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Simple Summary: This study aims to investigate mitochondrial metabolic differences between
invasive and non-invasive malignant mesotheliomas in order to find new biomarkers for invasive
properties and new potential actionable targets with the goal of improving the diagnosis and treatment
of such tumors, which are highly resistant to current treatments.

Abstract: Cross-species investigations of cancer invasiveness are a new approach that has already
identified new biomarkers which are potentially useful for improving tumor diagnosis and prognosis
in clinical medicine and veterinary science. In this study, we combined proteomic analysis of four
experimental rat malignant mesothelioma (MM) tumors with analysis of ten patient-derived cell
lines to identify common features associated with mitochondrial proteome rewiring. A comparison
of significant abundance changes between invasive and non-invasive rat tumors gave a list of
433 proteins, including 26 proteins reported to be exclusively located in mitochondria. Next, we
analyzed the differential expression of genes encoding the mitochondrial proteins of interest in five
primary epithelioid and five primary sarcomatoid human MM cell lines; the most impressive increase
was observed in the expression of the long-chain acyl coenzyme A dehydrogenase (ACADL). To
evaluate the role of this enzyme in migration/invasiveness, two epithelioid and two sarcomatoid
human MM cell lines derived from patients with the highest and lowest overall survival were studied.
Interestingly, sarcomatoid vs. epithelioid cell lines were characterized by higher migration and
fatty oxidation rates, in agreement with ACADL findings. These results suggest that evaluating
mitochondrial proteins in MM specimens might identify tumors with higher invasiveness. Data are
available via ProteomeXchange with the dataset identifier PXD042942.

Keywords: malignant mesothelioma; metabolism; mitochondria; long-chain specific acyl-CoA
dehydrogenase; fatty acid β-oxidation; biomarker

1. Introduction

The role of mitochondria, at the crossroads of many studies related to cancer invasive-
ness, has been extensively investigated over the last fifteen years [1]. Their involvement
in motility and invasion, microenvironment, plasticity, and colonization was recently re-
viewed [2]. Since the pioneering work of Ishikawa et al. demonstrating the role of mtDNA
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transfer in the acquisition of high metastatic potential [3], cancer cells were shown to
acquire mitochondria from neighboring cells in order to acquire phenotypic characteristics,
including stemness, representing a gain of function for tumors, i.e., enhancing their invasive
properties [4]. The interplay between mitochondrial dynamics and extracellular matrix
(ECM) remodeling was emphasized [5], and the molecular mechanisms linking dysregu-
lated fission/fusion to tumor progression and metastasis were deciphered [6]. Together
with an updated view of the effects of mitochondria dysfunction on tumor glycolysis [7],
these important breakthroughs are having a profound impact on new therapeutic strategies
aiming at overcoming hypoxic and chemorefractory tumors [8]. Finally, the upregulation
of mitochondrial proteins involved both in ATP production and drug resistance [9], and/or
immune-resistance [10] could lead to new therapies. In parallel, all these studies could also
shed light on new biomarkers for better predictions of cancer chemosensitivity [11].

In this context, proteomics-based investigations provide crucial insights into the role of
mitochondrial proteome rewiring [11–13]. The development of high-throughput proteomics
techniques, combined with the use of experimental models of increasing invasiveness, has
led to the identification of new proteins of interest both in rats and humans [14]. Given
this methodological background, in this study, we aim to focus on mitochondrial proteins,
which appear to play an important role in metabolic rewiring and the invasiveness process,
both in experimental tumor models and tumor cells from patients.

2. Materials and Methods
2.1. Collection of Rat Tumor Tissues for Proteomic Analyses

The formalin-fixed paraffin embedded (FFPE) tissue samples used in this study
were collected from the same groups of Fisher F344 rats with four different experimen-
tal mesotheliomas at increasing stages of invasiveness, as previously described [15]. To
generate the tumors, the experimental procedures used for in vivo manipulations at the
Unité Thérapeutique Expérimentale de l’Institut de Recherche en Santé de l’Université
de Nantes (UTE-IRS UN) between 2011 and 2015 followed the European Union guide-
lines for the care and use of laboratory animals in research (approval #01257.03 from
the French Ministry of Higher Education and Research (MESR)). The rats were pur-
chased from Charles River Laboratories (L’Arbresle, 69210, France), and the experiments
were approved by the ethics committee for animal experiments (CEEA) of the Pays de
la Loire Region and registered under the number 2011.38. The non-invasive M5-T2,
mildly invasive F4-T2, moderately invasive F5-T1 and deeply invasive M5-T1 tumors
were collected after intraperitoneal injection of 3 × 106 cells of the corresponding cell
lines (https://technology-offers.inserm-transfert.com/offer/, accessed on 30 January 2023,
recorded as RT00418, RT00419, RT00421 and RT00417, respectively) into syngeneic rats.

2.2. Proteomic Analyses

For each sample analyzed, four or five 20-µm-thick sections of tumor tissue were
scratched with a scalpel and collected in a 1.5-mL Eppendorf® microtube. Next, all the ma-
terial collected was deparaffinized in three successive xylene washes and then rehydrated in
100%, 95%, 70% and 50% ethanol solutions. The pellets were vacuum-dried, and the dried
tissues resuspended in 200 µL of Rapigest SF (Waters, Milford, MA, USA). Dithiothreitol
(AppliChem, Darmstadt, Germany) was then added (5 mM final concentration), and the
samples were incubated in a thermo shaker at 95 ◦C for one hour before being sonicated
twice (ultrasonic processor 75185, Bioblock Scientific, Illkirch, France). Cystein residues
were alkylated by adding 200 mM S-Methyl methanethiosulfonate at 37 ◦C (10 mM final
concentration). Sequencing-grade trypsin was added at a ratio ≥ 2 µg mm−3 tissue (at
37 ◦C overnight). The reaction was stopped with formic acid (9% final concentration, incu-
bation at 37 ◦C for one hour), and the acid-treated samples were centrifuged at 16,000× g
for 10 min. After removing the salts from the supernatant, the peptides were collected
in a new Eppendorf® microtube using C18 STAGE tips, and their concentration finally
determined using the Micro BCA™ Protein Assay Kit (Thermo Fisher Scientific, St Herblain,
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France). The rat spectral library, SWATH-MS analysis, peptide identification, and relative
quantification were performed as previously described [15]. The statistical analysis of the
SWATH data set and peak extraction output data matrix from PeakView were imported
into MarkerView (v.2, AB Sciex Pte, Ltd., Framingham, MA, USA) for data normalization
and relative protein quantification. Proteins with a statistical p-value < 0.05, estimated by
MarkerView, were considered to be differentially expressed under different conditions.

2.3. Histology and Immuno-Histochemical Analyses

The FFPE blocs were cut with a Leica RM2255 microtome (Leica Biosystems, Nussloch,
Germany). Areas of interest for both proteomic and histological analyses were selected
based on examination of sections of all samples stained with hematoxylin phloxine saf-
fron (HPS), scanned on a Nanozoomer 2.0 HT Hamamatsu. For immuno-histochemistry,
tumor sections were stained with anti-ACADL NBP2-92854 polyclonal antibody (Novus
Biologicals, Centennial, CO, USA).

2.4. Chemicals

Cell line culture medium and fetal bovine serum (FBS) were from Invitrogen Life
Technologies (Carlsbad, CA, USA). Cell culture plasticware was from Falcon (Becton
Dickinson, Hongkong, China). A BCA Kit from Sigma Chemical Co. (Saint Louis, MO, USA)
was used to determine protein contents. Reagents for electrophoresis were bought from
Bio-Rad Laboratories. All the other reagents, unless otherwise specified, were purchased
from Sigma Chemical Co.

2.5. Cells

Ten primary human MM cell lines (5 epithelioid and 5 sarcomatoid), obtained dur-
ing diagnostic thoracoscopies, were collected from the S. Antonio e Biagio e Cesare
Arrigo Hospital Biological Bank of Malignant Mesothelioma (Alessandria, Italy) after
obtaining written informed consent. The local Ethics Committees approved the study
(#9/11/2011; #126/2016). Primary MM cells were used until passage 10. Table 1 contains
clinical and pathological data of the MM patients. Primary MM cells were cultured in
HAM’s F12 medium and supplemented with 10% v/v fetal FBS and 100 U/mL penicillin-
100 µg/mL streptomycin.

Table 1. Origin and characteristics of human mesothelioma cell lines.

UNP
(Number) Histotype Gender Age

(Years)
Asbestos
Exposure

First Line of
Treatment

Second
Line of

Treatment

TTP
(Months)

OS
(Months)

1 Epithelioid M 74 Unknown Carbo + Pem No 7 11
2 Epithelioid F 58 Yes Carbo + Pem Pem 6 13
3 Epithelioid M 76 Unknown CisPt + Pem No 3 8
4 Epithelioid M 68 Yes Carbo + Pem Pem 4 9
5 Epithelioid F 84 Yes CisPt + Pem No 7 8
6 Sarcomatoid M 80 Yes Carbo + Pem Trabectedin 3 5
7 Sarcomatoid F 78 Unknown Pem No 4 6
8 Sarcomatoid M 69 Yes Carbo + Pem Trabectedin 7 10
9 Sarcomatoid F 74 Unknown Carbo + Pem No 5 7

10 Sarcomatoid M 78 Yes Carbo + Pem Trabectedin 4 9

UNP: unknown patient; M: male; F: female; Carbo: carboplatin; Pem: pemetrexed; CisPt: cisplatin; TTP: time to
progression; OS: overall survival.

2.6. Immunoblotting

Cells were rinsed with lysis buffer (150 mM NaCl; 1.0% Nonidet P-40; 50 mM Tris-
Cl; pH 7.4), supplemented with the protease inhibitor cocktail, sonicated and centrifuged
(13,000× g, for 10 min at 4 ◦C). Then, 20 µg of proteins were probed with antibodies ACADL
(ab152160, Abcam, Cambridge, UK), GAPDH (sc-47724, Santa Cruz Biotechnology Inc.,
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Dallas, TX, USA) and then with secondary antibodies conjugated with peroxidase (Bio-Rad
Laboratories, Hercules, CA, USA). After washing blots with Tris-buffered saline/Tween
0.01% v/v, blots were developed with enhanced chemiluminescence (Bio-Rad Laboratories)
and visualized using a ChemiDocTM Touch Imaging System device (Bio-Rad Laboratories).

2.7. Mitochondria Isolation

Cells were washed twice with PBS, then lysed in 0.8 mL of mitochondria lysis buffer
(50 mM TRIS, 100 mM KCl, 5 mM MgCl2, 1 mM EDTA and 1.8 mM ATP, pH 7.2) mixed
with protease inhibitor cocktail set III (100 µL). PMSF (100 µL) and NaF (25 µL). Cells
were scraped and collected in an Eppendorf® tube and then sonicated twice for 10 s at
40% power. Subsequently, samples were centrifuged at 2000 rpm for 1 min at 4 ◦C. The
supernatant was collected into a new series of Eppendorf® tubes and centrifuged again at
13,000 rpm for 5 min at 4 ◦C. Pellets containing mitochondria were washed with 0.4 mL of
mitochondria lysis buffer and centrifuged at 13,000 rpm for 5 min at 4 ◦C. Subsequently,
the supernatant was aspirated and the pellets resuspended in 0.2 mL of mitochondria
resuspension buffer (Sucrose 250 mM, K2HPO4 15 mM, MgCl2 2 mM and EDTA 0.5 mM,
pH 7.2). The resuspended mitochondria were then divided into two parts: one part was
used to measure mitochondria protein content using a BCA kit (Sigma, Saint Louis, MO,
USA), and the other was divided into 50 µL aliquots and stored at −80 ◦C until use.

2.8. ETC (Electron Transport Chain from Complex I to Complex III)

The electron transport between complexes I and III was measured in mitochondrial
extracts obtained previously. In particular, 10 µL of mitochondria samples were put in
a 96-well plate, together with 160 µL of buffer A (5 mM KH2PO4, 5 mM of MgCl2, 5%
w/v bovine serum albumin, pH 7.2), 100 µL of buffer B (50 mM KH2PO4, 5 mM MgCl2,
5% w/v serum bovine albumin, 0.05% saponin, pH 7.5) and freshly added 0.12 mM of
cytochrome c-oxidized form and 0.2 mM of NaN3. After waiting 5 min to equilibrate the
plate at room temperature, 30 µL of NADH (0.15 mM and diluted in buffer B) was added
to each well. The reaction then started, and the absorbance was read at 550 nm for 6 min,
with 1 read every 15 s. Considering only the linear part of the curve and calculating results
in accordance with Lambert-Beer equations, the results obtained were expressed as nmoles
of cytochrome C reduced/min/mg mitochondrial protein.

2.9. ATP

ATP quantities were measured following the Sigma-Aldrich protocol 213-579-1. First
50 µL of ATP assay mix (lyophilized powder containing luciferase, luciferin, MgSO4, DTT,
EDTA, BSA and tricine buffer salts, pH 7.8) was added to a vial for 3 min. Then, 50 µL
of sample (mitochondria extract obtained as described in the previous steps) was rapidly
added and the quantity of light was measured in a black 96-well plate in a microplate
reader. The results were expressed as nmols of ATP/mg mitochondrial.

2.10. β-Oxidation of Fatty Acid

Assays were performed using the fatty acid complete oxidation kit (ab222944; Abcam,
Cambridge, UK) as per the manufacturer’s instructions. Cells were plated at 40,000 cells
per well in a 96-well plate with 200 µL of medium per well and left overnight to equilibrate.
The cells were washed twice with prewarmed FA-free measurement media, incubated with
FA measurement media (150 µM FAO-Conjugate; 0.5 mM L-Carnitine) with extracellular
O2 consumption reagent (ab197243; Abcam, Cambridge, UK) and then sealed with mineral
oil. The fluorescence signal was read in a microplate reader (Ex/Em = 380/650 nM). The
results were expressed as pmoles of O2/min.

2.11. Scratch Assay

Cells were plated at 1 × 106 cells per well in a 6-well plate. After 24 h, scratches using
a 20–200 µL pipette tip were made. Cell migration was calculated measuring distance (in
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µM) between the cells at T0 (immediately after the scratch) and T1 (24 h after the scratch)
and dividing it by 24 h. The results were expressed as µM/h.

2.12. Real Time PCR (RT-PCR)

Total RNA was extracted using VWR Life Science RiboZol™ RNA Extraction Reagent
(VWR Life Science, Radnor, PA, USA) and reverse-transcribed using the iScriptTM cDNA
Synthesis Kit (Bio-Rad Laboratories). qRT-PCR was carried out using SYBR Green Super-
mix (Bio-Rad Laboratories). qPrimerDepot software (http://primerdepot.nci.nih.gov/,
accessed on 13 september 2022) was used to obtain the desired PCR primers (Supplemen-
tary Table S1). Gene Expression Quantitation software (Bio-Rad Laboratories) was used to
assess relative gene expression levels.

2.13. Statistical Analysis

All data in the text and figures are provided as means ± SEM. The results were
analyzed using a one-way ANOVA and Tukey test. p < 0.05 was considered significant.

3. Results
3.1. Mitochondrial Biomarkers Involved in the Acquisition of Invasiveness in Rat Mesotheliomas

To identify a set of mitochondrial proteins involved in the acquisition of tumor in-
vasiveness, we analyzed the proteomes of four experimental models of mesothelioma
grown in immunocompetent F344 rats presenting increasing stages of invasiveness. For
each tumor type, 1300 proteins were detected, and the comparison of abundance levels for
the three invasive tumors ((1) mildly invasive F4-T2, (2) moderately invasive F5-T1 and
(3) deeply invasive M5-T1)) versus (4) the noninvasive tumor M5-T2 (Figure 1) produced a
list of 433 proteins satisfying the condition p < 0.05. The full list of genes encoding these
proteins, together with their full names, is given in Supplementary Table S2.
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In a second step, the subcellular extracellular locations of these proteins were recorded
on https://www.proteinatlas.org (accessed on 29 September 2022), and 36 proteins exclu-
sively or mainly located in mitochondria were identified. A list of mitochondrial proteins
exhibiting significant abundance changes (increase or decrease in [1 + 2 + 3] vs. 4) is shown
in Table 2.

Table 2. Mitochondrial proteins exhibiting significant abundance changes (p < 0.05) in the three
invasive rat malignant mesothelioma tumors relative to the non-invasive tumor. # According to
www.uniprot.org for Rattus norvegicus. * Protein location not restricted to mitochondria. ↑ Increased
abundance, ↓ decreased abundance.

Code # Gene # Full Name # [1 + 2 + 3]
vs. 4

ACADL Acadl Long-chain specific acyl-CoA dehydrogenase, mitochondrial ↑
AL7A1 * Aldh7a1 Alpha-aminoadipic semialdehyde dehydrogenase ↑
ATP5H Atp5h ATP synthase subunit d, mitochondrial ↑
ATPO Atp5o ATP synthase subunit O, mitochondrial ↑

BCAT2 * Bcat2 Branched-chain-amino-acid aminotransferase, mitochondrial ↑
COX2 Mtco2 Cytochrome c oxidase subunit 2 ↑

COX5B Cox5b Cytochrome c oxidase subunit 5B, mitochondrial ↑
CX6C2 Cox6c2 Cytochrome c oxidase subunit 6C-2 ↑
EFTU Tufm Elongation factor Tu, mitochondrial ↑
HCD2 Hsd17b10 3-hydroxyacyl-CoA dehydrogenase type-2 ↑
IDH3A Idh3a Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial ↑
IDH3B Idh3b Isocitrate dehydrogenase [NAD] subunit beta, mitochondrial ↑
KAD2 Ak2 Adenylate kinase 2, mitochondrial ↑

MDHM Mdh2 Malate dehydrogenase, mitochondrial ↑
MYG1 * Myg1 UPF0160 protein MYG1, mitochondrial ↑
OAT * Oat Ornithine aminotransferase, mitochondrial ↑
PHB Phb Prohibitin ↑

PHB2 Phb2 Prohibitin-2 ↑
SSBP Ssbp1 Single-stranded DNA-binding protein, mitochondrial ↑

TRAP1 Trap1 Heat shock protein 75 kDa, mitochondrial ↑
ACADS Acads Short-chain specific acyl-CoA dehydrogenase, mitochondrial ↓
ACON Aco2 Aconitate hydratase, mitochondrial ↓
CISY * Cs Citrate synthase, mitochondrial ↓

DECR * Decr1 2, 4 dienoyl-CoA reductase, mitochondrial ↓
GSTP1 * Gstp1 Glutathione S-transferase P ↓
HCDH Hadh Hydroxyacyl-CoA dehydrogenase, mitochondrial ↓
IVD * Ivd Isovaleryl-CoA dehydrogenase, mitochondrial ↓

MGST1 * Mgst1 Microsomal glutathione S-transferase 1 ↓

ODO2 Dlst Dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate
dehydrogenase complex, mitochondrial ↓

PRDX3 Prdx3 Thioredoxin-dependent peroxide reductase, mitochondrial ↓
RMD3 * Rmdn3 Regulator of microtubule dynamics protein 3 ↓
S10AA S100a10 Protein S100-A10 ↓
SUOX Suox Sulfite oxidase, mitochondrial ↓
THTM Mpst 3-mercaptopyruvate sulfurtransferase ↓
THTR Tst Thiosulfate sulfurtransferase ↓

TIM9 Timm9 Mitochondrial import inner membrane translocase
subunit Tim9 ↓

Twenty-six proteins were reported to be exclusively located in mitochondria, including
17 concerned with the most dramatic changes (13 increased and 4 decreased, with p < 0.01)
and involved in 11 main biological functions. Among the proteins increasing in abundance
with invasiveness, two were involved in fatty acid β-oxidation (FAO), encoded by Acadl [16]
and Hsd17b10 (Table 1 and Figure 2A) [17], and one in adenine nucleotide metabolism
(encoded by Ak2) [18]. This list also included two subunits of ATP synthase, with the
first being one of the F0 membrane-spanning components (proton channel) (encoded by

https://www.proteinatlas.org
www.uniprot.org
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Atp5h) [19] and the second being part of the connector linking the F1 catalytic core to
F0 (encoded by Atp5o) [20]. Other increased proteins corresponded to two subunits of
the cytochrome c oxidase (encoded by Mtco2, Cox5b, Cox6c2) [21], a chaperone regulating
cellular stress responses (encoded by Trap1), two subunits of the isocitrate dehydrogenase
(encoded by Idh3a and Idh3b) [22] and the malate dehydrogenase (encoded by Mdh2) [23],
and two mitochondrial scaffolding/chaperone proteins (encoded by Phb and Phb2) [24].
The last two increased proteins participate in protein translation in mitochondria and
contribute to mitochondrial genome stability and biogenesis (encoded by Tufm and Ssbp1,
respectively) [25,26]. Of the four main proteins decreasing in abundance with invasiveness,
two represented enzymes of sulfur metabolism (encoded by Suox and Mpst) [27], one was
a peroxide reductase playing a role in protection against oxidative stress (encoded by
Prdx3) [28] and the other modulated ion channels and receptors (encoded by S100a10) [29].
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norvegicus) are put in upper case and bold, and gene names in italics.

Of the enzymes involved in mitochondrial FAO and detected in proteomic analyses,
the long-chain acyl coenzyme A dehydrogenase (encoded by Acadl) exhibited the most
dramatic changes, with a significant increase being observed for each individual invasive
tumor (1 vs. 4, 2 vs. 4, 3 vs. 4) (Figure 2A). Another enzyme in this metabolic pathway,
also involved in branched-amino acid catabolism and encoded by Hsd17b10, exhibited a
similar pattern of increase with invasiveness (Figure 2A). Conversely, for two additional
enzymes in this pathway (encoded by Acads, and Hadh), invasiveness was associated with
a decrease, while no significant change was observed for each individual comparison, i.e.,
1 vs. 4, 2 vs. 4, and 3 vs. 4 for ACADS (Figure 2A).

The evolution in ACADL and HCD2 levels was associated with a parallel increase
in two subunits of ATP synthase (Figure 2B) and three subunits of cytochrome oxidase
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(Figure 2C), suggesting a link with ATP production and flux within the electron transport
chain. A similar increased level of two enzymes in the tricarboxylic cycle, i.e., malate
dehydrogenase 2 and isocitrate dehydrogenase, also tended to demonstrate its involvement
in the invasiveness process (Figure 2D).

3.2. Immuno-Histochemical Study of ACADL Distribution in Rat Tumors

Examination of ACADL expression by IHC in the four tumor models revealed pro-
nounced differences with the level of invasiveness. The non-invasive tumor (M5-T2) was
characterized by the absence of staining (Figure 3A). In contrast, the mildly invasive F4-T2
(Figure 3B) and moderately invasive F5-T1 (Figure 3C) tumors exhibited a weak, homo-
geneous distribution of ACADL expression within the tumor tissues. The most striking
feature was the strong staining observed in the deeply invasive M5-T1 tumor (Figure 3D).
Moreover, ACADL expression appeared heterogeneous within the tumor, with some areas
showing intense staining in external parts of the tumor, as shown on high magnification
views (Figure 3E).
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Figure 3. Distribution of ACADL expression in rat mesothelioma tumors. (A–D) Comparison
of overall IHC staining with increasing invasiveness, ×400 (the scale bars represent 50 µm).
(E) Magnifications of areas of intense staining in the most aggressive, M5-T1 tumor (the scale bars
represent 25 µm).



Cancers 2023, 15, 3044 9 of 17

3.3. Fatty Acid β-Oxidation Supports Cell Invasiveness in Human Primary Mesothelioma
Cell Lines

Next, to determine whether our findings on rat mesothelioma tumors could be con-
firmed in human malignant mesothelioma (MM), we analyzed the differential expression of
genes encoding the different mitochondrial proteins of interest listed above (in Section 3.1,
Table 1) in five primary sarcomatoid and five primary epithelioid mesothelioma cell lines.
Interestingly, the most impressive increase was observed in the expression of ACADL.
Other highly expressed genes in sarcomatoid mesothelioma cell lines were two ATP syn-
thase subunits (ATP5H, ATPO), MTCO2, COX5B, COX 6C2, IDH3A, IDH3B and TIMM9
(Figure 4A). These findings confirm proteomic data obtained in rat tumors. To evaluate the
role of ACADL in the migration/invasiveness of mesothelioma cells, we chose two primary
epithelioid mesothelioma cell lines (UP1, UP2) and two primary sarcomatoid mesothelioma
cell lines (UP 6, UP 7) derived from patients with the highest and lowest OS, respectively
(Table 1), which were therefore indicative of higher or lower invasive properties. In agree-
ment with this finding, primary mesothelioma cells were characterized by low and high
migration rates, respectively (Figure 4B,C). Migration of primary mesothelioma cells, eval-
uated with a scratch assay, was inhibited by addition of etomoxir, a drug that blocks FAO
(Figure 4B,C). Primary sarcomatoid mesothelioma cell lines have higher expression of
ACADL mRNA (Figure 5A) and protein (Figure 5B), accompanied by higher activity of
FAO in comparison with epithelioid mesothelioma cell lines (Figure 6A). Etomoxir did not
change ACADL expression (Figure 5A,B) but it functionally inhibited FAO in the primary
sarcomatoid mesothelioma cell lines (Figure 6). A higher FAO rate (Figure 6A) fuels the
electron transport chain, which works faster (Figure 6B) and causes higher ATP produc-
tion (Figure 6C). In addition to higher FAO, primary sarcomatoid mesothelioma cell lines
have more active mitochondrial respiratory complexes and produce more ATP. All these
metabolic processes are inhibited by etomoxir (Figure 6). Altogether, these data confirm
that FAO supports ATP production through electron transport chain activity, providing
energy for cell migration/invasiveness in sarcomatoid mesothelioma tumors.
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cells. (A) Mitochondrial gene expression in 10 primary MM cell lines (Table 1) derived from two
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different histopathological subtypes, i.e., epithelioid (EPI, n = 5) and sarcomatoid (SAR, n = 5), was
analyzed with real time PCR. Data are expressed as relative mean fold increase SAR vs. EPI MM
cells. (B,C) MPM epithelioid (EPI UP1 and EPI UP2), and sarcomatoid (SAR UP6 and SAR UP7)
cells were grown to confluence, then scratched and incubated for 24 h in fresh medium (CTRL) or
medium with 10 µM of etomoxir (ETOM). (B) Representative bright-field images immediately after
the scratch and after 24 h. (C) Cell migration. Data are presented as means ± SEM (n = 3). * p < 0.05,
*** p < 0.001: ETOM treated cells vs. CTRL cells; # p < 0.05, ### p < 0.001: SAR cells vs. EPI cells. Scale
bar is 100 µm.
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Figure 5. Sarcomatoid MPM cells have higher expression of ACADL compared with epithelioid
MM cells. Primary MM cells derived from two different histopathological subtypes, i.e., epithelioid
(EPI UP1 and UP2) and sarcomatoid (SAR UP6 and UP7), were incubated in fresh medium (CTRL),
or in medium with 10 µm of etomoxir (ETOM) for 24 h then used for measurements. (A) ACADL
mRNA levels were measured with RT-PCR, in triplicate. Data are presented as means ± SEM (n = 3).
### p < 0.001: SAR cells vs. EPI cells. (B) ACADL protein was measured with immunoblotting in
primary MM cell lines. GAPDH was used as a loading control. The figure is representative of one out
of three experiments with similar results. The uncropped blots and molecular weight markers are
shown in Supplementary Figure S1.
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Figure 6. Sarcomatoid MM cells have more active mitochondrial metabolism compared with ep-
ithelioid MM cells. Primary MM cells derived from two different histopathological subtypes, i.e.,
epithelioid (EPI UP1 and UP2) and sarcomatoid (SAR UP6 and SAR UP7), were grown in fresh
medium (CTRL) or in medium with 10 µM of etomoxir for 24 h and then used for the following analy-
sis. (A) Fatty acid β-oxidation was measured with fluorimetric assay in triplicate. Data are presented
as means ± SEM (n = 3). *** p < 0.001: ETOM treated cells vs. CTRL cells; # p < 0.05, ### p < 0.001:
SAR cells vs. EPI cells. (B) The electron flux between Complex I and III was measured spectrophoto-
metrically in triplicate. Data are expressed as means ± SEM (n = 3). * p < 0.05, *** p < 0.001: ETOM
treated cells vs. CTRL cells, ### p < 0.001: SAR cells vs. EPI cells. (C) ATP release was measured
with a chemiluminescence-based assay in duplicate. Data are expressed as means ± SEM (n = 3).
* p < 0.05, *** p < 0.001: ETOM treated cells vs. CTRL cells; # p < 0.05, ### p < 0.001: SAR cells vs.
EPI cells.
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4. Discussion

Cross-species investigations have provided new insights into universal mechanisms
in biology, improving, for example, our understanding of oncogenic signatures in breast
cancer development in humans and dogs [30]. Applied to proteomic analyses in cancer,
common biomarkers of invasiveness have been identified in rat and human mesothe-
liomas [14]. Genomic analyses have also pointed to markers which are useful for the
diagnosis and prognosis of hepatocellular carcinomas in both species [31]. To date, cross-
species comparisons of important findings relevant to mitochondria have been very limited,
focusing, for example, on detecting heteroplasmy [32]. In this study, we identified several
biomarkers of interest that appear to play an important role in metabolic rewiring and
invasiveness in both human and rat mesotheliomas.

As biosynthetic hubs, mitochondria consume a variety of different fuels to generate
energy in the form of ATP for cancer cells, where fatty acid oxidation plays an important
role [33]. Although most cancer researchers initially focused on glycolysis, glutaminolysis
and fatty acid synthesis, the relevance of fatty acid oxidation in the metabolic repro-
gramming of cancer cells was extensively reviewed 10 years ago, and its role in NADPH
production was emphasized [34]. Linked to this statement, our results revealed a consis-
tent finding regarding the FAO enzyme ACADL, observed both in humans and rats, and
associated with the acquisition of invasive properties, i.e., higher expression of ACADL
was initially found to be positively correlated to prostate cancer progression [35].

Our data also agreed with the work of Yu et al. showing that ACADL was overex-
pressed both in cell lines and clinical specimens, being related to esophageal squamous
cell carcinoma progression and poor prognosis [16]. Another close FAO enzyme, which
is encoded by HSD17B10, is also involved in branched amino acid catabolism and steroid
metabolism. Our data are in line with previously published reports emphasizing its up-
regulation in invasive tumors. For example, Salas et al. showed its predictive value in the
response to chemotherapy in osteosarcomas [17]. Its overexpression also accelerated cell
growth, enhanced cell respiration and increased cellular resistance to cell death in pheochro-
mocytoma [36]. Finally, and even more interestingly, Condon et al. found that HSD17B10
was one of the six genes impacting the mTORC1 pathway [37], which is dysregulated and
activated in cancer cells to drive survival, neovascularization and invasion [38].

Interestingly, the increased β-oxidation rate, electron flux and ATP production ob-
served in human sarcomatoid mesothelioma cell lines were all consistent with the increased
expression of ATP synthase subunits, cytochrome c oxidase subunits, abundance changes in
these proteins in rat tumors, and with our observations concerning the long-chain acyl coen-
zyme A dehydrogenase. Fiorillo et al. have highlighted the fact that ATP-high cancer cells
are phenotypically the most aggressive, with enhanced stem-like properties, multi-drug
resistance potential and an increased capacity for cell migration, invasion and metastasis [9].
Wang et al. also pointed out that high ATP expression was linked to poor prognosis in
glioblastoma, clear cell renal cell carcinoma and ovarian, prostate, and breast cancers [39].
Moreover, an additional role of ATP synthase in the formation of the permeability transition
pore (PTP) was also recently reported as representing a mechanism controlling tumor cell
death [40]. In this process, our findings also tend to confirm the important role of the
subunit d of ATP synthase (encoded by (Atp5h/ATP5H), linked to the work by Chang et al.,
who reported the involvement of the overexpression of this subunit in venous invasion,
distant metastasis of colon cancer and, finally, poor survival [41].

Within the enzymes of mitochondrial metabolism involved in cancer progression,
besides isocitrate dehydrogenase and malate dehydrogenase, subunits of the cytochrome c
oxidase (complex IV of the respiratory chain) such as COX5B have also been reported [42].
Our results agreed with previously published literature on the impact of its high expression
on tumor invasiveness and poor prognosis in patients with breast cancer [43]. More recently,
further insights have confirmed its tremendous role as a growth-promoting gene, both
in hepatoma [44] and colorectal cancer [45]. Interestingly, the combined upregulation of
COX5B and ATP5H was also reported by Yusenko et al. in renal oncocytomas [19]. Another
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subunit of the cytochrome c oxidase, COX6C, also upregulated in relation to invasiveness in
our study, appeared to be differentially expressed in various cancers [46]. Notably, Jang et al.
detected it in extracellular vesicles (EV) in the plasma of metastatic melanoma and ovarian
and breast cancer patients, suggesting that the classic EV production and mitochondrial
pathways are interconnected [47]. In that study, an additional crucial observation was the
presence of another inner mitochondrial membrane protein in these EVs [47], encoded by
MTCO2. These breakthroughs are consistent with both the increased abundance of SODM
and the expression of this gene that we found in the most invasive rat tumors as well as in
human mesothelioma cell lines. Linked to the tremendous increase in ACADL, the greater
abundance and expression of the two subunits of isocitrate dehydrogenase tend to confirm
previous observations regarding the central role of the TCA cycle in metabolic reprogram-
ming and tumor invasiveness. Laurenti and Tennant have previously reviewed the impact
of its dysregulation in cancers in association with hypoxia and increased intracellular levels
of ROS [48]. Moreover, as shown by Zeng et al., the aberrant expression of IDH3A, which
represented an upstream activator of HIF-1, promoted tumor growth and angiogenesis in
various cancer types [22].

In addition to the dramatic changes observed in ACADL associated with tumor
invasiveness, we also identified another protein involved in the mitochondrial translation
machinery, i.e., TUFM. This observation, which is consistent with the higher abundance
and expression of proteins involved in mtDNA maintenance, may be relevant to data
from several existing reports. For example, Cruz et al. found this protein in a list of five
candidate biomarkers of drug-resistant ovarian cancer [49]. Interestingly, the mitochondrial
translation pathway is required for increased electron transport chain activity [50], and
its inhibition plays a part in sensitizing renal cell carcinoma to chemotherapy [25]. Chatla
et al. demonstrated that TUFM was required for increased mitochondrial biosynthesis [51].
Moreover, the authors of that work suggested the existence of a link with another elevated
mitochondrial protein found in our study, i.e., encoded by ALDH7A1. ALDH7A1 is an
enzyme which mechanistically appeared to provide cells with protection against various forms
of stress through multiple pathways [52]. It is involved in stem cell pathways [53,54], and
the link between its high expression and tumor invasiveness has been clearly established
through the works of van den Hoogen et al. [55] and Giacalone et al. [56] in prostate
cancer and lung cancer, respectively. Interestingly, in good agreement with our findings,
Lee et al. also demonstrated its relationship with lipid catabolism as an energy source
in pancreatic cancer cells [57]. ALDH7A1 was first known as antiquitin; the study of its
subcellular localization revealed its presence in cytosol in addition to mitochondria [58].
Finally, an intriguing feature of this enzyme, which resonates with the latter observation,
was presented in a recent work by Babbi et al., i.e., the central role played by this protein,
which is also present in the nucleus, is to interact with 23 other proteins in IntAct and 62 in
BioGRID, while ALDH7A1 represents one of the most frequent genes in KEGG metabolic
pathways [59].

5. Conclusions

In conclusion, starting from a proteomic approach and following on with ad hoc bio-
logical validation, we identified significant differences between non-invasive and invasive
mesotheliomas, developed in both rats and patient-derived cells, in terms of the expression
of mitochondrial proteins. This suggests that mitochondrial activity plays an important role
in cancer. In particular, ACADL and subunits of ATP synthase are highly expressed in inva-
sive rat mesotheliomas, as well as in more aggressive human sarcomatoid mesothelioma
cells, which have more active FAO, electron chain transport and ATP synthesis, supporting
their growth and invasiveness. Evaluating mitochondrial proteins in MM specimens might
help to identify tumors with higher invasiveness and new potential targets that could be
explored to improve the treatment of this disease.
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Supplementary Table S1. Primers for gene expression analysis. 

Gene Forward sequence Reverse sequence 

ACADL TGCAATAGCAATGACAGAGCC CGCAACTACAATCACAACATCAC 

ALDH7A1 ATGGCAAGCCCTATGTCATCT CCGTGGTACTTATCAGCCCA 

ATP5H GCTGGGCGAAAACTTGCTCTA CCAGTCGATAGCTGGTGGATT 

ATPO ATTGAAGGTCGCTATGCCACA GCTTTTCACTTTAATGGAACGCT 

BCAT2 CGCTCCTGTTCGTCATTCTCT CCCACCTAACTTGTAGTTGCC 

MTCO2 ACAGATGCAATTCCCGGACGTCTA GGCATGAAACTGTGGTTTGCTCCA 

COX5B TGTGAAGAGGACAATACCAGCG CCAGCTTGTAATGGGCTCCAC 

COX6C2 TGTTGGCTGCTGCGTCACATTC CAGAATCTTCCAGGTCCTCGCTCC 

TUFM GGGGCTAAGTTCAAGAAGTACG CACATGAGCCGCATTGATGG 

HSD17B10 TGGCGGTAATAACCGGAGGA ACAGTTGACAGCTACATCCACA 

IDH3A CCCGCGTGGATCTCTAAGG AATTTCTGGGCCAATACCATCTC 

IDH3B GAGCCAAGTCTCAGCGGATT GGGCATCACAAGCACATCAAA 

AK2 GCAGAACCCGAGTATCCTAAAGG TTCCCAGCATCCATAGTTGCC 

MDH2 TCGGCCCAGAACAATGCTAAA GCGGCTTTGGTCTCGATGT 

MYG1 ACAATGGCACCTTCCACTGCGA ACCACGATGTCACAGGAAGCGA 

OAT TGGACCATTTATGCCGGGATT GCTTCACCCTGAATTGGTTCT 

PHB GACCACGTAATGTGCCAGTCA  CATCATAGTCCTCTCCGATGCT 

PHB2 GTGCGCGAATCTGTGTTCAC GATAATGGGGTACTGGAACCAAG 

SSBP1 TGAGTCCGAAACAACTACCAGT CCTGATCGCCACATCTCATTAG 

TRAP1 AGGACGACTGTTCAGCACG CCGGGCAACAATGTCCAAAAG 

ACADS GATGGCAAATGTAGACCCTACC AAGGCCCGGAGTATCACGA 

ACO2 GAGCGAGGCAAGTCGTACC GGCTTCAATCAGATGGTCACAG 

CS TGCTTCCTCCACGAATTTGAAA  CCACCATACATCATGTCCACAG 

DECR1 TCTTCAAAAAGCGATGCTACCA CTATCACGCACTGAGCACCT 

GSTP1 CCCTACACCGTGGTCTATTTCC CAGGAGGCTTTGAGTGAGC 

HCDH ATATGCCGCAATTTTACAGGGT ACCTGCAATAAAGCAGCCTGG 

IVD GCTGACCTGTTGAGTGAGGC TCGGTGAGCGTCTTGGTCTTA 

MGST1 ATGACAGAGTAGAACGTGTACGC TACAGGAGGCCAATTCCAAGA 

DLST GAACTGCCCTCTAGGGAGAC AACCTTCCTGCTGTTAGGGTA 

PRDX3 GGCCTGTCTGAGTGTTAATGATG GGAGCCGAACCTTGCCTTC 

RMDN3 CCAGCGATGGAAACGGACC GGGATCTGAAGTCTGCGTATAGT 

S100A10 GGCTACTTAACAAAGGAGGACC GAGGCCCGCAATTAGGGAAA 

SUOX ACTCAAGTCAATCCCCTCAAGG GCTGGAGTTATCACCAGAGAAGG 

MPST CGCCGTGTCACTGCTTGAT CAGGTTCAATGCCGTCTCG 

TST ACTTCACCAGACCAAGGAGAT CCGACAGCATTTCCACAATTTT 

TIMM9 AGAGACCTGCTTTTTGGACTGTG CCTGAAATCTCATGGATATTCTTTG 

 



Proteins with increased abundance (I)
Code Gene Full name

A16A1 Aldh16a1 I Aldehyde dehydrogenase family 16 member A1
AAPK1 Prkaa1 I 5'-AMP-activated protein kinase catalytic subunit alpha-1
AASD1 Aarsd1 I Alanyl-tRNA editing protein Aarsd1
ACADL Acadl I Long-chain specific acyl-CoA dehydrogenase, mitochondri
ADRM1 Adrm1 I Proteasomal ubiquitin receptor ADRM1

AIP Aip I AH receptor-interacting protein
AL7A1 Aldh7a1 I Alpha-aminoadipic semialdehyde dehydrogenase
ALDOA Aldoa I Fructose-bisphosphate aldolase
ANXA4 Anxa4 I Annexin A4
ANXA5 Anxa5 I Annexin A5
ARFG3 Arfgap3 I ADP-ribosylation factor GTPase-activating protein 3
ATAD3 Atad3 I ATPase family AAA domain-containing protein 3
ATP5H Atp5h I ATP synthase subunit d, mitochondrial
ATPO Atp5o I ATP synthase subunit O, mitochondrial
BAF Banf1 I Barrier-to-autointegration factor

BCAT2 Bcat2 I Branched-chain-amino-acid aminotransferase, mitochond
CAPG Capg I Macrophage-capping protein
CATC Ctsc I Dipeptidyl peptidase 1
CGL Cth I Cystathionine gamma-lyase

CL043 ? I Uncharacterized protein C12orf43 homolog
CO1A2 Col1a2 I Collagen alpha-2(I) chain
CO3A1 Col3a1 I Collagen alpha-1(III) chain
COX2 Mtco2 I Cytochrome c oxidase subunit 2

COX5B Cox5b I Cytochrome c oxidase subunit 5B, mitochondrial
CSPG4 Cspg4 I Chondroitin sulfate proteoglycan 4
CX6C2 Cox6c2 I Cytochrome c oxidase subunit 6C-2
CYB5 Cyb5a I Cytochrome b5 type B
DC1I2 Dync1i2 I Cytoplasmic dynein 1 light intermediate chain 2
DCTN4 Dctn4 I Dynactin subunit 4
DESM Desm I Desmin
DJB11 Dnajb11 I DnaJ homolog subfamily B member 11
DKC1 Dkc1 I H/ACA ribonucleoprotein complex subunit 4
DPYL2 Dpysl2 I Dihydropyrimidinase-related protein 2
DPYL3 Dpysl3 I Dihydropyrimidinase-related protein 3
DYN2 Dnm2 I Dynamin-2
EF1A1 Eef1a1 I Elongation factor 1-alpha 1
EFHD2 Efhd2 I EF-hand domain-containing protein D2
EFTU Tufm I Elongation factor Tu, mitochondrial
EIF3G Eif3g I Eukaryotic translation initiation factor 3 subunit G
ELAV1 Elavl1 I ELAV-like protein 1
EMD Emd I Emerin

EPDR1 Epdr1 I Mammalian ependymin-related protein 1
ERP29 Erp29 I Endoplasmic reticulum resident protein 29
FAF2 Faf2 I FAS-associated factor 2

FETUA Ahsg I Alpha-2-HS-glycoprotein
FINC Fn1 I Fibronectin
FRIL1 Ftl1 I Ferritin light chain 1

FUBP1 Fubp1 I Far upstream element-binding protein 1



FUBP2 Khsrp I Far upstream element-binding protein 2
FUT11 Fut11 I Alpha-(1, 3)-fucosyltransferase 11

G3P Gapdh I Glyceraldehyde-3-phosphate dehydrogenase
GELS Gsn I Gelsolin

GLRX1 Glrx I Glutaredoxin-1
GOLI4 Golim4 I Golgi integral membrane protein 4
GPX1 Gpx1 I Glutathione peroxidase 1
GSHR Gsr I Glutathione reductase
GYS1 Gys1 I Glycogen [starch] synthase, muscle
H14 Hist1h1e I Histone H1.4
H15 Hist1h1b I Histone H1.5
H2AJ H2afj I Histone H2A.J
H2B1 I Histone H2B type 1
H31 I Histone H3.1

HB2B RT1-Bb I Rano class II histocompatibility antigen, B-1 beta chain
HCD2 Hsd17b10 I 3-hydroxyacyl-CoA dehydrogenase type-2

HMGB2 Hmgb2 I High mobility group protein B2
HN1 Hn1 I Hematological and neurological expressed 1 protein

HNRPC Hnrnpc I Heterogeneous nuclear ribonucleoprotein C
HNRPF Hnrnpf I Heterogeneous nuclear ribonucleoprotein F
HNRPM Hnrnpm I Heterogeneous nuclear ribonucleoprotein M
HP1B3 Hp1bp3 I Heterochromatin protein 1-binding protein 3
HSP7C Hspa8 I Heat shock cognate 71 kDa protein
HSPB1 Hspb1 I Heat shock protein beta-1
HXK3 Hk3 I Hexokinase-3
ICAL Cast I Calpastatin

IDH3A Idh3a I Isocitrate dehydrogenase [NAD] subunit alpha, mitochond
IDH3B Idh3b I Isocitrate dehydrogenase [NAD] subunit beta, mitochond
IF2A Eif2s1 I Eukaryotic translation initiation factor 2 subunit 1

IF4A3 Eif4a3 I Eukaryotic translation initiation factor 4A-III
IF4H Eif4h I Eukaryotic translation initiation factor 4H
IF6 Eif6 I Eukaryotic translation initiation factor 6
IKIP Ikbip I Inhibitor of nuclear factor kappa-B kinase-interacting prot

IMDH2 Impdh2 I Inosine-5'-monophosphate dehydrogenase 2
KAD2 Ak2 I Adenylate kinase 2, mitochondrial
KDEL2 Kdelc2 I KDEL motif-containing protein 2
KPYM Pkm I Pyruvate kinase PKM
LDHA Ldha I L-lactate dehydrogenase A chain
LEG3 Lgals3 I Galectin-3
LMNA Lmna I Prelamin-A/C
LRC59 Lrrc59 I Leucine-rich repeat-containing protein 59
LTOR1 Lamtor1 I Ragulator complex protein LAMTOR1
MAP1S Map1s I Microtubule-associated protein 1S
MBB1A Mybbp1a I Myb-binding protein 1A
MDHM Mdh2 I Malate dehydrogenase, mitochondrial
METK2 Mat2a I S-adenosylmethionine synthase isoform type-2
MRC2 Mrc2 I C-type mannose receptor 2
MVP Mvp I Major vault protein

MYG1 Myg1 I UPF0160 protein MYG1, mitochondrial
NCLN Ncln I Nicalin



NDRG1 Ndrg1 I Protein NDRG1
NEUA Cmas I N-acylneuraminate cytidylyltransferase
NSF Nsf I Vesicle-fusing ATPase

NU153 Nup153 I Nuclear pore complex protein Nup153
NU155 Nup155 I Nuclear pore complex protein Nup155
NUP53 Nup35 I Nucleoporin NUP53
NUP93 Nup93 I Nuclear pore complex protein Nup93

OAT Oat I Ornithine aminotransferase, mitochondrial
OGT1 Ogt I UDP-N-acetylglucosamine--peptide N-acetylglucosaminylt    
P4HA1 P4ha1 I Prolyl 4-hydroxylase subunit alpha-1
PARP1 Parp1 I Poly [ADP-ribose] polymerase 1
PDIA4 Pdia4 I Protein disulfide-isomerase A4

PGAM1 Pgam1 I Phosphoglycerate mutase 1
PGK1 Pgk1 I Phosphoglycerate kinase 1
PHB Phb I Prohibitin

PHB2 Phb2 I Prohibitin-2
PLOD1 Plod1 I Procollagen-lysine, 2-oxoglutarate 5-dioxygenase 1
PLP2 Plp2 I Proteolipid protein 2

PLRKT Plgrkt I Plasminogen receptor (KT)
PRAF3 Arl6ip5 I PRA1 family protein 3
PRP6 Prpf6 I Pre-mRNA-processing factor 6
PSA1 Psma1 I Proteasome subunit alpha type-1
PSA3 Psma3 I Proteasome subunit alpha type-3

PSB10 Psmb10 I Proteasome subunit beta type-10
PSD11 Psmd11 I 26S proteasome non-ATPase regulatory subunit 11
PUF60 Puf60 I Poly(U)-binding-splicing factor PUF60
PUR9 Atic I Bifunctional purine biosynthesis protein PURH
QKI Qki I Protein quaking

RAB31 Rab31 I Ras-related protein Rab-31
RL29 Rpl29 I 60S ribosomal protein L29
RRS1 Rrs1 I Ribosome biogenesis regulatory protein homolog
RS14 Rps14 I 40S ribosomal protein S14
RS17 Rps17 I 40S ribosomal protein S17
RS18 Rps18 I 40S ribosomal protein S18
RS25 Rps25 I 40S ribosomal protein S25
RS30 Rps30 I 40S ribosomal protein S30
RS5 Rps5 I 40S ribosomal protein S5

RSSA Rpsa I 40S ribosomal protein SA
RTCB Rtcb I tRNA-splicing ligase RtcB homolog

S10A4 S100a4 I Protein S100-A4
S10A6 S100a6 I Protein S100-A6
SARNP Sarnp I SAP domain-containing ribonucleoprotein
SC22B Sec22b I Vesicle-trafficking protein SEC22b
SC31A Sec31a I Protein transport protein Sec31A
SCPDL Sccpdh I Saccharopine dehydrogenase-like oxidoreductase
SFXN3 Sfxn3 I Sideroflexin-3
SMC3 Smc3 I Structural maintenance of chromosomes protein 3
SPRE Spr I Sepiapterin reductase

SRPRB Srprb I Signal recognition particle receptor subunit beta
SRSF2 Srsf2 I Serine/arginine-rich splicing factor 2



SRSF6 Srsf6 I Serine/arginine-rich splicing factor 6
SSBP Ssbp1 I Single-stranded DNA-binding protein, mitochondrial

STABP Stambp I STAM-binding protein
SYRC Rars I Arginine--tRNA ligase, cytoplasmic

TAGL2 Tagln2 I Transgelin-2
TALDO Taldo1 I Transaldolase
TBCA Tbca I Tubulin-specific chaperone A
TBG1 Tubg1 I Tubulin gamma-1 chain
TOIP1 Tor1aip1 I Torsin-1A-interacting protein 1
TPIS Tpi1 I Triosephosphate isomerase

TPM3 Tpm3 I Tropomyosin alpha-3 chain
TPR Tpr I Nucleoprotein TPR

TR150 Thrap3 I Thyroid hormone receptor-associated protein 3
TRAP1 Trap1 I Heat shock protein 75 kDa, mitochondrial
TWF1 Twf1 I Twinfilin-1
UBA1 Uba1 I Ubiquitin-like modifier-activating enzyme 1

UGGG1 Uggt1 I UDP-glucose:glycoprotein glucosyltransferase 1
VAMP8 Vamp8 I Vesicle-associated membrane protein 8
VATB2 Atp6v1b2 I V-type proton ATPase subunit B, brain isoform
WBP11 Wbp11 I WW domain-binding protein 11
WDR81 Wdr81 I WD repeat-containing protein 81
WIPF1 Wipf1 I WAS/WASL-interacting protein family member 1
WNK1 Wnk1 I Serine/threonine-protein kinase WNK1
YBOX1 Ybx1 I Nuclease-sensitive element-binding protein 1
ZCCHV Zc3hav1 I Zinc finger CCCH-type antiviral protein 1







Proteins with decreased abundance (D)
Code Gene Full name

02-Sep Sep-02 D Septin-2
07-Sep Sep-07 D Septin-7
11-Sep Sep-11 D Septin-11
1433E Ywhae D 14-3-3 protein epsilon
1433F Ywhah D 14-3-3 protein eta
1433G Ywhag D 14-3-3 protein gamma
AACS Aacs D Acetoacetyl-CoA synthetase

ACACA Acaca D Acetyl-CoA carboxylase 1
ACADS Acads D Short-chain specific acyl-CoA  
ACLY Acly D ATP-citrate synthase
ACON Aco2 D Aconitate hydratase, mitoch
ACSL1 Acsl1 D Long-chain-fatty-acid--CoA lig  
ACTN4 Actn4 D Alpha-actinin 4
ADT1 Slc25a4 D ADP/ATP translocase 1

AKAP2 Akap2 D A-kinase anchor protein 2
AL1A3 Aldh1a3 D Aldehyde dehydrogenase fam    
ALBU Alb D Serum albumin
ANM1 Prmt1 D Protein arginine N-methyltra  
ANXA1 Anxa1 D Annexin A1
ANXA2 Anxa2 D Annexin A2
ANXA8 Anxa8 D Annexin A8
AOC3 Aoc3 D Membrane primary amine ox

AP1M1 Ap1m1 D AP-1 complex subunit mu-1
AP2B1 Ap2b1 D AP-1 complex subunit beta-1
AP2S1 Ap2s1 D AP-1 complex subunit sigma

APMAP Apmap D Adipocyte plasma membrane  
APOA4 Apoa4 D Apolipoprotein A-IV
ARLY Asl D Argininosuccinate lyase

AT2B1 Atp2b1 D Plasma membrane calcium-t   
B3AT Slc4a1 D Band 3 anion transport prote
BGLR Gusb D Beta-glucuronidase
BIEA Blvra D Biliverdin reductase A
CAH3 Cah3 D Carbonic anhydrase 3
CALM Calm1 D Calmodulin
CALU Calu D Calumenin
CAN2 Capn2 D Calpain-2
CATA Cat D Catalase
CBPQ Cpq D Carboxypeptidase
CD44 Cd44 D CD44 antigen
CD47 Cd47 D Leukocyte surface antigen CD
CELF2 Celf2 D CUGBP Elav-like family mem  
CES1D Ces1d D Carboxylesterase 1D
CISY Cs D Citrate synthase, mitochondr
CLCA Clta D Clathrin light chain A
CNN1 Cnn1 D Calponin-1
CO4 C4 D Complement C4

COBL Cobl D Protein cordon-bleu
CPNE9 Cpne9 D Copine-9



CRP Crp D C-reactive protein
CRYAB Cryab D Alpha-crystallin B
CSRP1 Csrp1 D Cysteine and glycine-rich pro  
CUTA Cuta D Protein CutA

DAPK3 Dapk3 D Death-associated protein kin  
DCPS Dcps D m7GpppX diphosphatase

DDAH1 Ddah1 D N(G),N(G)-dimethylarginine d  
DECR Decr1 D 2, 4 dienoyl-CoA reductase, m
DEST Dstn D Destrin

DHB11 Hsd17b11 D Estradiol 17-beta-dehydroge  
DHB4 Hsd17b4 D Peroxisomal multifunctional   

DHCR7 Dhcr7 D 7-dehydrocholesterol reduct
DHSO Sord D Sorbitol dehydrogenase
DLRB1 Dynlrb1 D Dynein light chain roadblock  
DPEP1 Dpep1 D Dipeptidase 1
DX39A Ddx39a D ATP-dependent RNA helicase 
DX39B Ddx39b D Spliceosome RNA helicase Dd
ECHD1 Echdc1 D Ethylmalonyl-CoA decarboxy
EDF1 Edf1 D Endothelial differentiation-re   
EF2 Eef2 D Elongation factor 2

EHD2 Ehd2 D EH domain-containing protei  
EIF3B Eif3b D Eukaryotic translation initiati     
ELN Eln D Elastin

EMAL2 Eml2 D Echinoderm microtubule-ass   
ENPL Hsp90b1 D Endoplasmin
EPN2 Epn2 D Epsin-2
ERF1 Etf1 D Eukaryotic peptide chain rele    
ERG7 Lss D Lanosterol synthase

ERMP1 Ermp1 D Endoplasmic reticulum meta  
ESYT1 Esyt1 D Extended synaptotagmin-1
EZRI Ezr D Ezrin
FAAA Fah D Fumarylacetoacetase
FABP4 Fabp4 D Fatty acid-binding protein, ad

FAS Fasn D Fatty acid synthase
FKB1A Fkbp1a D Peptidyl-prolyl cis-trans isom  
FLNC Flnc D Filamin-C
FPPS Fdps D Farnesyl pyrophosphate synt

GATA6 Gata6 D Transcription factor GATA-6
GMPPA Gmppa D Mannose-1-phosphate guany  
GNA11 Gna11 D Guanine nucleotide-binding p   
GPDA Gpd1 D Glycerol-3-phosphate dehyd   

GSTM1 Gstm1 D Glutathione S-transferase M  
GSTM2 Gstm2 D Glutathione S-transferase M  
GSTP1 Gstp1 D Glutathione S-transferase P
HBA Hba1 D Hemoglobin subunit alpha-1/

HBB1 Hbb D Hemoglobin subunit beta-1
HBB2 D Hemoglobin subunit beta-2
HCDH Hadh D Hydroxyacyl-CoA dehydrogen  

HDAC1 Hdac1 D Histone deacetylase 1
HEMO Hpx D Hemopexin



HNRH2 Hnrnph2 D Heterogeneous nuclear ribon  
HNRPD Hnrnpd D Heterogeneous nuclear ribon  
HNRPQ Syncrip D Heterogeneous nuclear ribon  
HPRT Hprt1 D Hypoxanthine-guanine phosp
HRG Hrg D Histidine-rich glycoprotein

HS90A Hsp90aa1 D Heat shock protein HSP 90-a
HS90B Hsp90ab1 D Heat shock protein HSP90-be
HSP74 Hspa4 D Heat shock 70 kDa protein 4
HYOU1 Hyou1 D Hypoxia up-regulated protein 

IF2P Eif5b D Eukaryotic translation initiati   
IF4A2 Eif4a2 D Eukaryotic initiation factor 4A
IF5A1 Eif5a D Eukaryotic translation initiati   
ILF2 Ilf2 D Interleukin enhancer-binding  
ILK Ilk D Integrin-linked protein kinase

ITB1 Itgb1 D Integrin beta-1
IVD Ivd D Isovaleryl-CoA dehydrogenas  

K1C10 Krt10 D Keratin, type I cytoskeletal 1
K1C14 Krt14 D Keratin, type I cytoskeletal 1
K2C6A Krt6a D Keratin, type II cytoskeletal 6
L2GL1 Llgl1 D Lethal(2) giant larvae protein  
LAMB2 Lamb2 D Laminin subunit beta-2
LGUL Glo1 D Lactoylglutathione lyase
LIS1 Pafah1b1 D Platelet-activating factor ace    

LMF2 Lmf2 D Lipase maturation factor 2
LMNB1 Lmnb1 D Lamin-B1
LUZP1 Luzp1 D Leucine zipper protein 1
MDHC Mdh1 D Malate dehydrogenase, cyto
MGST1 Mgst1 D Microsomal glutathione S-tra  
ML12B Myl12b D Myosin regulatory light chain 
MMP14 Mmp14 D Matrix metalloproteinase-14
MOES Msn D Moesin
MPRIP Mprip D Myosin phosphatase Rho-int  
MTPN Mtpn D Myotrophin
MUG1 Mug1 D Murinoglobulin-1
MYH10 Myh10 D Myosin-10
MYH11 Myh11 D Myosin-11
MYH9 Myh9 D Myosin-9
MYL6 Myl6 D Myosin light polypeptide 6

MYO1C Myo1c D Unconventional myosin-Ic
MYO1D Myo1d D Unconventional myosin-Id
NAGAB Naga D Alpha-N-acetylgalactosamini
NB5R3 Cyb5r3 D NADH-cytochrome b5 reduct  
NCAM1 Ncam1 D Neural cell adhesion molecul  
NDKB Nme2 D Nucleoside diphosphate kina  

NEDD8 Nedd8 D NEDD8
NHRF1 Slc9a3r1 D Na(+)/H(+) exchange regulat   
NHRF2 Slc9a3r2 D Na(+)/H(+) exchange regulat   
NIBL1 Fam129b D Niban-like protein 1
NID1 Nid1 D Nidogen-1

NP1L1 Nap1l1 D Nucleosome assembly prote   



NUCB2 Nucb2 D Nucleobindin-2
NUDT5 Nudt5 D ADP-sugar pyrophosphatase
ODO2 Dlst D Dihydrolipoyllysine-residue s       
OPLA Oplah D 5-oxoprolinase

OTUB1 Otub1 D Ubiquitin thioesterase OTUB
PA1B2 Pafah1b2 D Platelet-activating factor ace    
PABP1 Pabpc1 D Polyadenylate-binding prote  
PCNA Pcna D Proliferating cell nuclear anti
PCNP Pcnp D PEST proteolytic signal-conta   
PCY2 Pcyt2 D Ethanolamine-phosphate cyt
PDIA6 Pdia6 D Protein disulfide-isomerase A
PDLI1 Pdlim1 D PDZ and LIM domain protein 
PDLI2 Pdlim2 D PDZ and LIM domain protein 
PDLI3 Pdlim3 D PDZ and LIM domain protein 
PGM1 Pgm1 D Phosphoglucomutase-1
PGRC1 Pgrmc1 D Membrane-associated proge    
PGRC2 Pgrmc2 D Membrane-associated proge    
PGS2 Dcn D Decorin
PLEC Plec D Plectin
PLST Pls3 D Plastin-3
PNPH Pnp D Purine nucleoside phosphory
PP1B Ppp1cb D Serine/threonine-protein pho    
PP1G Ppp1cc D Serine/threonine-protein pho    

PRDBP Prkcdbp D Protein kinase C delta-bindin  
PRDX1 Prdx1 D Peroxiredoxin-1
PRDX2 Prdx2 D Peroxiredoxin-2
PRDX3 Prdx3 D Thioredoxin-dependent pero   
PRDX6 Prdx6 D Peroxiredoxin-6
PRS7 Psmc2 D 26S protease regulatory subu  
PSA2 Psma2 D Proteasome subunit alpha ty
PSA5 Psma5 D Proteasome subunit alpha ty
PSA7 Psma7 D Proteasome subunit alpha ty

PSMD2 Psmd2 D 26S proteasome non-ATPase   
PTGIS Ptgis D Prostacyclin synthase
PTMA Ptma D Prothymosin alpha
PTRF Ptrf D Polymerase I and transcript r  
PYGB Pygb D Glycogen phosphorylase, bra  

RAB14 Rab14 D Ras-related protein Rab-14
RAB2A Rab2a D Ras-related protein Rab-2A
RAB5A Rab5a D Ras-related protein Rab-5A
RAB6A Rab6a D Ras-related protein Rab-6A
RAC1 Rac1 D Ras-related C3 botulinum tox   

RACK1 Rack1 D Receptor of activated protein   
RAN Ran D GTP-binding nuclear protein 

RB11B Rab11b D Ras-related protein Rab-11B
RINI Rnh1 D Ribonuclease inhibitor
RL10 Rpl10 D 60S ribosomal protein L10
RL12 Rpl12 D 60S ribosomal protein L12
RL14 Rpl14 D 60S ribosomal protein L14
RL21 Rpl21 D 60S ribosomal protein L21



RL22 Rpl22 D 60S ribosomal protein L22
RL27 Rpl27 D 60S ribosomal protein L27a

RL27A Rpl27a D 60S ribosomal protein L27a
RL31 Rpl31 D 60S ribosomal protein L31
RL34 Rpl34 D 60S ribosomal protein L34
RL6 Rpl6 D 60S ribosomal protein L6

RLA0 Rplp0 D 60S ribosomal protein P0
RMD3 Rmdn3 D Regulator of microtubule dyn   
RPN2 Rpn2 D Dolichyl-diphosphooligosacc    

RRAGB RragB D Ras-related GTP-binding prot  
RRAS Rras D Ras-related protein R-Ras
RS11 Rps11 D 40S ribosomal protein S11
RS12 Rps12 D 40S ribosomal protein S12

RS15A Rps15a D 40S ribosomal protein S15a
RS20 Rps20 D 40S ribosomal protein S20
RS23 Rps23 D 40S ribosomal protein S23
RS3 Rps3 D 40S ribosomal protein S3

RS4X Rps4x D 40S ribosomal protein S4, X i
RS6 Rps6 D 40S ribosomal protein S6
RS7 Rps7 D 40S ribosomal protein S7
RS8 Rps8 D 40S ribosomal protein S8
RS9 Rps9 D 40S ribosomal protein S9

S10AA S100a10 D Protein S100-A10
SAR1B Sar1b D GTP-binding protein SAR1b
SBP1 Selenbp1 D Selenium-binding protein 1

SCRN1 Scrn1 D Secernin-1
SERA Phgdh D D-3-phosphoglycerate dehyd

SERPH Serpinh1 D Serpin H1
SET Set D Protein SET

SGTA Sgta D Small glutamine-rich tetratric    
SND1 Snd1 D Staphylococcal nuclease dom   
SODC Sod1 D Superoxide dismutase [Cu-Zn
SPA3K Serpina3k D Serine protease inhibitor A3K
SPTN1 Sptan1 D Spectrin alpha chain, non-ery  
SUOX Suox D Sulfite oxidase, mitochondria
SYFA Farsa D Phenylalanine--tRNA ligase a  
SYSC Sars D Serine--tRNA ligase, cytoplas
SYUG Sncg D Gamma-synuclein
SYVC Vars D Valine--tRNA ligase, cytoplas
TAGL Tagln D Transgelin

TBA4A Tuba4a D Tubulin alpha-4A chain
TCPA Tcp1 D T-complex protein 1 subunit 
TCTP Tpt1 D Translationally-controlled tu  
TERA Vcp D Transitional endoplasmic ret  
THIC Acat2 D Acetyl-CoA acetyltransferase  

THTM Mpst D 3-mercaptopyruvate sulfurtr
THTR Tst D Thiosulfate sulfurtransferase
TIM9 Timm9 D Mitochondrial import inner m    
TINAL Tinagl1 D Tubulointerstitial nephritis a
TKFC Tkfc D Triokinase/FMN cyclase



TMED2 Tmed2 D Transmembrane emp24 dom   
TMM33 Tmem33 D Transmembrane protein 33
TOP2A Top2a D DNA topoisomerase 2-alpha
TYB10 Tmsb10 D Thymosin beta-10
UB2V2 Ube2v2 D Ubiquitin-conjugating enzym    
UBP10 Usp10 D Ubiquitin carboxyl-terminal h  
UGDH Ugdh D UDP-glucose 6-dehydrogena
VAT1 Vat1 D Synaptic vesicle membrane p   

VP26A Vps26a D Vacuolar protein sorting-asso   
VPS4A Vps4a D Vacuolar protein sorting-asso   
VTDB Gc D Vitamin D-binding protein

VWA5A Vwa5a D von Willebrand factor A dom   









 succinyltransferase component of 2-oxoglutarate dehydrogenase complex, mitochondrial


