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Energetic mitochondrial failing 
in vitiligo and possible rescue by 
cardiolipin
Maria Lucia Dell’Anna1, Monica Ottaviani1, Daniela Kovacs1, Simone Mirabilii2, David 
A. Brown3, Carlo Cota4, Emilia Migliano5, Emanuela Bastonini1, Barbara Bellei1, Giorgia 
Cardinali1, Maria Rosaria Ricciardi2, Agostino Tafuri2 & Mauro Picardo1

Vitiligo is characterized by death or functional defects of epidermal melanocytes through still 
controversial pathogenic process. Previously, we showed that mitochondria-driven pre-senescent 
phenotype diminishes the capability of vitiligo melanocytes to cope with stressful stimuli. In the current 
study, we investigated markers of mitochondrial energy metabolism including the PGC1a axis, and then 
we determined the index of mitochondrial impairment using a cytomic approach. We found in cultured 
epidermal vitiligo melanocytes, compared to healthy ones, low ATP, increased proton leakage, and 
altered expression of several glycolytic enzymes (hexokinase II, pyruvic dehydrogenase kinase 1 and 
pyruvic kinase M2), We suggest that the low ATP production may be sufficient in steady-state conditions 
but it is unable to cover further needs. We also found in vitiligo melanocyrtes hyper-activation of the 
PGC1α axis, finalized to counteract the energy defect. Cytomic analysis, supported by MitoTracker 
Red pattern and ex-vivo immunohistochemistry, suggested an increased mitochondrial mass, possibly 
useful to ensure the essential ATP level. Finally, pharmacological cardiolipin stabilization reverted the 
energetic impairment, confirming the initial mitochondrial role. In conclusion, we report new insight in 
the pathogenetic mechanism of viitligo and indicate that the mitochondrial failure rescue by cardiolipin 
manipulation may be a new intriguing target in treatment development.

Vitiligo is a depigmenting disease characterized by white skin lesions due to the functional loss of melanocytes. 
The pathogenic process leading to the melanocyte defect is still debated. Concurrent events, including autoim-
mune and metabolic processes, may occur1–6. Until recently, most of the focus has been on the final events caus-
ing the clinical manifestations, i.e., the immune-mediated damage, without considering the initial detrimental 
process, possibly related to an intrinsic melanocyte defect. Moreover, current in vitro studies on vitiligo patho-
genesis have employed predominantly normal or immortalized or neonatal melanocytes, even murine cells, and 
examined the potential alterations by inducing an injury in these cells. This is presumably similar to that present 
in vitiligo melanocytes. However, few studies have performed functional and morphological evaluations directly 
of cultured vitiligo cells under basal conditions.

Previously, intrinsic functional melanocytes and keratinocytes defects have been demonstrated in vitiligo. In 
particular, the loss of redox balance (high spontaneous ROS generation and deficit of the antioxidant network) 
can be considered a hallmark of vitiligo, where defective mitochondria appear to be prime candidates for such 
alterations6–10.

We previously demonstrated some structural and functional alterations affecting vitiligo cells, independently 
of the ontogenetic features, and defined the mitochondrial involvement in disease pathogenesis. Accordingly, 
high ROS production was affected by Cyclosporin A(CsA), which targets mitochondrial transition pores, the 
transmembrane potential (ΔΨm) was lost, the expression of some Electron Transport Chain (ETC) proteins was 
altered and susceptible to mild stress, the activity of the ETC Complex I (CxI) was defective, the transmembrane 
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distribution of cardiolipin, which accounts for accurate ETC arrangement, was deregulated, and the cells were 
extremely susceptible to the specific mitochondrial inhibitor Rotenone7–10. Thereafter, our studies have provided 
evidence for the occurrence of a degenerative process involving melanocytes from an apparently healthy area, 
which is characterized by high p53 expression and senescent secretome11. Our hypothesis is that vitiligo melano-
cytes may be affected by a degenerative process, as before documented, associated with mitochondrial impair-
ment according to the relationship between mitochondrial status and degenerative events.

In the present study, we asked whether in vitiligo melanocytes mitochondria are able to carry out the main 
specific activity, the ATP production, whether they activate compensatory mechanisms, and whether alternative 
substrate or membrane stabilization may rescue the defective activity. In particular, we asked whether mito-
chondria are involved in the vitiligo cellular impairment because they represent the main site of a generic ROS 
production12,13 or whether they are implicated due to an intrinsic defect affecting the multistep process resulting 
in ATP production starting from glucose intake to its metabolism and final delivery to ETC. Beside the evaluation 
of some key enzymatic steps of glucose utilization, in our in vitro model we examined the underlying cross-talk 
between mitochondria and the nucleus14–18. Finally, according to previously detected mitochondrial membrane 
defects, mainly the altered transmembrane distribution of cardiolipin and altered expression of some ETC com-
plexes, we searched for further evidence supporting the role of membrane cardiolipin in such alterations.

Now, we describe how the previously reported altered arrangement of the ETC proteins affects the ATP level 
and subsequent mitochondria-nucleus cross-talk by activating some key mediators, including PGC1α (peroxi-
some proliferator gamma coactivator 1), resulting in increased compensatory mitochondrial mass. This study 
describes the potential modulation of the energetic pathways by small molecules that are able to interfere with 
mitochondrial lipid membrane assessment, suggesting that the functional and energetic defects occurring at the 
mitochondrial level may be the initial step leading to the defective functional profile.

Results
Failure of Energetic metabolism in primary cultured vitiligo melanocytes. Mitochondria impair-
ment is associated with some harmful cellular situations, including senescence, autophagy, and death14–20. To 
define the biological relevance of previously reported mitochondrial defects, we searched for some potentially 
related metabolic alterations. First, we tested the final, but not unique, product of the mitochondrial activity, 
namely, ATP12,14. VHM showed a significant reduction in ATP production (0.17 ± 0.11 μM vs 0.58 ± 0.42 μM; 
p = 0.008) compared to NHM maintained in standard culture conditions, according to the hypothesized initial 
metabolic defect of apparently healthy vitiligo skin (Fig. 1A).

Looking for the possible defective step in the ATP production, we searched for the expressions and activities of 
some key enzymes involved in energetic metabolism that are upstream of the ETC system (i.e. the glucose metab-
olism). The expressions of HKII (hexokinase II), PDHK1 (pyruvic dehydrogenase kinase 1), and PKM2 (pyruvic 
kinase isoform M2) were higher in vitiligo cells compared to normal ones. In particular, the Mean Fluorescence 
Intensity (MFI) of VHM versus NHM for HKII was 669 versus 614. For PKM2, the value was 828 versus 790, and 
for PDHK1, the value was 514 versus 481 (Fig. 1B). The percentage of HKII-positive cells was also increased in 
VHM (65% vs 58%) (Fig. 1C). These data suggest that VHM are characterized by an impaired energetic metab-
olism, with the defective ATP production compensated by an increased activity of enzymes involved in glucose 
utilization.

The supply of an alternative substrate does not improve the mitochondrial performance. Next, 
we evaluated whether the impairment of mitochondrial functionality could be recovered by the addition of 
L-glutamine, an agent that is able to strengthen mitochondrial activity, providing an alternative substrate for the 
Krebs cycle21–24. The addition of L-glutamine reduced the percentage of positive cells for HKII (from 58% ± 5 
to 37% ± 7 positive cells, p = 0.01) and PKM2 (from 88% ± 10 to 71% ± 6 positive cells, p = 0.01; its basal value 
was similar in VHM and NHM) in NHM but not in VHM, where the modification was not relevant, potentially 
indicating a defective ability to take advantage of alternative substrates. The in vitro exposure to L-glutamine 
intensified the ATP production in NHM (from 0.58 ± 0.42 to 0.83 ± 0.51 μM, p < 0.05), whereas in VHM the ATP 
levels are only slightly modified (from 0.17 ± 0.11 μM to 0.22 ± 0.16 μM; p = 0.009 between normal and vitiligo 
samples). We conclude from these results that the enzymes of Krebs cycle are not responsible for the ATP low 
level and then we suggest downstream steps.

Further evidence for the proper activity of glucose pathway. We observed that the HKII activity, 
which accounts for glucose phosphorylation, and is thus essential for its subsequent utilization, was higher in 
VHM than in NHM (69 mU/ml vs 50 mU/ml), whereas PKM2 activity was not significantly different (Fig. 1D).

Simultaneously, the amount of glucose in the medium was tested and, at comparable culture passage and 
degree of confluence, the NHM showed lower, when compared to VHM, utilization of the glucose provided by the 
defined medium (117 mg/dl in M254). In particular, after 3 days of standard culture, we found 93.75 ± 13.85 mg/
dl in the culture medium of normal melanocytes vs 65.6 ± 26.35 mg/dl of vitiligo cells (p = 0.002) (Fig. 2).

Alteration of the Bionenergetic health index in vitiligo melanocytes. Consistent with this finding, 
we suggest that VHM, despite the increased uptake of glucose and expression of enzymes devoted to glucose uti-
lization, are unable to properly maximize the final pathway resulting in ATP production. To confirm the ineffec-
tive mitochondrial function, we used the real time method. Primary melanocytes (VHM = 6 vs NHM = 6) were 
assayed for metabolic activity19 using a plate respirometry approach and the Seahorse XF analyzer. We evaluated 
ATP-linked respiration, spare respiration, basal respiration, proton leak, maximal respiration and the derived 
parameters represented by the Bioenergetic Health Index (BHI)19.



www.nature.com/scientificreports/

3SCIentIFIC REPORTS | 7: 13663  | DOI:10.1038/s41598-017-13961-5

A statistically significant increase of proton leak was revealed in the VHM population (Fig. 1E) (13 vs 9, 
p < 0.01); it determines the reduction of BHI (from 7.7 of NHM to 6.4, p < 0.01) indicating a partial inability 
of vitiligo cells to properly finalize the ETC activity. This BHI loss was observed even if the isolated parameters, 

Figure 1. ATP production in NHM and VHM in basal and forced mitochondrial activity. (A) Quantification 
has been performed by fluorimetric kit. It was carried out in basal condition (standard culture medium) and 
after 12 days treatment with 20 mM L-glutamine. Data are mean ± SD of all the performed experiments. 
*p = 0.008; **p = 0.009. (B) Flow cytometric analysis of MFI for HKII, PKM2, and PDHK1. (C) The percentage 
of positive cells for HKII and PKM2 was also evaluated and an increased expression was observed in VHM in 
basal condition; NHM down-regulate its expression after L-glutamine supplementation whereas VHM aren’t 
affected by the presence of the alternative substrate, underlying the difference between the two populations. 
(D) The activity of HKII was also forced in a compensatory strategy. Data are mean ± SD of all the performed 
experiments. *p = 0.05; **p = 0.01. (E) A relevant proton leak was detected in VHM, underlying the inability 
of ETC to correctly finalize the specific activity. Consequently, the mitochondrial performance, represented by 
BHI, was negatively affected. BHI is calculated as (ATP × Reserve Capacity)/(proton leak × non mitochondrial 
respiration). Data are mean ± SD of all the performed experiments. *p = 0.01.

Figure 2. Glucose uptake. Spectrophotometric assay defined increased glucose uptake by the defined 
medium according to the increased expression and activity of HKII. Data are mean ± SD of all the performed 
experiments. *p = 0.05.
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excluding proton leak, were not significantly different between the two populations (Table 1) and is characterized 
by high standard deviations. Using the real time evaluation, the detection of ATP did not fit with that quantified 
using the standard method, most likely due to the elevated standard deviation observed. Overall our data suggest 
the incorrect functionality of the respiration machinery fitting with high ROS production and low ATP produc-
tion of VHM.

Adaptive Intracellular signaling around mitochondria. When the metabolic activity is compro-
mised, specific pathways have to be activated in order to optimize it18,25–31. Therefore, we investigated intracellular 
signalling pathways underlying the metabolic adaptation of the cells to the mitochondrial defects, such as the 
mitogenesis-related PGC1α axis and CREB (cAMP responsive element binding protein) pathway32–37.

These analyses confirmed our previous data on the higher degree of CREB phosphorylation11 in VHM com-
pared to NHM (MFI 260 ± 10 vs 200 ± 16, p < 0.05). Furthermore, FAKy397 (focal adhesion kinase phosphorylated 
in Tyrosine 397) (MFI 650 ± 32 vs 600 ± 18, p < 0.05) and FAKs910 (FAK phosphorylated in Serine 910) (MFI 
428 ± 25 vs 355 ± 17, p < 0.05) displayed higher phosphorylation levels in VHM compared to NHM. In addi-
tion, the percentage of cells with JNK phosphorylated, which probably target mitochondria, was higher in VHM 
compared to NHM (30 ± 4% vs 19 ± 7%). No significant alteration in the STAT1 pattern was observed (data not 
shown).

Interestingly, the expression of PGC1α was also higher in VHM compared to NHM (MFI 650 ± 23 vs 
540 ± 18; p < 0.05), inversely correlated with ATP content and positively correlated with glucose utilization 
(Fig. 3A,B). The evaluation of p53 expression confirmed in VHM the increased protein levels ads previously 
demonstrated11 (MFI 295 ± 21 vs 208 ± 27; p < 0.001). The induction of PGC1α was sustained by the parallel 
over-expression of PPARγ (peroxisome proliferator activated receptor gamma). These results suggest that vitiligo 
melanocytes need the over-expression and activity of the PGC1a pathway to ensure the essential ATP production.

Evidence for mitochondrial mass increase in viitligo melanocytes. The next question was whether 
the hyperactivation of the mitogenenesis also accounted for enlargement or increased quantity of mitochondria 

Basal 
Rate

Maximal 
Respiration

Proton 
Leak ATP

Spare 
Respiration

VHM 102 ± 35 201 ± 155 13 ± 7 92 ± 32 99 ± 80

NHM 76 ± 50 149 ± 135 9 ± 8 73 ± 45 73 ± 88

Table 1. Seahorse analysis data. Media and standard deviation of the different evaluated parameters by 
Seahorse approach.

Figure 3. How the cross-talk mitochondrion-nucleus may be affected. Flow cytometric analysis of some key 
factors of the intracellular network confirmed the increased phosphorylation of CREB and revealed a parallel 
higher phosphorylation of FAK which, together with the increased expression of PGC1a p53 and PPARg, 
testified for the increased mitogenesis in an attempt to improve mitocohondrial activitiy. Both MFI and 
percentage of positive cells were increased in VHM population. Results are referred to analyses carried out in 
basal condition. Data are mean ± SD of all the performed experiments. *p = 0.05; **p = 0.01.
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per cell. The occurrence of this morphological evidence may be considered further proof of the adaptive cellular 
mechanism. Accordingly, NHM and VHM were cultured in complete medium under standard conditions and 
were detached immediately before the flow cytometric acquisition to avoid any interference with the cellular 
physical features. No staining or treatment was performed.

Differential Light Scatter (DLS) analysis38–42 revealed that the forward/side scatter ratio was significantly lower 
in VHM with respect to the NHM (2.35 vs 3.84, p < 0.05), suggesting increased mitochondrial mass, potentially 
due to an enlargement of the mitochondria (Fig. 4A). Accordingly, we found increased expression in VHM of 
some mitochondrial genes (ND2, ND5, ND6 of CxI, and COXI, COXII, COXIII of CxIV) (Fig. 4B), without an 
increase in mitochondrial DNA content (mtDNA/nuDNA 1.09 VHM vs 5.08 NHM, p = 0.03) (Fig. 4C), con-
firming the increased mitochondrial volume rather than the number. MitoTracker staining revealed that the 
mitochondria were widely distributed throughout the cytoplasm as spherical and enlarged structures and less 
regularly interconnected in VHM compared to NHM. Even if the statistical analysis lacked a significant value, 
the quantitative analysis of the mitochondrial area indicated an increase in VHM (+24%) (Fig. 4D). Moreover, ex 
vivo immunohistochemical quantitative analysis of CxI 15 kDa expression on skin sections revealed a significant 
increase in vitiligo epidermis compared to healthy epidermis (MFI 3.9 ± 2 vs 1.8; p < 0.05), which confirms our 
previous data [8] (Fig. 4E).

Our results suggest that the impaired functionality of mitochondria in vitiligo results in a compensatory 
increase in mitochondrial mass to ensure at least the minimal energy production in steady-state conditions. The 
observation carried out in ex vivo samples strongly enforced the translational relevance and clinical value of the 
in vitro study.

Stabilization of membrane arrangement improve mitochondrial functionality in vitiligo mel-
anocytes. Our initial data suggested that the transmembrane distribution of cardiolipin is altered9,10 in viti-
ligo cells. Our current data indicated that, independent of substrate availability and specific glycolytic enzymatic 
activities, vitiligo mitochondria are not able to produce normal amounts of ATP, resulting in a compensatory 
increase in mass. Thus, we asked whether the incorrect transmembrane distribution of cardiolipin might account 
for the reported energy loss and whether a small molecule43–45 could stabilize the transmembrane cardiolipin 
pattern, which may counteract this defect and reverse the dys-functional phenotype. MTP-131 serves as a cap 

Figure 4. Multiparametric analysis of mitochondrial mass. (A) Cytomic approach, based on the DLS 
parameter, demonstrated increased mitochondrial mass. It was further explored by alternative methods: (B) 
mRNA for some mitochondrial proteins was increased; (C) analysis of Mitotracker signal by fluorescence 
microscope underlined an enlarged structure and a specific organization of mitochondria in VHM; (D) 
signal for CxI expression obtained by immunohistochemistry staining was increased. Finally, (E) mtDNA 
quantitation, performed using nuclear DNA as internal reference, confirmed the increased volume of 
mitochondria. Data are mean ± SD of all the performed experiments. *p = 0.02; **p = 0.05.
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for cardiolipin and stabilizes it. Consequently, the transmembrane arrangement of ETC multiprotein complexes 
improves the mitochondrial activity, starting from the paradigmatic one43–46.

We observed that in vitro treatment of VHM with MTP-131 restores ATP levels (120% of the basal) and thus 
reduces PGC1α (MFI from 521 to 400) and p53 (MFI from 303 to 271) expression (Fig. 5). This experimental 
result suggest us that the mitochondrial impairment is an early event in the overall cellular defect occurring in 
vitiligo opening new perspectives in therapeutical approaches.

Discussion
Our in vitro study demonstrates that during vitiligo (a) VHM are characterized by an impaired energetic metab-
olism, where the defective ATP production is tempted to be compensated by an increased activity of enzymes 
involved in glucose utilization, (b) supplying the cells with alternative substrate did not improve the energetic 
level, and (c) the stabilization of lipid components of the mitochondrial membrane rescues the affected activities 
and pathways.

Viitligo represents a complex disease where multiple pathways lead to cellular detriment. Previous data moti-
vated further inquiry on the role of mitochondria in this impairment1–10,47–51.

Here, we demonstrated that vitiligo mitochondrial impairment manifests as reduced ATP production whereas 
the analyzed enzymes related to the Krebs cycle appear to be more represented, suggesting a compensatory activ-
ity of the upstream metabolism that provides the substrates for ETC. Consistent with these findings, VHM show 
an enhanced cellular uptake of glucose from the culture medium, but the final ATP levels are still the lowest. In 
addition, VHM is characterized by high proton leak, supporting the idea that the ETC does not appropriately 
function and a shift in focus is needed from supply availability to final utilization. Proton leak belongs to the 
parameters (ATP-linked respiration, proton leak, maximal respiration, reserve capacity and non-mitochondrial 
respiration) that are defined by the BHI. Highest proton leak may represent an attempt from vitiligo cells to 
protect themselves from high ROS production52, or alternatively, this increased leakage across mitochondrial 
membrane may be directly caused by ROS53. Nevertheless, this coupling inefficiency results in decreased ATP 
production, affecting the bioenergetics status of vitiligo cells and is supported by the reduction of the BHI. 
Accordingly, VHM are poorly responsive to an external supply of L-glutamine, which can elevate ATP levels in 
NHM where the ETC properly functions.

To determine the functional value of the mitochondrial impairment featuring vitiligo cells, we dissected some 
steps of the intracellular signaling pathway involving mitochondria. The focal adhesion kinase, FAK, regulates dif-
ferent metabolic processes, such as adhesion, proliferation, and differentiation via the selective phosphorylation 

Figure 5. Cardiolipin stabilization may improve mitochondrial performance. The in vitro treatment of cells 
with 2μM MTP-131 for 7 days rescued the ability of VHM to (A) produce ATP. Consequently, the expression of 
(B) PGC1a and (C) p53 was reduced. Data are mean ± SD of all the performed experiments. *p = 0.05.
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of different sites. Its auto-phosphorylation at Tyr397 appears to be critical to maintain cellular proliferation via 
the recruitment of Src kinases and subsequent further FAK phosphorylation and activity enhancement54,55. 
FAK phosphorylation at Tyr397 exhibits a dual contrasting effect: it induces the phosphorylation and activation 
of JNK, and it promotes the nuclear translocation of FAK itself followed by its assembly with PGC1α. JNK, 
when activated, localizes to mitochondria via a membrane-embedded receptor and results in ΔΨm loss, ROS 
hyper-production, and lipoperoxidation56. The nuclear localization of PGC1α/FAK complex activates PGC1α, 
promoting mitochondrial biogenesis, resulting in a increased mitocohondrial mass, fitting reduced FSC/SSC 
ratio, increased mitochondrial area of MitoTracker distribution, increased mitochondrial mRNA for some ETC 
proteins, and CxI over-expression.

A key factor in mitochondrial control is PGC1α, and the complexity of PGC1α sensor for energy metabolism 
discrepancies, provides a clear visualization of the multiple signaling cross-talks in mitochondria. As previously 
reported in other in vitro systems32, dangerous stimuli activate FAK phosphorylation and promote its association 
with PGC1α.

Mitochondrial biogenesis, which is finalized to supply adequate ATP production, may also be sustained by 
CREB activation due to mitochondrial impairment.

When respiratory chain defects occur, the mitochondria produce higher ROS levels, thereby activating 
PGC1α and promoting, via PPARγ, mitochondria compensatory biogenesis57. In addition, p53 can directly 
bind to PGC1α, where the latter acts as a transcriptional activator. Moreover, p53, a cross-talk signaling mol-
ecule between mitochondria and the senescence process, controls adaptation to metabolic stress and increases 
OXPHOS function33,58.

These results prompted the hypothesis that increased mitochondrial mass could be tentative to compensate for 
defective activity, i.e., energetic impairment, via different convergent pathways.

Starting from previously and currently reported mitochondrial alterations, we examined the role of the mem-
brane component cardiolipin. Drug-induced cardiolipin stabilization by MTP-131 recovered the energetic pro-
file, mitochondrial structural and functional parameters, confirming that the impairment and metabolic defects 
observed in vitiligo melanocytes were due to the initial ETC defects.

In conclusion, according to our current data, we describe a mitochondrial energetic failing and the possible 
rescue by cardiolipin manipulation. A potential metabolic network can be depicted as follows: inappropriate 
mitochondrial structure/function, which is characterized by increased ROS production and inadequate ATP lev-
els, may activate cross-talk between the nucleus and mitochondria via PGC1α and FAK, which aims to compen-
sate via an increase in mitochondrial mass and potentially revert this metabolic impairment59. Regulation of this 
early dysfunction at cardiolipin level by small molecules stabilizing it, rescues the depicted mitochondrial impair-
ment and it is predicted to play a role for the therapeutic control of vitiligo6,60. Further evidence supporting the 
part of the mitochondrial membrane stability in the functional performance of the cell power-house is provided 
by the role of another membrane interfering, the melatonin. Melatonin and its metabolites have been reported to 
improve the mitochondrial antioxidant and energetic functions by acting as electron donor in ETC and as cardi-
olipin stabilizing agent. Both the mechanisms stop the ROS excessive generation and recover ATP production61.

A corollary consideration of our data is that flow cytometric analysis of DLS may represent an easy and con-
venient method to identify functional borderline mitochondrial defects in primary cells. According to the light 
scattering studies of Shapiro39 on the relationship between DLS and cellular organization, we indeed described 
how mitochondrial mass can affect the FSC/SSC ratio in primary epidermal melanocytes.

Materials and Methods
Skin biopsies and Cell cultures. 19 vitiligo and 25 normal subjects were included in the study. Vitiligo 
subjects were classified according to the VETF criteria60, and only those with the non-segmental vitiligo subtype 
were included. The control samples (normal human primary epidermal melanocytes, NHM) were obtained from 
subjects who underwent plastic surgery for diseases unrelated to pigmentation disorders. Primary epidermal mel-
anocytes from vitiligo subjects (VHM) were isolated from 1 cm2 skin biopsy in non-lesional skin. Isolated NHM 
and VHM9 were cultured in 254 Medium (Cascade Biologics, ThermoFisher) supplemented with specific Growth 
Factors cocktail (Cascade Biologics) and penicillin/streptomycin (Gibco). All of the analyses were performed 
between 3 and 9 culture passages.

Skin biopsies from vitiligo (n = 5) and normal (n = 3) subjects were also paraffin-embedded for immunoflu-
orescence analysis.

The institutional Ethical Committee (IFO-Fondazione Bietti) approved the study and all the experimental 
protocols. Informed consent was obtained from each subject before the start of the study. All the experiments 
were performed in accordance with the relevant guidelines and regulation.

Treatments. VHM and NHM were treated for 12 days with 20 mM L-glutamine (Gibco) in complete 
medium. Alternatively, the cells were exposed for 7 days to 2 μM MTP-131 (StealthPeptides, Inc.), and the 
mitochondria-associated index and signaling were assayed.

ATP determination. The intracellular level of ATP was measured using a commercial fluorimetric kit 
(ThermoFisher) according to the manufacturer’s instructions. The results were reported as μM mean value ±SD.

Real time analysis of mitochondrial metabolic activity. Mitochondrial respiration rates were meas-
ured using the XF24 Extracellular Flux Analyzer (Seahorse Bioscience, Agilent M&M Biotech). Briefly, VHM and 
NHM cells were seeded onto XF24 plates (40000 cells/well) for 48 hours prior to the experiments. On the day of 
the analysis, Complete Defined Medium was replaced with unbuffered DMEM medium (Gibco) supplemented 
with 2 mM L-glutamine, 11 mM Glucose (Sigma Aldrich) and 1.2 mM Pyruvate (Sigma-Aldrich) adjusted to 
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pH 7.35, and the plates were incubated for 30 min at 37 °C in a CO2-free incubator. Oxygen Consumption Rates 
(OCR) were measured for the basal state and following the sequential injection of oligomycin (1 μM), FCCP 
(0.6 μM), and a mix of Antimycin A (1 μM) and Rotenone (1 μM) (all from Seahorse MitoStress Test Bioscience 
kit) in each well. After the assay, cells were detached and manually quantified to assess the cell number and 
viability. The BHI was calculated according to the following formula: BHI = (ATP linked respiration × reserve 
capacity)/(proton leak × non-mitochondrial respiration).

Glucose determination. The intracellular level of glucose was measured using a commercial colorimetric kit 
(Sigma Aldrich) according to the manufacturer’s instructions. The results were reported as mg/dl mean value ±SD.

Glycolytic enzymes activity assay. The activities of the PKM2 (AbCam) and HKII (AbCam) glycolytic 
enzymes were measured using a commercial colorimetric kit according to the manufacturer’s instructions. The 
results were reported as U/mg protein ±SD. The test was performed with and without the in vitro addition of 
20 mM glutamine.

Ex-vivo immunofluorescence analysis. Serial sections derived from formalin-fixed and 
paraffin-embedded blocks were de-waxed in xylene and rehydrated through a graded series of ethanol. Tissue 
sections were incubated with mouse MoAb anti-Complex I 15 kDa (1:50; Molecular Probes, Life Technologies) 
and then visualized using a goat anti mouse-Texas Red 1:100 (Santa Cruz Biotechnology Inc.). Nuclei were coun-
terstained with 4′,6′-diamidino-2-phenylindole (DAPI) (Sigma Aldrich). Fluorescence signals were analyzed 
using stained images with a CCD camera (Zeiss). The analysis was performed at 63x and 100x, and the results 
are shown here at 100x. Quantitative analysis of CxI fluorescence intensity was performed using AxioVision 4.7.1 
software (Zeiss). The results were expressed as the fold increase of the fluorescence intensity reported as the mean 
value ± SD relative to the healthy skin, which was set as 1 by definition.

Flow cytometry. All of the flow cytometric analyses were performed using FACSCalibur (Becton Dickinson) 
equipped with a 15 mW, 488 nm, air-cooled argon ion laser for excitation of FITC (FL1), PE (FL2), and PercP 
(FL3) and with a 10 mW, 635 nm, red diode laser for excitation of APC (FL4). The optical bench of the instrument 
was maintained in the standard configuration. The cytometry stability and sensitivity were confirmed before each 
acquisition session by measuring the intensity and the variation coefficient of scatters and fluorescence signals 
of the Nile Red microbeads (Becton Dickinson). The FL4 detection was optimized by time delay calibration 
using APC microbeads (Becton Dickinson). FL1-H, FL2-H, FL3-H height signals were collected after logarithmic 
amplification, while both FSC-H and SSC-H height signals were collected after linear amplification. The same 
saved setting was used for all of the samples, even when acquired in different sessions. For each sample 5,000 
events were acquired. Samples were acquired and analyzed using CELLQuest 3.3 software (Becton Dickinson) for 
multiparametric data analysis.

For analysis of the intracellular signaling, the detached cells were fixed and permeabilized and then stained 
with specific MoAbs. Briefly, primary melanocytes were fixed with 2% paraformaldehyde diluted in PBS at 37 °C 
for 20 minutes, washed once with cold PBS (13 minutes, 4 °C, 1200 rpm), and then permeabilized with pre-frozen 
methanol 80% for 1 hr on ice or overnight at −20 °C. After permeabilization, the cells were washed once with PBS 
and stained with fluorochrome-conjugated mouse MoAbs anti-FAKy397(Invitrogen), anti-FAKs910, anti-CREB, 
anti-JNK, anti-STAT1 (all from Becton Dickinson), and with purified rabbit MoAbs anti-PGC1a (Abcam), 
anti-p53 (AbCam), and anti-PPARg (Santa Cruz Biotechnology) (30 minutes, 4 °C, dark) and once washed with 
PBS. For staining with purified MoAbs, a secondary goat anti-rabbit Alexa Fluor 647 (Cell Signaling) was used. 
The percentage of positive cells for specific Ab and its MFI (Median Fluorescence Intensity) were analyzed in the 
selected region, which was defined on the basis of DLS, excluding debris. The results were reported as the mean 
value ±SD.

For the analysis of the expression of the enzymes involved in energetic metabolism, the cells were fixed 
and permeabilized and then stained (30 minutes at 4 °C) with purified rabbit MoAb anti-PKM2, anti-HKII, 
ant-PDHK1 (all from Cell Signaling). After the wash, the cellular pellet was stained with Alexa Fluor 488 Goat 
anti-Rabbit (Cell Signaling) for an additional 30 minutes at 4 °C. The cellular pellet was resuspended in cold PBS, 
and the acquisition was immediately performed. The percentage of positive cells for each specific Ab and its MFI 
were analyzed in the DLS-defined region, excluding debris. The results were reported as mean value ±SD.

For the DLS study, the cells were gently detached, resuspended in culture standard medium and immediately 
analyzed without any further manipulation, including staining and/or fixation. All of the samples were acquired 
by setting the medium flow rate to avoid turbulence that could potentially affect the DLS. The forward/side scatter 
ratio was individually calculated for each cell belonging to the viable region, which was defined on the basis of the 
physical parameters, during the analysis and plotted as a distribution histogram on a linear scale41.

Fluorescence Microscopy for Mitochondrial Mass Analysis. The cells were grown on coverslips pre-
viously coated with 2% gelatin with or without L-glutamine for 12 days and then stained with MitoTracker Red 
according to the manufacturer’s instructions (Molecular Probes Inc.). Fluorescence signals were analyzed by 
recording stained 63x and 100x images (shown here as 100x) using a CCD camera (Zeiss). The red areas were 
manually selected, and the percentage for each analyzed sample was calculated.

mRNA analysis for mitochondrial codified ETC proteins. Total RNA was extracted from 15 VHM 
and 12 NHM cultures using the Aurum Total mini kit (Biorad). Next, cDNA was synthetized from 1 μg of total 
RNA using the FirstAid kit (Fermentas) and amplified in a reaction mixture containing iQSYBR Green Supermix 
(Biorad) and 25 pmol of forward and reverse primers using an iQ5 Light Cycler (Biorad). All samples were run 
in triplicate, and the relative expression was determined by normalizing the results against actin mRNA. Due to 



www.nature.com/scientificreports/

9SCIentIFIC REPORTS | 7: 13663  | DOI:10.1038/s41598-017-13961-5

the importance of the internal control chosen for sample normalization, comparative analyses were randomly 
performed using the commonly used housekeeping gene GAPDH (data not shown).

mtDNA quantification. Total DNA was prepared from melanocytes using DNeasy Blood and Tissue 
(Qiagen) according to the manufacturer’s recommendations and stored at −20 °C. mtDNA content was measured 
by real-time PCR using an iQ5 real-time PCR (BioRad). Amplification conditions were as follows: 5 min at 95 °C, 
then 45 cycles of 15 s at 95 °C and 1 min at 58 °C. A dissociation curve was also calculated for each sample to ensure 
presence of a single PCR product. The experiment was performed in triplicate. As previously reported (Moiseeva 
et al., 2009), the relative quantification of mitochondrial DNA (mtDNA) over nuclear DNA (nuDNA) levels was 
determined using the difference in the threshold cycle values of nuclear TATA-box-binding protein region on 
chromosome 6 and the mitochondrial non-coding control region D-loop (ΔCt, namely, CtmtDNA − CtnuDNA). The 
relative abundance of the mitochondrial genome was reported as 2−ΔCt. The primers used were the following: 
mtDNA forward, GATTTGGGTACCACCCAAGTATTG; reverse, GTACAATATTCATGGTGGCTGGCA; and 
nuDNA forward, TTCCACCCAAGTATTG; reverse, TGTTCCATGCAGGGGAAAACAAGC.

Statistical Analysis. We used Student’s T test for all the performed assays.

References
 1. Schallreuter, K. U. et al. Vitiligo pathogenesis: autoimmune disease, genetic defect, excessive reactive oxygen species, calcium 

imbalance, or what else? Exp. Dermatol 17, 139–160 (2008).
 2. Picardo, M. et al. Vitiligo. Nat. Rev. Dis. Primers 1, 15011, https://doi.org/10.1038/nrdp.2015.11 (2015).
 3. Strassner, J. P. & Harris, J. E. Understanding mechanisms of autoimmunity through translational research in vitiligo. Curr Opin 

Immunol 43, 81–88 (2016).
 4. Jin, Y. et al. Genome-wide association studies of autoimmune vitiligo identify 23 new risk loci and highlight pathways and regulatory 

variants. Nat. Genet. 48, 1418–1424 (2016).
 5. Picardo, M, Taieb, A (Eds). Vitiligo, Springer Ed (2010).
 6. Rashighi, M. & Harris, J. E. Vitiligo: pathogenesis and emerging treatments. Dermatol Clin 35, 257–265 (2017).
 7. Dell’Anna, M. L. et al. Mitochondrial impairment in peripheral blood mononuclear cells during the active phase of vitiligo. J. Invest. 

Dermatol. 117, 908–913 (2001).
 8. Dell’Anna, M. L. et al. Alteration of mitochondria in peripheral blood mononuclear cells of vitiligo patients. Pigment Cell Res 16, 

553–559 (2003).
 9. Dell’Anna, M. L. et al. Membrane lipid alterations as a possible basis for melanocyte degeneration in vitiligo. J. Invest. Dermatol. 127, 

1226–1233 (2007).
 10. Dell’Anna, M. L. et al. Membrane lipid defects are responsible for the generation of reactive oxygen species in peripheral blood 

mononuclear cells from vitiligo patients. J Cell Physiol 223, 187–193 (2010).
 11. Bellei, B. et al. Viitligo: a possible model of degenerative diseases. PLOS One 8, e59782, https://doi.org/10.1371/journal.pone.0059782 

(2013).
 12. Finkel, T. Signal transduction by mitochondrial oxidants. J Biol Chem 287, 4434–4440 (2012).
 13. Venditti, P., Di Stefano, L. & Di Meo, S. Mitochondrial metabolism of reactive oxygen species. Mitochondrion 13, 71–82 (2013).
 14. Ward, P. S. & Thompson, C. B. Signalling in control of cell growth and metabolism. Cold Spring Harb Perspect Biol. 4, a006783 

(2012).
 15. Jung, H.-J. et al. Myriticin improves endurance capacity and mitochondrial density by activating SIRT1 and PGC1a. Scient Reports 

7, 6237, https://doi.org/10.1038/s41598-017-05303.2 (2017).
 16. Sadeghian, M. et al. Mitochondrial dysfunction is an important cause of neurological deficits in an inflammatory model of multiple 

sclerosis. Scient Reports 6, 33249, 10:1038/srep33249 (2016).
 17. Vidali, S. et al. Thyroid hormones enhance mitochondrial function in human epidermis. J Invest Dermatol 136, 2003–2012 (2016).
 18. Scarpulla, R. C. Nucleus-encoded regulators of mitochondrial function: integration of respiratory chain expression, nutrient sensing 

and metabolic stress. Biochem, Biophys, Acta 1819, 1088–1097 (2012).
 19. Chako, B. K. et al. The bioenergetic hralth index: a new concept in mitochondrial translational research. Clinical Science 127, 

367–373 (2014).
 20. Naviaux, R. K. Metabolic features of the cell danger response. Mitochondrion 16, 7–17 (2014).
 21. Matés, J. M. et al. Glutamine homeostasis and mitochondrial dynamics. Int. J Biochem Cell Biol 41, 2051–2061 (2009).
 22. Wise, D. R. T. Glutamine addition: a new therapeutic target in cancer. Trends Biochem Sci 35, 427–433 (2010).
 23. Blatzer, C., Tiefenbock, S. K. & Frei, C. Mitochondria in response to nutrients and nutrient-sensitive pathways. Mitochondrion 10, 

589–597 (2010).
 24. Lim, J. H., Luo, C., Vazquez, F. & Puigserver, P. Targeting mitochondrial oxidative metabolism in melanoma causes metabolic 

compensation through glucose and glutamine utilization. Cancer Res 74, 1–11 (2014).
 25. Scarpulla, R. C. Metabolic control of mitochondrial biogenesis through the PGC-1 family regulatory network. Biochem Biophys. 

Acta 1813, 1269–1278 (2011).
 26. Fernandez-Marcos, P. J. & Auwerx, J. Regulastion of PGC1a, a nodal regulator of mitochondrial biogenesis. Am J Clin Nutr 

93(suppl), 884S–890S (2011).
 27. Brand, M. D. & Nicholls, D. G. Assessing mitochondrial dysfunction in cells. Biochem J 435, 297–312 (2011).
 28. Jones, A. W. E., Yao, Z., Vicencio, J. M., Karkucinska-Wieckowska, A. & Szabadkai, G. PGC-1 family coactivators and cell fate: roles 

in cancer, neurodegenration, cardiovascular disease and retrograde mitocohondria-nucleus signaling. Mitochondrion 12, 86–99 
(2012).

 29. Michel, S. et al. Crosstalk between mitochondrial (dys)function and mitochondrial abundance. J Cell Physiol. 227, 2297–2310 
(2012).

 30. Scorrano, L. Keeping mitochondria in shape: a matter of life and death. Eur J Clin Invest 43, 886–893 (2013).
 31. Kalfalah, F. et al. Inadequate mito-biogenesis in primary dermal fibroblasts from old human is associated with impairment of 

PGC1A-independent stimulation. Exp Gerontolology 56, 59–68 (2014).
 32. Tornatore, T. F. et al. A role for focal adhesion kinase inn cardiac mitochondrial biogenesis induced by mechanical stress. Am J 

Phsyiol Heart Circ Physiol 300, H902–H912 (2011).
 33. Maddocks, O. D. K. & Vousden, K. H. Metabolic regulation of p53. J Mol Med 89, 237–245 (2011).
 34. Houtkooper, R. H., Pirinen, E. & Auwerx, J. Sirtuins as regulators of metabolism and healtspan. Nat Rev Mol Cell Biol 13, 225–238 

(2012).
 35. Pereira, C. V., Lebiedzinska, M., Wieckowski, M. R. & Oliveira, P. J. Regulation and protection of mitochondrial physiology by 

sirtuins. Mitochondrion 12, 66–76 (2012).

http://dx.doi.org/10.1038/nrdp.2015.11
http://dx.doi.org/10.1371/journal.pone.0059782
http://dx.doi.org/10.1038/s41598-017-05303.2


www.nature.com/scientificreports/

1 0SCIentIFIC REPORTS | 7: 13663  | DOI:10.1038/s41598-017-13961-5

 36. Wang, D. B., Kinoshita, C., Kinoshita, Y. & Morrison, R. S. p53 and mitochondrial function in neurons. Biochim Biophys Acta 1842, 
1186–1197 (2014).

 37. Wickramasekera, N. T. & Das, G. M. Tumor suppressor p53 and estrogen receptors in nuclear-mitochondrial communication. 
Mitochondrion 16, 26–37 (2014).

 38. Boissy, R. E., Trinkle, L. S. & Nordlund, J. J. Separation of pigmented and albino melanocytes and the concomitant evaluation of 
endogenous peroxide content using flow cytometry. Cytometry 10, 779–787 (1989).

 39. Shapiro, H. M. Practcal flow cytometry. Fourth Edition. Wiley-Liss Ed (2003).
 40. Su, X. T., Singh, K., Rozmus, W., Backhouse, C. & Capjack, C. Light scattering characterization of mitochondrial aggregation in 

single cells. Optics Express 17, 13381–13388 (2009).
 41. Marina, O. C., Sanders, C. K. & Mourant, J. R. Correlating light scattering with internal cellular structures. Biomed Optics Express 3, 

296–311 (2012).
 42. Ding, G. Z., Zhao, W. E., Li, X., Long, Q. & Lu, Y. A comparative study of mitochondrial ultrastructure in melanocytes from 

perilesional vitiligo skin and perilesional halo nevi skin. Arch Dermatol Res 307, 281–289 (2015).
 43. Szeto, H. H. & Birk, A. V. Serendipity and the discovery of novel compounds that restore mitochondrial plasticity. Clin Pharmacol 

Ther 96, 672–83 (2014).
 44. Shi, J. et al. Bendavia restores mitochondrial energy metabolism gene expression and suppresses cardiac fibrosis in the border zone 

of the infarcted heart. Life Sci 141, 170–178 (2015).
 45. Sabbah, H. N. et al. Chronic Therapy With Elamipretide (MTP-131), a Novel Mitochondria-Targeting Peptide, Improves Left 

Ventricular and Mitochondrial Function in Dogs With Advanced Heart Failure. Circ Heart Fail 9, e002206, https://doi.org/10.1161/
CIRCHEARTFAILURE.115.002206 (2016).

 46. Schlattner, U. et al. Mitochondrial cardiolipin/phospholipid trafficking: the role of membrane contact site complexes and lipid 
transfer proteins. Chem Phys Lipids 179, 32–41 (2013).

 47. Qiao, Z., Wang, X., Xiang, L. & Zhang, C. Dysfunction of autophagy: a possible mechanism involved in the pathogenesis of vitiligo 
by breaking the redox balance of melanocytes. Oxid Med, Cell Longev. 3401570, https://doi.org/10.1155/2016/3401570 (2016).

 48. Gottlieb, R. A. & Bernstein, D. Mitochondrial remodelling: rearranging, recycling, and reprogramming. Cell Calcium 60, 88–101 
(2016).

 49. Lee, S. M., Kim, J. H. & Youn, H. D. A nucleocytoplasmic malate dehydrogenase regulates p53 transcriptional activity in response to 
metabolic stress. Cell Death Diff 16, 738–748 (2009).

 50. Miwa, S. et al. Low abundance of the matrix arm of complex I in mitochondria predicts longevity in mice. Nat, Communications 5, 
3837 (2014).

 51. Anastasiou, D. et al. Inhibition of pyruvate kinase M2 by reactive oxygen species contributes to cellular antioxidant responses. 
Science 334, 1278–1283 (2011).

 52. Divakaruni, A. S. & Brand, M. D. The regulation and physiology of mitochondrial proton leak. Physiology 26, 192–205 (2011).
 53. Brookes, P. S. Mitochondrial H(+) leak and ROS generation: an odd couple. Free Radic Biol Med 38, 12–23 (2005).
 54. Ma, A., Richardson, A., Schaefer, E. M. & Parsons, J. T. Serine phosphorylation of focal adhesion kinase in interphase and mitosis: a 

possible role in modulating binding top130(Cas). Mol Biol Cell 12, 1–12 (2001).
 55. Clemente, C. F. M. Z., Corat, M. A. F., Saad, S. T. O. & Franchini, K. G. F. Differentiation of C2C12 myoblasts is critically regulated 

by FAK signalling. AM J Physiol Regul Integr Com Physiol 289, R862–R870 (2005).
 56. Qiao, H. X. et al. JNK activation mediates the apoptosis of xCT-deficient cells. Biochem. Biophys. Res. Commun. 307, 584–588 (2008).
 57. Wenz, T. Regulation of mitochondrial biogenesis and PGC1a under cellular stress. Mitochondrion 13, 134–142 (2013).
 58. Moiseeva, O., Bourdeau, V., Roux, A., Deschênes-Simard, X. & Ferbeyre, G. Mitochondrial dysfunction contributes to oncogene-

induced senescence. Mol Cell Biol 29, 4495–507 (2009).
 59. Bourke, L. T., Knight, R. A., Latchman, D. S., Stephanou, A. & McCormick, J. Signal transducer and activator of transcription-1 

localizes to the mitochondria and modulates mitophagy. JAK-STAT. 2, e25666, https://doi.org/10.4161/jkst.25666 (2013).
 60. Taieb, A. et al. Guidelines for the management of vitiligo: the European Dermatology Forum consensus. Br J Dermatol 168, 5–19 

(2013).
 61. Slominski, A. T. et al. Local melatoninergic system as the protector of skin integrity. Int J Mol Sci 15, 17705–17732 (2014).

Acknowledgements
The research was supported by unrestricted grants from Stealth Peptides Inc.

Author Contributions
M.L.D. and M.P. designed the research; M.L.D., M.O., D.K., S.M., C.C., E.M., E.B., B.B., G.C. performed the 
research; M.L.D. wrote the paper; M.O., D.K., S.M., G.C., D.A.B., M.R.C., A.T., M.P. critically evaluated the paper.

Additional Information
Competing Interests: The Authors declared the occurrence of Conflct of Interest. DA Brown has received 
research grants and has served as a consultant for Stealth BioTherapeutics. The research was supported by 
unrestricted grants from Stealth Biotherapeutics. DA Brown has received research grants and has served as a 
consultant for Stealth BioTherapeutics.
Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2017

http://dx.doi.org/10.1161/CIRCHEARTFAILURE.115.002206
http://dx.doi.org/10.1161/CIRCHEARTFAILURE.115.002206
http://dx.doi.org/10.1155/2016/3401570
http://dx.doi.org/10.4161/jkst.25666
http://creativecommons.org/licenses/by/4.0/

	Energetic mitochondrial failing in vitiligo and possible rescue by cardiolipin
	Results
	Failure of Energetic metabolism in primary cultured vitiligo melanocytes. 
	The supply of an alternative substrate does not improve the mitochondrial performance. 
	Further evidence for the proper activity of glucose pathway. 
	Alteration of the Bionenergetic health index in vitiligo melanocytes. 
	Adaptive Intracellular signaling around mitochondria. 
	Evidence for mitochondrial mass increase in viitligo melanocytes. 
	Stabilization of membrane arrangement improve mitochondrial functionality in vitiligo melanocytes. 

	Discussion
	Materials and Methods
	Skin biopsies and Cell cultures. 
	Treatments. 
	ATP determination. 
	Real time analysis of mitochondrial metabolic activity. 
	Glucose determination. 
	Glycolytic enzymes activity assay. 
	Ex-vivo immunofluorescence analysis. 
	Flow cytometry. 
	Fluorescence Microscopy for Mitochondrial Mass Analysis. 
	mRNA analysis for mitochondrial codified ETC proteins. 
	mtDNA quantification. 
	Statistical Analysis. 

	Acknowledgements
	Figure 1 ATP production in NHM and VHM in basal and forced mitochondrial activity.
	Figure 2 Glucose uptake.
	Figure 3 How the cross-talk mitochondrion-nucleus may be affected.
	Figure 4 Multiparametric analysis of mitochondrial mass.
	Figure 5 Cardiolipin stabilization may improve mitochondrial performance.
	Table 1 Seahorse analysis data.




