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Abstract: In insect, pyruvate is generally the predominant oxidative substrate for mitochondria.
This metabolite is transported inside mitochondria via the mitochondrial pyruvate carrier (MPC),
but whether and how this transporter controls mitochondrial oxidative capacities in insects is still
relatively unknown. Here, we characterize the importance of pyruvate transport as a metabolic control
point for mitochondrial substrate oxidation in two genotypes of an insect model, Drosophila melanogaster,
differently expressing MPC1, an essential protein for the MPC function. We evaluated the kinetics of
pyruvate oxidation, mitochondrial oxygen consumption, metabolic profile, activities of metabolic
enzymes, and climbing abilities of wild-type (WT) flies and flies harboring a deficiency in MPC1
(MPC1def). We hypothesized that MPC1 deficiency would cause a metabolic reprogramming that
would favor the oxidation of alternative substrates. Our results show that the MPC1def flies display
significantly reduced climbing capacity, pyruvate-induced oxygen consumption, and enzymatic
activities of pyruvate kinase, alanine aminotransferase, and citrate synthase. Moreover, increased
proline oxidation capacity was detected in MPC1def flies, which was associated with generally lower
levels of several metabolites, and particularly those involved in amino acid catabolism such as
ornithine, citrulline, and arginosuccinate. This study therefore reveals the flexibility of mitochondrial
substrate oxidation allowing Drosophila to maintain cellular homeostasis.
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1. Introduction

Insects have the highest metabolic rates in nature and the most rapidly contracting
muscles, which makes them relevant model animals for studying metabolic key processes [1–3].
Mitochondria resides at the center of these metabolic processes. In flight muscle, mitochondrial
respiration and ATP turnover may increase several hundredfold during the transition from rest to
flight. Thus, to sustain these high levels of activity, insect flight muscle metabolism must be extremely
flexible. Flexibility is also required according to the type and abundance of fuels that are oxidized [3].
In most species of Diptera such as Drosophila melanogaster, carbohydrate constitutes the predominant
mitochondrial substrate sustaining the high level of oxygen consumption and ATP production required
for flight [2,4].
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Under physiological conditions, carbohydrates such as glucose derived from either glycogen
or trehalose (the most important circulating carbohydrate in insects) are processed by the glycolysis
in the cytosol, which produces important metabolites such as pyruvate and ATP. Pyruvate can then
cross the inner mitochondrial membrane via the mitochondrial pyruvate carrier (MPC), a widely
conserved protein constituted by two essential proteins, MPC1 and MPC2 [5]. Pyruvate is then further
metabolized in the tricarboxylic acid (TCA) cycle, producing the reducing equivalents (NADH and
FADH2) necessary for the transfer of electrons into the electron transport system (ETS). The ETS
protein complexes (complexes I to IV) embedded in the mitochondrial inner membrane then use these
reducing equivalents as electron donors which are transferred from one complex to the other, until
the final acceptor of the system is reached, i.e., dioxygen. This electron transport generates a proton
gradient (at the level of complexes I, III, and IV) that is then used to fuel the ATP synthase (complex V)
to produce ATP by the oxidative phosphorylation (OXPHOS) process.

Alternative fuels can also be used in insects to sustain mitochondrial respiration [6]. It has been
shown that proline and glycerol-3-phosphate (G3P) can serve as such oxidative substrates participating
in electron transport, increasing mitochondrial oxygen consumption in several insect species, including
Drosophila [4,7–9]. While most animals avoid relying on proteins, some insects use the amino acid
proline as their main fuel [8]. This is the case for the tsetse fly [10], the Colorado potato beetle [11],
as well as bumblebees and wasps [8], among others. Proline can either be oxidized in combination
with carbohydrates, playing an anaplerotic role by increasing TCA intermediates to oxidize pyruvate
at high rates, or directly oxidized by the mitochondrial proline dehydrogenase (ProDH) to provide
electrons to the ETS [8,9,12–14]. Additionally, the mitochondrial glycerol-3-phosphate dehydrogenase
(mtG3PDH) allows electrons to enter the ETS through the reduction of glycerol-3-phosphate derived
from either dihydroxyacetone phosphate (a metabolite from glycolysis) or from the glycerol obtained by
triglyceride or diglyceride degradation [5,6,15]. Thus, G3P production and mitochondrial oxidation are
linked to both carbohydrate and lipid metabolism. It is therefore crucial to understand the regulatory
mechanisms at the three mitochondrial loci of metabolic control in insects; namely, the oxidation of
pyruvate, proline, and G3P.

Amongst all these different pathways and metabolites necessary for the proper functioning of
mitochondrial metabolism, pyruvate is a key molecule. First, it is central to glucose metabolism and
homeostasis, as it is the end-product of glycolysis. As such, it is also a critical intermediate of aerobic
and anaerobic metabolism, gluconeogenesis, TCA cycle, and amino acid metabolism. The cytosolic
pyruvate pool comes mostly from the breakdown of glucose through glycolysis. Pyruvate can also
be produced by the oxidation of lactate and several amino acids. One of the most important fates of
pyruvate is to be transported into the mitochondria for non-reversible transformation by pyruvate
dehydrogenase (PDH) into acetyl-CoA, which sparks the TCA cycle. It has been shown that the
inhibition of mitochondrial transport of pyruvate in Drosophila mutants with deleted MPC1 alleles
causes increased levels of glycolytic intermediates, glucose intolerance, and high levels of circulating
glucose and trehalose [16,17]. However, considering the different substrates that can act as electron
providers to the mitochondrial ETS in insects, a proper evaluation of mitochondrial metabolism in
Drosophila harboring a deficiency in pyruvate transport is required to draw conclusions about the
specific consequences of such alteration.

In this study, we investigated the importance of pyruvate import into mitochondria in two
genotypes of an insect model, Drosophila melanogaster, differently expressing MPC1. Specifically,
we determined the kinetics of pyruvate oxidation, mitochondrial oxygen consumption using different
oxidative substrates, metabolic profile using 1H nuclear magnetic resonance (NMR) spectroscopy,
enzymatic activities of pyruvate kinase (PK), lactate dehydrogenase (LDH), alanine aminotransferase
(ALAT), pyruvate dehydrogenase (PDH), citrate synthase (CS) and hydroxyacyl Co-enzyme A
dehydrogenase (HOAD), as well as the climbing abilities of wild-type (WT) flies and flies harboring a
mild deficiency in MPC1 (MPC1def). Considering the importance of carbohydrate metabolism in insects,
we hypothesized that a MPC1 deficiency would cause an accumulation of glycolysis intermediates
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and a metabolic reprogramming that would favor the oxidation of alternative substrates to maintain
mitochondrial respiration and restore cell homeostasis. In other words, if the oxidation of pyruvate is
impaired due to defects in mitochondrial transport, the mitochondrial locus determining substrate
oxidation switches to either proline or G3P oxidation, leading to major consequences at the level of
overall metabolism.

2. Results

2.1. MPC1 Expression and Mitochondrial Pyruvate Carrier Inhibition Kinetics

The MPC1def flies showed approximately a 2-fold decrease of MPC1 expression relative to WT with
either α-tubulin (1.07 ± 0.20 and 0.59 ± 0.33 for WT and MPC1def, respectively) or rpl32 (1.01 ± 0.11 and
0.55 ± 0.33 for WT and MPC1def, respectively) as reference genes. To ascertain that this mild deficiency
caused mitochondrial dysfunctions, progressive inhibition of pyruvate-induced mitochondrial oxygen
consumption during OXPHOS respiratory state (when ADP was added with pyruvate to trigger the
phosphorylation of ADP to ATP) was performed in both genotypes using increasing concentrations of
UK-5099 (Millipore-Sigma), a well-known inhibitor of pyruvate transport [18]. For both genotypes,
the plotted four parameter logistic curve presented very good fits (R2 = 0.998 for both genotypes;
Figure 1). The calculated EC50 values were 295 nM and 58 nM for WT and MPC1def flies, respectively,
and were significantly different between genotypes (p < 0.001; Figure 1). Altogether, these results
show that MPC1def flies have a genomic deficiency that translates into a functional deficiency at the
mitochondrial level.
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Figure 1. Kinetics of mitochondrial pyruvate oxidation measured in permeabilized thorax of WT and
MPC1def Drosophila melanogaster. Mitochondrial oxygen consumption was measured in presence of
pyruvate (10 mM) and ADP (5 mM) and following successive injections of the MPC inhibitor UK-5099
(0 to 2 µM) until complete inhibition was achieved (N = 6). The percentage of pyruvate-induced
oxygen consumption inhibition was plotted against the UK-5099 concentration, and a four-parameter
logistic curve was fitted to estimate the EC50 (half maximal effective concentration) for both genotypes.
Results are means ± SEM. R2 represents the coefficient of determination for the fitting curve. *** denotes
significant differences between the EC50, with p < 0.001.
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2.2. Mitochondrial Oxygen Consumption and Mitochondrial Ratios

Mitochondrial oxygen consumption was measured at several steps of the ETS, according to a
method described by Simard et al. (2018). Briefly, CI-LEAK represents the oxygen consumption used
to compensate for the proton leak at the level of complex I when ATP synthase is not active (due to the
absence of ADP) but the reducing substrate pyruvate is present. CIpyr-OXPHOS, CIpyr + mal-OXPHOS,
CI + ProDH-OXPHOS, CI + ProDH + CII-OXPHOS, and CI + ProDH + CII + mtG3PDH-OXPHOS
represent the oxygen consumption during the OXPHOS state (with the presence of ADP) with different
substrates (pyruvate, malate, proline, succinate, and G3P, respectively) to stimulate the transport
of electrons from the different complexes of the ETS. This respiratory state is characterized by the
oxidation of reduced fuel substrates allowing electron transfer to oxygen, which is chemiosmotically
coupled to the phosphorylation of ADP to ATP. In this respiratory state, the substrates proline,
succinate, and G3P provide electrons to proline dehydrogenase, complex II, and the mitochondrial
glycerol-3-phosphate dehydrogenase, respectively, thus increasing electron transfer to oxygen, ADP
phosphorylation, and oxygen consumption. Finally, CI + ProDH + CII + mtG3PDH-ETS represents
the noncoupled respiration after the addition of the uncoupler FCCP i.e., the non-phosphorylating
respiration stimulated to maximal oxygen consumption. During this state, the electron transfer is not
chemiosmotically coupled to the phosphorylation of ADP to ATP, and the electron transport to oxygen
is maximized because it is not limited by the ATP synthase.

WT flies had significantly lower CIpyr-LEAK than MPC1def flies (p = 0.001; Figure 2A). However, for
all the other respiration rates measured (CIpyr-OXPHOS, CIpyr + mal-OXPHOS, CI + ProDH-OXPHOS,
CI + ProDH + CII-OXPHOS, CI + ProDH + CII + mtG3PDH-OXPHOS and CI + ProDH + CII +

mtG3PDH-ETS), the WT flies had significantly higher mitochondrial oxygen consumption than the
MPC1def flies (all p-values < 0.001; Figure 2A). Increased CIpyr-LEAK and decreased CIpyr-OXPHOS in
MPC1def flies resulted in a significantly lower Ppyr/Lpyr ratio (indicative of mitochondrial quality and
of mitochondrial coupling [19]) than WT flies (p < 0.001; Figure 2B), suggesting that pyruvate-induced
oxygen consumption is impaired in MPC1def flies. The Emax/Pmax ratio was not different between
genotypes and was not significantly different from 1.0 (1.13 ± 0.019 and 1.13 ± 0.017 for WT and
MPC1def, respectively), denoting that the phosphorylation system did not limit oxygen consumption
in either genotype with the combination of substrates used (Figure 2B).

The different contribution of each substrate injected to stimulate the electron flux into the ETS,
and hence mitochondrial oxygen consumption, was then calculated from the different respiration
rates measured. After injection of malate, very small increases of mitochondrial oxygen consumption
were measured without significant differences between genotypes (around 2% increase; Figure 2C).
However, when proline was injected, mitochondrial oxygen consumption increased by around 25%
in WT and 45% in MPC1def, with significant differences between genotypes (p = 0.002; Figure 2C).
Succinate and G3P also triggered increased mitochondrial oxygen consumption (around 5.5% and 20%,
respectively) without significant differences being detected between genotypes (Figure 2C).
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Figure 2. Mass-specific oxygen consumption rates and mitochondrial ratios measured in permeabilized
thorax of WT and MPC1def Drosophila melanogaster. (A) Mitochondrial oxygen consumption rates were
measured in presence of pyruvate (CIpyr-LEAK), pyruvate + ADP (CIpyr-OXPHOS), pyruvate + ADP +

malate (CIpyr + mal-OXPHOS), pyruvate + ADP + malate + proline (CI + ProDH-OXPHOS), pyruvate +

ADP + malate + proline + succinate (CI + ProDH + CII-OXPHOS), pyruvate + ADP + malate + proline
+ succinate + G3P (CI + ProDH + CII + mtG3PDH-OXPHOS), pyruvate + ADP + malate + proline +

succinate + G3P + FCCP (ETS); (B) Calculated Ppyr/Lpyr ratio (CI-OXPHOS/CI-LEAK) and Emax/Pmax ratio
(CI + ProDH + CII + mtG3PDH-ETS/CI + ProDH + CII + mtG3PDH-OXPHOS); (C) Substrate contribution
calculated as: malate contribution = ((CIpyr + mal-OXPHOS − CIpyr-OXPHOS)/CIpyr-OXPHOS),
proline contribution = ((CI + ProDH-OXPHOS − CIpyr + mal-OXPHOS)/CIpyr + mal-OXPHOS), succinate
contribution = ((CI + ProDH + CII-OXPHOS − CI + ProDHOXPHOS)/CI + ProDHOXPHOS), G3P
contribution = ((CI + ProDH + CII + mtG3P-OXPHOS − CI + ProDH + CII-OXPHOS)/CI + ProDH
+ CII-OXPHOS). Results are means ± SEM for each genotype (N = 6), with stars denoting statistical
differences: ** p < 0.01, *** p < 0.001.

2.3. Enzymatic Activities

For the glycolytic enzymes producing and consuming pyruvate (PK and LDH, respectively;
Figure 3A,B), only PK was different between genotypes, with WT flies having higher levels of activity
than MPC1def flies (p = 0.031; Figure 3A). The ALAT, which reversibly converts pyruvate to alanine, was
also significantly lower in MPC1def flies (p < 0.001; Figure 3C). Although PDH, which converts pyruvate
to acetyl-CoA for further oxidation in the TCA cycle, was not different between genotypes (Figure 3D),
CS, which mediates the conversion of acetyl-CoA and oxaloacetate to citrate, was significantly lower in
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MPC1def flies (p = 0.003; Figure 3E). Finally, HOAD, involved in fatty acid catabolism, was not different
between genotypes (Figure 3F).Metabolites 2020, 10, x FOR PEER REVIEW 6 of 16 
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Figure 3. Enzymatic activities measured in thorax of Drosophila melanogaster WT and MPC1def.
(A) Pyruvate kinase activity; (B) Lactate dehydrogenase activity; (C) Alanine aminotransferase activity;
(D) Pyruvate dehydrogenase activity; (E) Citrate synthase activity; (F) Hydroxyacyl-Coenzyme A
dehydrogenase activity. Results are means ± SEM for each genotype (N = 6), with stars denoting
statistical differences: * p < 0.05, ** p < 0.01, *** p < 0.001.

2.4. Relative Metabolites Abundance

Relative metabolite abundance was analyzed using the multivariate PLS-DA [20] to evaluate
potential metabolic shifts due to impairment of mitochondrial pyruvate import (Figure 4A). The two
main PLS components explained 37.6% and 8.5% of the total variance, respectively (Figure 4A).

WT flies separated from MPC1def flies on the first PLS component, showing that the genotypes
have a different metabolic signature (Figure 4A). Variable importance of projection (VIP) scores
identified 22 metabolites significantly driving the specific metabolomic signature between genotypes
(i.e., metabolites with VIP > 1; Figure 4B and Table S2). All these key metabolites were generally
decreased in MPC1def flies compared to WT flies (Figure 4B). However, only eight of these metabolites
were significantly different between genotypes (threonine, p = 0.008; pyruvate, p = 0.028; ornithine,
p = 0.039; fructose 6-phosphate, p = 0.011; ethanol, p = 0.026; citrulline, p = 0.007; asparagine, p = 0.041;
and 3-hydroxybutyrate, p = 0.049; Figure 4C).
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Figure 4. Metabolite profile analysis in Drosophila melanogaster WT and MPC1def. (A) PLS-DA score
plots of metabolites in WT and MPC1def flies. Ellipses represent 95% confidence intervals for each
individual group on PLS-DA plots with the variance proportion represented by components 1 and 2.
(B) Variable importance of projection (VIP) scores of PLS-DA for component 1, which identify the key
metabolites driving the metabolomic signature for WT and MPC1def flies. (C) Relative metabolite
abundance identified as drivers of the metabolomic profile of WT and MPC1def flies (VIP > 1.3). Data are
presented as means ± SEM (N = 6–7) with stars denoting statistical differences: * p < 0.05, ** p < 0.01.

2.5. Climbing Assay

WT flies had a greater capacity to climb the vial compared to MPC1def flies. Specifically, significantly
fewer WT flies were recorded in the lower quadrant (6.12 ± 2.14% and 20.16 ± 2.52% for WT and
MPC1def, respectively, p = 0.001; Figure 5), and significantly more were observed in the upper quadrant
(78.64 ± 3.47% and 58.20 ± 3.17% for WT and MPC1def, respectively, p = 0.001; Figure 5).
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was counted after 30 s for each genotype. Stars depict significant differences between the genotypes
with ** p < 0.01 (N ≥ 75 for each genotype).

3. Discussion

In this study, we sought to characterize the importance of pyruvate import into mitochondria
as a metabolic control point for mitochondrial substrate oxidation in two genotypes of an insect
model, Drosophila melanogaster, differently expressing MPC1. Our results show that the MPC1def flies
displayed a general reduction of metabolic functions. Specifically, significantly reduced climbing
capacity, pyruvate-induced oxygen consumption, and enzymatic activities of PK, ALAT, and CS were
detected in MPC1def flies compared to WT flies (Figure 6). Moreover, increased proline oxidation
capacity was detected in MPC1def flies, which was associated with generally lower levels of several
metabolites, and particularly those involved in amino acid catabolism (Figure 6). This reveals the
crucial role of MPC in insects as a node controlling the flexibility of substrate oxidation by mitochondria
and the importance of such flexibility for the physiology of organisms.

Considering that pyruvate is the main substrate derived from carbohydrate metabolism allowing
mitochondrial respiration, impairment of its transport in insects should inevitably result in reduced
mitochondrial oxygen consumption in the thorax muscles, as well as deleterious effects at the organismal
level. Our results show that the MPC1def flies had a two-fold decrease in MPC1 expression that
translated into a drastic reduction of the calculated EC50 for a specific inhibitor of MPC (58 nM and
295 nM for MPC1def and WT flies, respectively). MPC1def flies also displayed significantly lower
mitochondrial oxygen consumption than WT flies when pyruvate was used as the oxidative substrate.
These results are in accordance with several studies showing that MPC1 and/or MPC2 deficiencies impair
mitochondrial pyruvate oxidation in mammalian cells [16,21–23]. The MPC1def flies also displayed
a higher CIpyr-LEAK than WT flies, resulting in significantly decreased Ppyr/Lpyr ratios, and hence,
further confirming decreased mitochondrial capacity. Moreover, the activity of CS, a good proxy for
aerobic metabolism, was significantly decreased in MPC1def flies. These results suggest that impairment
of pyruvate import via MPC affects the aerobic capacity of flies and the ability of mitochondria to use
pyruvate as metabolic fuel. CS activity can also be used as an indicator of mitochondrial content [24].
Thus, an alternative explanation is that the overall reduction of mitochondrial respiration observed in
MPC1def flies might be due to a decrease of mitochondrial content. However, the CS activity may be
differentially regulated in the different genotypes, which may indicate changes at the level of enzyme
molecular abundance/activity, rather than changes in mitochondrial content. Moreover, the activity of
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two other mitochondrial enzymes, PDH and HOAD, were not different between genotypes. Thus, it is
unlikely that MPC1def flies have different mitochondrial content than WT flies.Metabolites 2020, 10, x FOR PEER REVIEW 9 of 16 
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As pyruvate is located at the crossroads between an oxidative route involving mitochondria
(aerobic metabolism) and a fermentative route (anaerobic metabolism), it is possible that the decreased
mitochondrial oxygen consumption induced by pyruvate in MPC1def flies results in increased anaerobic
capacity. It has been shown that homozygous mutant mice expressing a truncated form of the MPC2
protein have elevated blood lactate, suggesting that a higher proportion of pyruvate is converted
to lactate [25]. Moreover, impaired import of pyruvate via loss of the MPC has also been shown to
enforce the Warburg effect in cancer cells [23]. Since climbing muscles favor anaerobic metabolism in
Drosophila [26,27], climbing ability was measured to determine whether anaerobic muscle function
would be influenced by mitochondrial pyruvate transport. Our results showed that MPC1def flies
had a decreased climbing ability compared to WT flies, thus suggesting that their anaerobic capacity
was not enhanced following impairment of pyruvate import. LDH activity was not different between
genotypes, further confirming that the MPC1def flies did not rely on anaerobic metabolism more
than WT flies. Other end-products derived from pyruvate, including lactate, alanine, and acetate,
can accumulate during anaerobic metabolism in Drosophila [28,29]. Here, acetate was similar between
genotypes (0.070 ± 0.013 and 0.071 ± 0.005 mM in WT and MPC1def, respectively), and lactate and
alanine were slightly but not significantly lower in MPC1def flies. Furthermore, the activity of ALAT
was significantly decreased in MPC1def flies. Altogether, these results further confirm that MPC1def

flies display impairment of aerobic and, to a lesser extent, anaerobic capacities.
Interestingly, PK activity and several metabolites of glycolysis were significantly decreased in

MPC1def flies. Specifically, reduced levels of pyruvate and fructose-6-phosphate were detected in
MPC1def flies. Moreover, levels of trehalose were identical in both genotypes and, although glucose
and glycogen were slightly lower in MPC1def flies, all these metabolites were ascribed low VIP scores.
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These results contradict our hypothesis, as well as other studies showing that MPC1 deletion causes
accumulation of glycolysis intermediates [16,17]. However, the flies used in our study presented only
a mild deficiency of MPC1, which might explain these discrepancies. Moreover, it is possible that the
P-element insertion in MPC1def flies caused other unknown mutations, which could have biased our
results. However, considering the effects of the MPC1 deficiency on mitochondrial pyruvate oxidation,
we rationalize that the main effects observed here are due to this specific deficiency. The decreased PK
activity might also partially explain the reduced pyruvate-induced mitochondrial respiration observed
here and could suggest that the whole glycolytic pathway is reduced in MPC1def flies.

In Drosophila, proline increases mitochondrial oxygen consumption at a much lower rate than
in bumblebees and wasps (15–25% and 50% increases for Drosophila and bumblebees/wasps,
respectively) [5,8]. However, the contribution of proline to mitochondrial respiration was close
to 45% in MPC1def flies, suggesting that the MPC1 deficiency could induce a metabolic reprogramming
favoring the mitochondrial oxidation of amino acids, instead of carbohydrates generated by the
glycolysis. Proline oxidation has been suggested to help replenish TCA cycle intermediates and to
increase pyruvate oxidation rates. Levels of TCA cycle intermediates were, however, similar or lower
in MPC1def flies compared to WT flies (Table S2), which suggests that proline oxidation directly acts
as an electron donor to the ETS. Proline metabolism is tightly linked to the urea cycle and can be
produced via glutamate and ornithine in animals, including insects [30–33]. Interestingly, three major
metabolites of the urea cycle (ornithine, citrulline and arginosuccinate with VIP scores of 1.33, 1.66 and
1.35, respectively; Table S2) significantly drive the variation between the genotypes, and are present at
reduced levels in MPC1def flies (as well as proline). Similarly, the amino acids threonine, asparagine,
glutamate, and aspartate that can be oxidized by the TCA cycle are also important in explaining
the metabolic variation between genotypes (VIP scores of 1.69, 1.48, 1.20 and 1.18, respectively),
with significantly reduced levels of threonine and asparagine in MPC1def flies. This suggests that
amino acid catabolism and proline biosynthesis might be used to compensate the pyruvate-induced
mitochondrial respiration deficiency observed in MPC1def flies.

G3P can also be used as an oxidative substrate in Drosophila to increase mitochondrial
respiration [4,7,34,35]. Recently, it has been shown that decreased mitochondrial respiration at the
level of complex I induced by mitonuclear incompatibilities was associated with an increase in the
mitochondrial G3P oxidation, compensating for complex I deficiency [36]. It is therefore possible
that the decreased pyruvate-induced mitochondrial respiration observed in MPC1def flies leads to
an increased contribution of the mtG3PDH to compensate for this deficiency. Although G3P levels
were slightly but not significantly reduced in MPC1def flies, the G3P contribution was similar between
the two genotypes tested. G3P levels may be associated with triglyceride or diglyceride degradation,
forming fatty acids which are further oxidized in mitochondria. However, an essential enzyme of fatty
acid oxidation HOAD showed similar activity between WT and MPC1def flies. The reduced levels of
G3P observed here might thus reflect lower rates of glycolysis in MPC1def flies, as this substrate can also
be derived from the glycolytic intermediate dihydroxyacetone phosphate. Levels of 3-hydroxybutyrate
(3-HB) were also significantly lower in MPC1def flies, which suggests that fatty acid metabolism might
also be affected in these flies. However, we do not have enough results on fatty acid metabolism to
draw conclusions about this.

In summary, our results suggest that a mild genomic deficiency of MPC1 in Drosophila leads to major
shifts in the overall metabolism. Specifically, MPC1def flies display evidence of reduced glycolysis and
mitochondrial respiration induced by carbohydrate derived-substrates. However, the mitochondrial
deficiency to transport and oxidize pyruvate might be compensated for by increased reliance on
proline for mitochondrial respiration. This is likely due to a metabolic reprogramming favoring
amino acid catabolism instead of carbohydrate metabolism to sustain mitochondrial respiration.
Thus, MPC is an important metabolic control point for mitochondrial substrate oxidation, as a mild
deficiency of pyruvate import can reshape the mitochondrial metabolism to oxidize alternative
substrates. Considering that Drosophila mostly rely on carbohydrates to fuel metabolism, this might
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have drastic consequences at the phenotypic level and on longevity. For example, it has been shown
that transheterozygotes MPC1 Drosophila have shorter lifespans than controls when exposed to either
low or high sugar diets [17]. Other studies have shown that decreased expressions of other metabolite
transporters result in lifespan extension in Drosophila. For example, decreased expression of the Indy
gene, which is associated with mitochondrial citrate transport, results in increased lifespans in flies,
as well as in worms and mice [37–39]. Future studies evaluating overall fitness and longevity are
therefore required to draw conclusions about the effects of reduced pyruvate transport in our model.
However, as mitochondrial substrate oxidation, as well as longevity, depend on the type and abundance
of dietary macronutrients, it is possible that this enhanced amino acid catabolism might not be observed
when higher carbohydrate levels are present in the diet. Moreover, the MPC1def flies used in this study
only presented a mild pyruvate transport deficiency, which still allows pyruvate to cross the inner
mitochondrial membrane, and were generated using P-element insertion that could have resulted in
other unknown mutations. Future research investigating the effects of the dietary protein:carbohydrate
ratio [40–42] in combination with severe MPC deficiencies or deletions generated using either precise
excision of the P-element or CRISPR/Cas9 system could provide a better understanding of this metabolic
reprogramming, and of the importance of pyruvate import into mitochondria as a metabolic control
point for mitochondrial substrate oxidation in Drosophila.

4. Materials and Methods

4.1. Drosophila

Drosophila melanogaster genotypes w1118 and w[1118]; P{w[+mC] = XP}Mpc1[d00809], hereafter
referred as WT and MPC1def, respectively, were obtained from the Bloomington Drosophila Stock
Center (Bloomington, IN, USA). Flies were fed with standard cornmeal medium containing a mixture
of 5 g of agar, 6 g of table sugar, 27 g of dried yeast, and 53 g of cornmeal flour dissolved in 1 L
tap water. Propionic acid (4 mL) and methyl-4-hydroxybenzoate 10% (w/v) in ethanol (16 mL) were
added to avoid mite and mold contamination. Drosophila were reared at constant density (15 flies
for approximately 5 mL of medium), temperature (24.0 ± 0.1 ◦C), humidity and diurnal cycle (12:12).
For each experiment, male flies were collected at 15 days of age, and were either directly processed or
flash frozen and kept at −80 ◦C for subsequent experiments.

4.2. MPC1 Expression

The genotype w[1118]; P{w[+mC] = XP}Mpc1[d00809] (MPC1def) was generated using P-element
insertion [39]. These insertions frequently interfere directly with gene function and can also be
remobilized to generate mutations via imprecise excision [40,41]. To evaluate whether the insertion
caused changes in MPC1 expression, a pool of male flies at different ages were sampled and MPC1
transcript levels were evaluated in the thorax (N = 3–4) after total RNA extraction using TRIzol reagent
(Millipore-Sigma, Oakville, ON, Canada) according to the manufacturer’s protocol. Briefly, the 260/280
nm and 260/230 nm absorbance ratios were used to verify the quality of the RNA in each sample.
Total RNA (1 µg) was reverse transcribed using the SensiFAST™ cDNA synthesis kit (Bioline, London,
UK). Real-time quantitative PCR was performed on a CFX ConnectTM (Biorad, Mississauga, ON,
Canada) by incubating the cDNA with forward and reverse primers for MPC1, α-tubulin and rpl32
(Table S1) and using the SensiFAST™ SYBR® No-ROX kit (Bioline, London, UK) using the following
protocol: denaturation for 2 min at 95 ◦C, followed by 34 cycles of 5 s at 95 ◦C and 30 s at 55 ◦C.
Results were analyzed using the ∆∆Cq method, with the reference gene being either α-tubulin or rpl32.

4.3. Mitochondrial Pyruvate Carrier Inhibition

To evaluate the chemical inhibition of pyruvate import, UK-5099 (Millipore-Sigma, Oakville, ON,
Canada) was used to progressively inhibit the pyruvate-induced mitochondrial oxygen consumption
during OXPHOS [18]. Permeabilization of thorax and measurement of mitochondrial oxygen
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consumption at 24 ◦C (N = 6 for each genotype) were performed as previously described [42]. Briefly,
mitochondrial oxygen consumption was measured using an Oxygraph-O2K (Oroboros Instruments,
Innsbruck, Austria) filled with an air-saturated respiration medium in the presence of pyruvate (10 mM)
and ADP (5 mM) and following successive injections of UK-5099 (0 to 2 µM) until complete inhibition
was achieved. The percentage of pyruvate-induced oxygen consumption inhibition was plotted
against the UK-5099 concentration, and a four-parameter logistic curve was fitted to estimate the EC50

(half maximal effective concentration) for both genotypes.

4.4. Mitochondrial Oxygen Consumption

Mitochondrial oxygen consumption at 24 ◦C (N = 6 for each genotype) in permeabilized thorax
was estimated using a SUIT protocol [42,43]. First, the LEAK respiration with pyruvate (10 mM) at the
level of complex I was measured (CIpyr-LEAK). Injection of ADP (5 mM) enabled the measurement of
mitochondrial oxygen consumption when the transport of electrons from complex I was coupled to the
phosphorylation of ADP to ATP (CIpyr-OXPHOS). These respiration rates were used to calculate the
Ppyr/Lpyr ratio using pyruvate as the oxidative substrate to supply electrons at the level of complex I
(CIpyr-OXPHOS/CIpyr-LEAK), indicative of mitochondrial quality and of mitochondrial coupling [19].
Malate (2mM) was added to maintain the carbon flux into the TCA cycle (CIpyr + mal-OXPHOS),
and the functional integrity of the outer mitochondrial membrane was then verified by the addition
of cytochrome c (15 µM, CIc-OXPHOS) [42,44]. All preparations tested demonstrated structural
integrity of the outer mitochondrial membrane (results not shown). Subsequent injections of several
substrates were then performed: proline (5 mM), an important substrate for mitochondrial respiration
in insects [7] which provides electrons to the ETS via the proline dehydrogenase (CI + ProDH-OXPHOS);
succinate (20 mM), which brings electrons to the ETS through complex II (CI + ProDH + CII-OXPHOS);
and G3P (15 mM), that allows the transport of electrons to the ETS via the mtG3PDH (CI + ProDH
+ CII + mtG3PDH-OXPHOS). The respiration rates measured with these different substrates were
used to evaluate the contribution of each substrate to mitochondrial oxygen consumption during
OXPHOS: (i) malate contribution = (CIpyr + mal-OXPHOS−CIpyr-OXPHOS)/CIpyr-OXPHOS; (ii) proline
contribution = (CI + ProDH-OXPHOS−CIc-OXPHOS)/CIc-OXPHOS; (iii) succinate contribution = (CI +

ProDH + CII-OXPHOS − CI + ProDH-OXPHOS)/CI + ProDH-OXPHOS; (iv) and G3P contribution =

(CI + ProDH + CII + mtG3PDH-OXPHOS − CI + ProDH + CII-OXPHOS)/CI + ProDH + CII-OXPHOS).
Injection of carbonyl cyanide 4-(trifluoromethoxy)phenylhydrazone (FCCP, steps of 0.5–1µM), was then
performed to measure the noncoupled respiration i.e., the nonphosphorylating respiration stimulated
to maximal oxygen consumption (CI + ProDH + CII + mtG3PDH-ETS), and calculate the Emax/Pmax

ratio (CI + ProDH + CII + mtG3PDH-ETS/ CI + ProDH + CII + mtG3PDH-OXPHOS) which indicates
a possible limitation of the phosphorylation system if higher than 1.0 [19,45]. Subsequent inhibitions
of complexes I, II, and III by rotenone (0.5 µM), malonate (5 mM), and antimycin A (2.5 µM) were
performed to evaluate the residual oxygen consumption, which was used to correct the previous
respiration rates measured. All measurements are presented as means of mass-specific respiration
rates expressed as pmol O2·s−1

·mg−1 of permeabilized fibers ± s.e.m.

4.5. Enzymatic Activities

Enzymatic activities were determined using a BioTek Synergy H1 microplate reader set at 24 ◦C
(BioTek®, Montréal, QC, Canada). For each genotype, 6 pools of 5 flies were used (N = 6). The flies
were homogenized in phosphate-buffered saline using a pellet pestle, and the resulting homogenates
were centrifuged at 750× g for 5 min at 4 ◦C. The supernatant was then directly used for measurements
of PK, LDH, ALAT, PDH, CS, and HOAD, following protocols already established [46], except for
ALAT activity. The protocol for ALAT activity was modified from [47] by following the disappearance
of NADH at 340 nm for 4 min in a reaction medium containing 100 mM potassium phosphate, 0.32 mM
NADH, 10 mM α-ketoglutarate, 500 mM alanine, 0.10 mM pyridoxal phosphate, and 0.6 U·mL−1 lactate
dehydrogenase, pH 7.2. Enzymatic activities were normalized to protein concentration, which was
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determined using the bicinchoninic acid method [48], with bovine serum albumin as standard,
and expressed as mU·mg−1 protein, where U represents 1 µmol of substrate transformed to product in
1 min.

4.6. Relative Metabolites Abundance

Hydrophilic metabolites were extracted by homogenizing 21 flies in a 1:1 acetonitrile:distilled
water solution. The homogenates were then centrifuged at 13,500 rpm for 10 min at 4 ◦C to remove
proteins and debris. The supernatant was collected, transferred to a glass test tube, and frozen at
−80 ◦C for at least 24 h. The samples were then thawed at room temperature and evaporated under
nitrogen in a lightly heated water bath. The internal standard 4,4-dimethyl-4-silapentane-1-sulfonic
acid (DSS) was then added to the sample (0.5 mM of DSS final concentration) and the resulting mix
was solubilized in 700 µL of deuterium oxide. The 1H-NMR spectra for the extracted metabolites,
dissolved in H2O:D2O (9:1), were recorded on a Bruker Advance III 400 MHz spectrometer at 298 ◦K
equipped with a 5mm TCI CryoProbe. The noesypr1d pulse sequence was used. A total of 128 scans
of 64,000 data points were recorded with a recycle delay of 1 s per scan. The spectral width was set
at 12 KHz and the acquisition time at 6.6 s. The obtained spectra (N =6–7 for each genotype) were
analyzed using the Chenomx NMR Suite (Chenomx Inc., Edmonton, AB, Canada) and the Human
Metabolome DataBase (HMDB, Edmonton, AB, Canada). A series of 49 hydrophilic metabolites were
identified and included in the analysis (Table S2).

4.7. Climbing Assay

Climbing ability (negative geotaxis) was measured as previously described [15]. Briefly, flies were
transferred to empty vials (9.4 cm tall × 2.5 cm wide), divided in four quadrants, and were tapped to
the bottom of the vial (N ≥ 75 for each genotype). The number of flies that climbed into the different
quadrants (0–25, 25–50, 50–75, and 75–100% of the total height of the vial) was noted after 30 s of
climbing. These assays were repeated three times for each vial.

4.8. Statistical Analysis

Statistical analyses were performed with R software (version 3.1.0, Free Software Foundation,
Boston, MA, USA) and MetaboAnalyst 4.0 [20]. For mitochondrial oxygen consumption, enzymatic
activities, relative metabolite abundance, and climbing assay, Student’s t-tests were performed to
determine specific differences between the genotypes after normality (Shapiro-Wilk) was verified
and a comparison of variances (F-test) was performed. For comparisons of EC50 for mitochondrial
pyruvate carrier inhibition, an estimated ratio of effect doses, followed by calculating differences
between parameter estimates, were performed using the EDcomp and compParm functions of the ‘drc’
package [49]. The relative metabolite abundance was further analyzed using a partial least squares
discriminant analysis (PLS-DA) in MetaboAnalyst 4.0 after sample normalization with DSS, and after
data log transformation and auto scaling (i.e., mean-centered and divided by the standard deviation of
each variable) in order to minimize possible differences in concentration between samples. The PLS-DA
identified the metabolites driving the separation and/or clustering among genotypes by ascribing a
variable importance to the projection score (VIP).

Supplementary Materials: The following are available online at http://www.mdpi.com/2218-1989/10/9/363/s1,
Table S1: Primer sequences used for q RT-PCR, Table S2: Relative metabolites abundance and ascribed VIP scores
assigned with PLS-DA identifying the metabolites driving the separation and/or clustering among genotypes.
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components involved in the glycerophosphate dehydrogenase-dependent ROS production by brown adipose
tissue mitochondria. Biochim. Biophys. Acta Bioenerg. 2007, 1767, 989–997. [CrossRef] [PubMed]

15. Cormier, R.P.J.; Champigny, C.M.; Simard, C.J.; St-Coeur, P.D.; Pichaud, N. Dynamic mitochondrial responses
to a high-fat diet in Drosophila melanogaster. Sci. Rep. 2019, 9, 1–11.

16. McDonald, A.E.; Pichaud, N.; Darveau, C.A. Alternative fuels contributing to mitochondrial electron
transport: Importance of non-classical pathways in the diversity of animal metabolism. Comp. Biochem.
Physiol. Part B Biochem. Mol. Biol. 2018, 224, 185–194. [CrossRef] [PubMed]

17. McCommis, K.S.; Hodges, W.T.; Bricker, D.K.; Wisidagama, D.R.; Compan, V.; Remedi, M.S.; Thummel, C.S.;
Finck, B.N. An ancestral role for the mitochondrial pyruvate carrier in glucose-stimulated insulin secretion.
Mol. Metab. 2016, 5, 602–614. [CrossRef]

http://dx.doi.org/10.1023/A:1020541010547
http://dx.doi.org/10.1016/0020-1790(84)90057-X
http://dx.doi.org/10.1016/S0305-0491(97)00212-5
http://dx.doi.org/10.1126/science.1218099
http://dx.doi.org/10.1152/ajpregu.00542.2010
http://www.ncbi.nlm.nih.gov/pubmed/21451139
http://dx.doi.org/10.1098/rspb.2016.0333
http://dx.doi.org/10.1371/journal.pone.0120600
http://dx.doi.org/10.1016/0022-1910(63)90054-4
http://dx.doi.org/10.1016/0020-1790(80)90025-6
http://dx.doi.org/10.1016/S1096-4959(01)00541-3
http://dx.doi.org/10.1016/0020-1790(82)90053-1
http://dx.doi.org/10.1016/j.bbabio.2007.05.002
http://www.ncbi.nlm.nih.gov/pubmed/17560536
http://dx.doi.org/10.1016/j.cbpb.2017.11.006
http://www.ncbi.nlm.nih.gov/pubmed/29155008
http://dx.doi.org/10.1016/j.molmet.2016.06.016


Metabolites 2020, 10, 363 15 of 16

18. Halestrap, A.P. The mitochondrial pyruvate carrier. Kinetics and specificity for substrates and inhibitors.
Biochem. J. 1975, 148, 85–96. [CrossRef]

19. Gnaiger, E. Capacity of oxidative phosphorylation in human skeletal muscle. New perspectives of
mitochondrial physiology. Int. J. Biochem. Cell Biol. 2009, 41, 1837–1845. [CrossRef]

20. Chong, J.; Wishart, D.S.; Xia, J. Using metaboanalyst 4.0 for comprehensive and integrative metabolomics
data analysis. Curr. Prot. Bioinf. 2019, 68, e86. [CrossRef]

21. Vanderperre, B.; Bender, T.; Kunji, E.R.S.; Martinou, J.C. Mitochondrial pyruvate import and its effects on
homeostasis. Curr. Opin. Cell Biol. 2015, 33, 35–41. [CrossRef]

22. Vacanti, N.M.; Divakaruni, A.S.; Green, C.R.; Parker, S.J.; Henry, R.R.; Ciaraldi, T.P.; Murphy, A.N.;
Metallo, C.M. Regulation of substrate utilization by the mitochondrial pyruvate carrier. Mol. Cell 2014, 56,
425–435. [CrossRef]

23. Schell, J.C.; Olson, K.A.; Jiang, L.; Hawkins, A.J.; vanVranken, J.G.; Xie, J.; Egnatchik, R.A.; Earl, E.G.;
DeBerardinis, R.J.; Rutter, J. A role for the mitochondrial pyruvate carrier as a repressor of the warburg effect
and colon cancer cell growth. Mol. Cell 2014, 56, 400–413. [CrossRef] [PubMed]

24. Vigueira, P.A.; McCommis, K.S.; Schweitzer, G.G.; Remedi, M.S.; Chambers, K.T.; Fu, X.; McDonald, W.G.;
Cole, S.L.; Colca, J.R.; Kletzien, R.F.; et al. Mitochondrial pyruvate carrier 2 hypomorphism in mice leads to
defects in glucose-stimulated insulin secretion. Cell Rep. 2014, 7, 2042–2053. [CrossRef] [PubMed]

25. Demontis, F.; Piccirillo, R.; Goldberg, A.L.; Perrimon, N. Mechanisms of skeletal muscle aging: Insights from
Drosophila and mammalian models. Dis. Model. Mech. 2013, 6, 1339–1352. [CrossRef] [PubMed]

26. Holmbeck, M.A.; Donner, J.R.; Villa-Cuesta, E.; Rand, D.M. A Drosophila model for mito-nuclear diseases
generated by an incompatible interaction between tRNA and tRNA synthetase. Dis. Model. Mech. 2015, 8,
843–854. [CrossRef] [PubMed]

27. Campbell, J.B.; Werkhoven, S.; Harrison, J.F. Metabolomics of anoxia tolerance in Drosophila melanogaster:
Evidence against substrate limitation and for roles of protective metabolites and paralytic hypometabolism.
Am. J. Physiol. Integr. Comp. Physiol. 2019, 317, R442–R450. [CrossRef] [PubMed]

28. Feala, J.D.; Coquin, L.; McCulloch, A.D.; Paternostro, G. Flexibility in energy metabolism supports hypoxia
tolerance in Drosophila flight muscle: Metabolomic and computational systems analysis. Mol. Syst. Biol.
2007, 3, 99. [CrossRef]

29. Wu, G.; Bazer, F.W.; Datta, S.; Johnson, G.A.; Li, P.; Satterfield, M.C.; Spencer, T.E. Proline metabolism in the
conceptus: Implications for fetal growth and development. Amino Acids 2008, 35, 691–702. [CrossRef]

30. Wu, G.; Bazer, F.W.; Burghardt, R.C.; Johnson, G.A.; Kim, S.W.; Knabe, D.A.; Li, P.; Li, X.; McKnight, J.R.;
Satterfield, M.C.; et al. Proline and hydroxyproline metabolism: Implications for animal and human nutrition.
Amino Acids 2011, 40, 1053–1063. [CrossRef]

31. Servet, C.; Ghelis, T.; Richard, L.; Zilberstein, A.; Savoure, A. Proline dehydrogenase: A key enzyme in
controlling cellular homeostasis. Front. Biosci. 2012, 17, 607–620. [CrossRef]

32. Pant, R.; Kumar, S. Is a urea cycle present in insects? Biochem. J. 1978, 174, 341–344. [CrossRef]
33. Pichaud, N.; Chatelain, E.H.; Ballard, J.W.O.; Tanguay, R.; Morrow, G.; Blier, P.U. Thermal sensitivity of

mitochondrial metabolism in two distinct mitotypes of Drosophila simulans: Evaluation of mitochondrial
plasticity. J. Exp. Biol. 2010, 213, 1665–1675. [CrossRef] [PubMed]

34. Estabrook, R.W.; Sacktor, B. α-Glycerophosphate oxidase of flight muscle mitochondria. J. Biol. Chem. 1958,
233, 1014–1019. [PubMed]

35. Pichaud, N.; Bérubé, R.; Côté, G.; Belzile, C.; Dufresne, F.; Morrow, G.; Tanguay, R.M.; Rand, D.M.; Blier, P.U.
Age dependent dysfunction of mitochondrial and ros metabolism induced by mitonuclear mismatch.
Front. Genet. 2019, 10, 130. [CrossRef] [PubMed]

36. Lee, K.P. Dietary protein: Carbohydrate balance is a critical modulator of lifespan and reproduction in
Drosophila melanogaster: A test using a chemically defined diet. J. Insect Physiol. 2015, 75, 12–19. [CrossRef]
[PubMed]

37. Matzkin, L.M.; Johnson, S.; Paight, C.; Bozinovic, G.; Markow, T.A. Dietary protein and sugar differentially
affect development and metabolic pools in ecologically diverse Drosophila. J. Nutr. 2011, 141, 1127–1133.
[CrossRef] [PubMed]

38. Pichaud, N.; Messmer, M.; Correa, C.C.; Ballard, J.W.O. Diet influences the intake target and mitochondrial
functions of Drosophila melanogaster males. Mitochondrion 2013, 13, 817–822. [CrossRef] [PubMed]

http://dx.doi.org/10.1042/bj1480085
http://dx.doi.org/10.1016/j.biocel.2009.03.013
http://dx.doi.org/10.1002/cpbi.86
http://dx.doi.org/10.1016/j.ceb.2014.10.008
http://dx.doi.org/10.1016/j.molcel.2014.09.024
http://dx.doi.org/10.1016/j.molcel.2014.09.026
http://www.ncbi.nlm.nih.gov/pubmed/25458841
http://dx.doi.org/10.1016/j.celrep.2014.05.017
http://www.ncbi.nlm.nih.gov/pubmed/24910426
http://dx.doi.org/10.1242/dmm.012559
http://www.ncbi.nlm.nih.gov/pubmed/24092876
http://dx.doi.org/10.1242/dmm.019323
http://www.ncbi.nlm.nih.gov/pubmed/26035388
http://dx.doi.org/10.1152/ajpregu.00389.2018
http://www.ncbi.nlm.nih.gov/pubmed/31322917
http://dx.doi.org/10.1038/msb4100139
http://dx.doi.org/10.1007/s00726-008-0052-7
http://dx.doi.org/10.1007/s00726-010-0715-z
http://dx.doi.org/10.2741/3947
http://dx.doi.org/10.1042/bj1740341
http://dx.doi.org/10.1242/jeb.040261
http://www.ncbi.nlm.nih.gov/pubmed/20435817
http://www.ncbi.nlm.nih.gov/pubmed/13587533
http://dx.doi.org/10.3389/fgene.2019.00130
http://www.ncbi.nlm.nih.gov/pubmed/30842791
http://dx.doi.org/10.1016/j.jinsphys.2015.02.007
http://www.ncbi.nlm.nih.gov/pubmed/25728576
http://dx.doi.org/10.3945/jn.111.138438
http://www.ncbi.nlm.nih.gov/pubmed/21525254
http://dx.doi.org/10.1016/j.mito.2013.05.008
http://www.ncbi.nlm.nih.gov/pubmed/23707480


Metabolites 2020, 10, 363 16 of 16

39. Thibault, S.T.; Singer, M.A.; Miyazaki, W.Y.; Milash, B.; Dompe, N.A.; Singh, C.M.; Buchholz, R.; Demsky, M.;
Fawcett, R.; Francis-Lang, H.L.; et al. A complementary transposon tool kit for Drosophila melanogaster using
P and piggyBac. Nat. Genet. 2004, 36, 283–287. [CrossRef] [PubMed]

40. Bellen, H.J.; Levis, R.W.; He, Y.; Carlson, J.W.; Evans-Holm, M.; Bae, E.; Kim, J.; Metaxakis, A.; Savakis, C.;
Schulze, K.L.; et al. The Drosophila gene disruption project: Progress using transposons with distinctive site
specificities. Genetics 2011, 188, 731–743. [CrossRef]

41. Bier, E.; Vaessin, H.; Shepherd, S.; Lee, K.; McCall, K.; Barbel, S.; Ackerman, L.; Carretto, R.; Uemura, T.;
Grell, E.; et al. Searching for pattern and mutation in the Drosophila genome with a P-lacZ vector. Genes Dev.
1989, 3, 1273–1287. [CrossRef]

42. Simard, C.J.; Pelletier, G.; Boudreau, L.H.; Hebert-Chatelain, E.; Pichaud, N. Measurement of mitochondrial
oxygen consumption in permeabilized fibers of Drosophila using minimal amounts of tissue. J. Vis. Exp.
2018, e57376. [CrossRef]

43. Pesta, D.; Gnaiger, E. High-resolution respirometry: OXPHOS protocols for human cells and permeabilized
fibers from small biopsies of human muscle. Methods Mol. Biol. 2012, 810, 25–58. [CrossRef] [PubMed]

44. Kuznetsov, A.V.; Veksler, V.; Gellerich, F.N.; Saks, V.; Margreiter, R.; Kunz, W.S. Analysis of mitochondrial
function in situ in permeabilized muscle fibers, tissues and cells. Nat. Prot. 2008, 3, 965–976. [CrossRef]
[PubMed]

45. Iftikar, F.I.; MacDonald, J.R.; Baker, D.W.; Renshaw, G.M.C.; Hickey, A.J.R. Could thermal sensitivity of
mitochondria determine species distribution in a changing climate? J. Exp. Biol. 2014, 217, 2348–2357.
[CrossRef] [PubMed]

46. Ekström, A.; Sandblom, E.; Blier, P.U.; Dupont Cyr, B.-A.; Brijs, J.; Pichaud, N.; Ekström, A.; Sandblom, E.;
Blier, P.U.; Dupont Cyr, B.-A.; et al. Thermal sensitivity and phenotypic plasticity of cardiac mitochondrial
metabolism in European perch, Perca fluviatilis. J. Exp. Biol. 2017, 220, 386–396. [CrossRef] [PubMed]

47. Bergmeyer, H.U.; Schelbe, P.; Wahiefeld, A.W. Optimization of methods for aspartate aminotransferase and
alanine aminotransferase. Clin. Chem. 1978, 24, 58. [CrossRef]

48. Smith, P.K.; Krohn, R.I.; Hermanson, G.T.; Mallia, A.K.; Gartner, F.H.; Provenzano, M.D.; Fujimoto, E.K.;
Goeke, N.M.; Olson, B.J.; Klenk, D.C.; et al. Measurement of protein using bicinchoninic acid. Anal. Biochem.
1985, 150, 76–85. [CrossRef]

49. Ritz, C.; Baty, F.; Streibig, J.C.; Gerhard, D. Dose-response analysis using R. PLoS ONE 2015, 10, e0146021.
[CrossRef]

© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1038/ng1314
http://www.ncbi.nlm.nih.gov/pubmed/14981521
http://dx.doi.org/10.1534/genetics.111.126995
http://dx.doi.org/10.1101/gad.3.9.1273
http://dx.doi.org/10.3791/57376
http://dx.doi.org/10.1007/978-1-61779-382-0_3
http://www.ncbi.nlm.nih.gov/pubmed/22057559
http://dx.doi.org/10.1038/nprot.2008.61
http://www.ncbi.nlm.nih.gov/pubmed/18536644
http://dx.doi.org/10.1242/jeb.098798
http://www.ncbi.nlm.nih.gov/pubmed/25141346
http://dx.doi.org/10.1242/jeb.150698
http://www.ncbi.nlm.nih.gov/pubmed/27852753
http://dx.doi.org/10.1093/clinchem/24.1.58
http://dx.doi.org/10.1016/0003-2697(85)90442-7
http://dx.doi.org/10.1371/journal.pone.0146021
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Results 
	MPC1 Expression and Mitochondrial Pyruvate Carrier Inhibition Kinetics 
	Mitochondrial Oxygen Consumption and Mitochondrial Ratios 
	Enzymatic Activities 
	Relative Metabolites Abundance 
	Climbing Assay 

	Discussion 
	Materials and Methods 
	Drosophila 
	MPC1 Expression 
	Mitochondrial Pyruvate Carrier Inhibition 
	Mitochondrial Oxygen Consumption 
	Enzymatic Activities 
	Relative Metabolites Abundance 
	Climbing Assay 
	Statistical Analysis 

	References

