondria such as glutathione peroxidase, GPx and GSH system is not sufficient to
tackle the increased amount of H,O,. In this circumstance, reduced or absent of
catalase in mitochondria can lead to the inefficient degradation of H,O, with potential
mitochondrial and cellular damage (61).

It has been shown that catalase is down-regulated by increased
intracellular ROS level (H20,) via PI3 kinase/Akt signaling or ROS induced
methylation of CpG island of the catalase promoter (62-63). Similar scenario could
happen in the cells with LHON mutation since it usually results in higher ROS
production (64-65).

Cristaeremodeling protein — Mitofilin

Another interesting protein observed in the study was mitochondrial inner
membrane protein (IMMT) or mitofilin. One of the cristae remodeling proteins OPA 1
whose mutation is responsible for Dominant Optic Atrophy which is very similar in
tissue specificity and pathological features with LHON (66). In addition, it was down
regulated in transcriptomic profiles of leucocytes from LHON patients (12). The
variants in one of the OPA1l processing enzyme, PARL was aso found to be
associated with the disease development in Thai LHON patients (67). However, in the
present study, neither OPA1 nor PARL was detected. This will be due the
employment of different cell type or different strategy to explore the expression
profiles. In fact, it was the nucleotide variants of PARL found to be associated with
LHON (67), and the expression level of it has not been determined in LHON patients.
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The present study identified the other cristae remodeling protein, mitofilin.
It was under-represented in the LHON affected cells. It usually anchors to the inner
membrane of the mitochondria with the majority of the protein protruding to the
intermembrane space (68). It is important in the maintenance of cristae morphology.
Previously, down-regulation of mitofilin was observed in oxidative stress induced by
dopamine (21) and complex | inhibition induced by MPTP (69). It is interesting to
note that down-regulation of mitofilin is consistently observed in both models of
complex | inhibition (either by complex | inhibitor MPTP as in the previous study or
by LHON mutation of the present study model). However, it has not been clear about
the relation of complex | inhibition and down-regulation of mitofilin or the expression
level of mitofilin and neurodegeneration. It was observed that the down-regulation of
mitofilin in HeLa cells had decreased cellular proliferation and increased apoptosis
together with failure to form tubular or vesicular cristae. Moreover, there was a
considerable increased in inner-outer membrane ratio with not detectable crista
junctions. There were increased ROS production and increase mitochondrial
membrane potential (70). These metabolic abnormalities are in deed common with
LHON mutant cells. Another important relation is that mitofilin was found to be
interacted with OPA1 (71). Therefore, in the context of oxidative stress and its
functional importance, the down-regulation of mitofilin in 11778G>A mutant cells

would be one of the contributor playing acritical rolein pathogenesis of LHON.

Implication of the proteomic profilesin the pathphysiology of LHON

Based on the functional annotation and clustering analysis most of the
identified proteins were enriched in the generation of metabolites, electron transport
chain, aerobic respiration, unfold protein binding and protein complex assembly.
Many of the dehydrogenases that are important in aerobic respiration were under
represented in the LHON affected fibroblasts. All of these dehydrogenases are
associated with production of reducing equivalents. In fact, 3 out of 4 dehydrogenases
in catabolism of pyruvate to CO, were down regulated (Figure 7). Moreover, one of
the critical electron transport protein to Co-Q (EFTA-a) was also decreased. This
clearly depicted the metabolic profiles of the fibroblasts with 11778G>A mutation. In

fact, this derangement in bioenergetics is incompatible with neurons or more
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specifically with the retina ganglion cells which has unique dependence on the
aerobic respiration and are fragile bioenergetically (72).

Apart from this energetic derangement, mitochondrial protein quality
control system was seriously impaired. Failure to conduct proper protein folding,
protein complex assembly and prevention of unfold protein have damaging effects on
the cells. Taken together, the proteomic changes observed in the study will be
deleterious at the organism scale or at least in some specific tissues, especialy the
neurones or retinal ganglion cells. Either the bioenergetic derangement or the poor
protein quality control inside the mitochondria is lethal for them. Details studies are
required to evaluate the genomic and proteomic changes in neurona or retinal
ganglion cell with LHON mutation.

In this study, 2-DE proteomic approach has been used to characterize
the mitochondrial protein expression pattern of the dermal fibroblasts from the LHON
affected comparing with the control groups. With the best of knowledge, this is the
first proteomics study for LHON so far. The altered proteins are from the diverse and
important metabolic pathways. It is obvious that the level of changesin expression of
these proteins would contribute to the expression of LHON. This data of proteomic
profile will provide a new level of understanding on the pathogenesis of LHON and
will fill the gap in the information of proteomic changes in one of the commonest

mitochondrial disorders.
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Figure 1 Assessment of the purity of Fibroblasts from the cultured skin biopsy.
Fibroblast surface protein (FSP) was used as a marker in immunofluorescence of the
cultured fibroblasts obtained directly obtained from the skin biopsy. The green
represents fibroblasts and the nucleus was stained with Hoechst-dye 33342 which

shows blue.



Figure 2 Western blot analyses for assessment of mitochondrial enrichment and
purity. 20 ug of mitochondrial lysate and whole cell lysate from fibroblasts was
separated by 12% SDS-PAGE gel and checked with specific antibodies against
various sub-cellular organelles. (W = whole cell lysate; M = mitochondrial enriched
fraction) (The same membrane for each cell type was stripped and probed with

subsequent antibodies.)



Figure 3 (A) Mitochondrial proteomic profile of seven different affected LHON
fibroblasts. Equal amount of proteins (100 ug) were separated in each gel based on
differentia isoelectric point (pl) for the first dimension (x-axis), which covers pH3
(left) to pH10 (right) and differential molecular weight for the second dimension (y-
axis) which stretches from approximately 6.5 kDa (bottom) to 200 kDa (top).
Separated proteins were visualized by Deep Purple fluorescence stain.



Figure 3 (B) Mitochondrial Proteomics profiles of five different control
fibroblasts. Equal amount of proteins (100 ug) were separated in each gel based on
differential isoelectric point (pl) for the first dimension (x-axis), which covers pH3
(left) to pH10 (right) and differential molecular weight for the second dimension (y-
axis) which stretches from approximately 6.5 kDa (bottom) to 200 kDa (top).
Separated proteins were visualized by Deep Purple fluorescence stain.
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Figure 4 Representative proteome map of differentially expressed protein of theaffected LHON (n=7) and (C) the control
fibroblasts (n=5). Equal amount of proteins (100 ng) were resolved by 2-DE. The numbersindicate the spot ID of proteins whose
expression levels are significantly different among the affected versus the control fibroblasts. (The labeling of numbers corresponds to

the numbers mentioned in Table 4.3)
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Figure 5 Validation of proteomic data by Western Blot analysis (A) and the
representative graphs for the pooled data from the immunoblots of heat shock
protein 60 and catalase nor malized with the loading control VDAC-1 (B).
(C=Control; A=Affected)
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Figure 6 Protein-protein interaction network of identified proteins which were
significantly different between the affected and the control groups based on

STRING 9.0 database. The types of interactions are shown as different colors.
(Legend: ACADVL-very long-chain specific acyl-CoA dehydrogenase; mitochondrial isoform 1
precursor; CAT-catalase; DLD- Dihydrolipoamide Dehydrogenase; DNAJB11-dnal homolog subfamily
B member 11;ETFA-eectron transfer flavoprotein subunit apha; GPD2-glycerol-3-phosphate
dehydrogenase; HADHA-trifunctional enzyme subunit apha/3-hydroxyacyl CoA dehydrogenase;
HSPA9-MTHSP75/heat shock 70kDa protein 9/mortalin; HSPD1-60 kDa heat shock protein; IMMT-
transmembrane protein(mitofilin); LONP1-lon protease homolog, mitochondria precursor; LRPPRC-
leucine-rich PPR motif-containing protein, mitochondrial precursor; MUT-methylmalonyl-CoA mutase;
MV P-mgjor vault protein; MYH9-cellular myosin heavy chain; PDHA1-Pyruvate dehydrogenase E1
component subunit alpha; PDIA3-protein disulfide-isomerase A3; SDHA-succinate dehydrogenase
[ubiquinone] flavoprotein subunit; UQCRC1-ubiquinol-cytochrome ¢ reductase core | protein; VCL-

vinculin)



Figure 7 Summary of possible major metabolic pathway derangement observed in affected and unaffected LHON
fibroblasts comparing the control based on the 2DE proteomic result. Only the mitochondrial fraction is shown and the

proteins which underwent altered expression are marked with (*).




Table 1. Identification of altered proteins between the affected and the control groups

No. Spot ID Protein name Intensity (Mean = SEM) Faold change P
Affected (n=7) Control (n=5) | Affected/Control
1 242 Leucine-rich PPE. motif-containing protein, mitochondnal precursor 00084 +0.0104 | 0.1746 +0.0225 04810 008
2 203 Major vault protein 0.0519 £ 0.0043 [ 0.0836 = 0.0062 0.6064 001
3 E1)1 Lon protease homolog, mitochondrial precursor 0.0414 +0.0034 | 0.0861 + 0.0063 0.4810 000
4 306 Vineculin isoform VCL 0.1089 + 0.0068 [ 0.1704 + 0.0182 0.6390 003
3 388 Transmembrane protein - mitofilin 0.1386+0.0121 | 02306+ 0.0168 0.6328 001
6 E Methylmalonyl-CoA mutase 00516 £ 0.0031 | 0.0843 = 0.0065 06115 012
7 424 Trifunctional enzyme subunit alpha, mitochondrial precursor 0.6631 +0.0725 | 1.0434 + 0.1170 0.6333 048
8 443 MTHSPT3 04530+ 00336 | 0.7416 = 0.1002 0.6108 030
g 460 Cellular myosin heasy chain 00813 +0.0034 | 0.1414 = 0.0260 0.5763 041
10 473 Glyeerol-3-phosphate dehydrozenase 0.03412 +0.0052 | 0.0860 £ 0.0100 03170 018
11 480 Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondnal precursor 0.1323 +0.0105 | 0.2242 +0.0338 0.5901 018
12 512 Verv long-chain specific acvl-CoA dehvdrogenase, mitochondnal isoform 1 precursor 0.0898 + 00129 | 0.1423 + 0.0098 0.6313 018
13 351 50 kDa heat shock protein. mitochondrial 06804 + 03417 | 0.9936 = 0.0941 0.6848 037
14 356 Catalase 0.0648 +0.0095 [ 0.1004 +0.0082 0.6438 023
15 373 Protein disulfide-1somerase A3 5 04479 + 0.0490 0.6594 + 0.0373 0.6794 047
16 587 Chain A, The Crystal Structure Of Dihvdrolipoamide Dehydrogenase And Dihvdrolipoamide 01873+ 00124 | 02402 < 00184 0.7797 047
Dehvdrogenase-Binding Protein (Didomain) Subcomplex Of Human Pyruvate Dehvdrogenase Complex. B B
17 683 Ubiguinel-cytochrome ¢ reductase core [ protein 0.1253 £0.0163 | 0.0610 £ 0.0183 2.0333 032
13 763 Dnal homolog subfamily B member 11 precursor 0.0528 +0.0120 | 01115 + 0.0153 04742 037
18 362 Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial 0.6067 +0.0425 0.7545 + 0.0185 0.8041 038
20 933 Eelectron transfer flavoprotein subunit alpha, mitochondnal isoform a 0.2686 + 0.0210 3711 = 00182 0.7238 007




Table 2 Functional categories and sub-cellular localizations of all the proteinsidentified

in thestudy. Theinformation for sub-cellular localization was based on Mitominer
Database

Proteins Gene localization
Intermediary metabolism: TCA cycle and Carbohydrate M etabolism
Glycerol-3-phosphate dehydrogenase, mitochondrial GPD2 M
Dihydrolipoyl dehydrogenase, mitochondrial DLD M
Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial PDHA1 M
Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial # SDHA M
Intermediary metabolism: Fatty acid Catabolism
Methylmalonyl-CoA mutase, mitochondrial MUT M
Trifunctional enzyme subunit alpha, mitochondrial HADHA M
Very long-chain specific acyl-CoA dehydrogenase, mitochondrial ACADVL M
Subunits of oxidative phosphorylation and €l ectron transport function
Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial # SDHA M
Electron transfer flavoprotein subunit alpha, mitochondrial isoform ETFA M
Cristae remodelling
Mitochondria inner membrane protein IMMT M
Mitochondrial Gene expression
Leucine-rich PPR motif-containing protein, mitochondrial LRPPRC M
Lon protease homolog, mitochondrial precursor# LONP1 M
signal transduction
Major vault protein MVP N,M
Protein stability and degradation of protein
L on protease homolog, mitochondrial precursor# LONP1 M
Stress-70 protein, mitochondrial / Heat shock 70 kDa protein 9/ MTHSP75 HSPA9 M;C
60 kDa heat shock protein, mitochondrial HSPD1 M, C
DnaJ homolog subfamily B member 11 DNAJB11 ER,M
protein disulfide-isomerase A3 PDIA3 ER*
Anti-oxidant enzymes
Catalase CAT P, Ml

M= Mitochondria, MI=Mitochondrial intermembrane space, ER=Endoplasmic Reticulum,
C=Cytoplasm, N= Nucleus, ER*=Mitochondrial associated ER membrane, CSK=cytoskeleton, #

denotes more than one categories of functions.
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