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Abstract: Despite recent advances in melanoma treatment, there are still patients that either do not
respond or develop resistance. This unresponsiveness and/or acquired resistance to therapy could
be explained by the fact that some melanoma cells reside in a dedifferentiated state. Interestingly,
this dedifferentiated state is associated with greater sensitivity to ferroptosis, a lipid peroxidation-
reliant, iron-dependent form of cell death. Cytoglobin (CYGB) is an iron hexacoordinated globin
that is highly enriched in melanocytes and frequently downregulated during melanomagenesis.
In this study, we investigated the potential effect of CYGB on the cellular sensitivity towards (1S,
3R)-RAS-selective lethal small molecule (RSL3)-mediated ferroptosis in the G361 melanoma cells
with abundant endogenous expression. Our findings show that an increased basal ROS level and
higher degree of lipid peroxidation upon RSL3 treatment contribute to the increased sensitivity of
CYGB knockdown G361 cells to ferroptosis. Furthermore, transcriptome analysis demonstrates the
enrichment of multiple cancer malignancy pathways upon CYGB knockdown, supporting a tumor-
suppressive role for CYGB. Remarkably, CYGB knockdown also triggers activation of the NOD-,
LRR- and pyrin domain-containing protein 3 (NLRP3) inflammasome and subsequent induction of
pyroptosis target genes. Altogether, we show that silencing of CYGB expression modulates cancer
therapy sensitivity via regulation of ferroptosis and pyroptosis cell death signaling pathways.

Keywords: cytoglobin; melanoma; ferroptosis; lipid peroxidation; cell death

1. Introduction

Cutaneous melanoma is the most aggressive form of skin cancer and incidence has
risen consistently over the last few decades [1], mainly through increased exposure to
ultraviolet radiation [2]. When melanoma is diagnosed in the early stages, surgical resection
of the lesion leads to a 5-year survival of 99%. However, metastatic melanoma has a much
less favorable prognosis, with a recorded 5-year survival of 20% [1].

In 2004, no systemic therapy available for melanoma had shown any survival bene-
fit [3]. Since then, several immune-based therapies that mediate checkpoint inhibition have
been approved for the treatment of advanced melanoma, including antibodies designed to
block cytotoxic T-lymphocyte-associated protein 4 (CTLA4; ipilimumab) and programmed
cell death protein 1 (PD-1; nivolumab and pembrolizumab) [4]. Melanoma has one of the
highest mutational burdens among solid tumors [3]. Approximately half of all melanomas
have v-Raf murine sarcoma viral oncogene homolog B (BRAF) mutations, and 80–90% of
these mutations are a missense V600E mutation, where the wild-type amino acid 600 (a
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valine) is replaced by a glutamic acid residue, resulting in the constitutive activation of
mitogen-activated protein kinase kinase (MEK) and extracellular signal regulated kinase
(ERK) signaling [5]. Dual inhibition of this pathway using a combination of BRAF and
MEK inhibitors (dabrafenib and trametinib; vemurafenib and cobimetinib; encorafenib and
binimetinib) has demonstrated improved overall survival [6]. However, despite all these
advances in immunotherapy and targeted therapy, there are still patients that either do not
respond or develop resistance.

Recently, Tsoi et al. suggested that this unresponsiveness and/or acquired resistance to
therapy could be explained by the fact that melanoma cells can exist in at least four different
differentiation states [7]. Some melanoma cells predominantly reside in a dedifferentiated
state, while others acquire this state in response to treatment. Interestingly, this dediffer-
entiated state is associated with greater sensitivity to ferroptosis. Originally, ferroptosis
was identified as a unique form of cell death in mammalian cancer cells by studying the
effects of the small molecule eradicator of RAS and ST (erastin), (1S, 3R)-RAS-selective
lethal small molecule RSL3 and related compounds [8]. Ferroptotic cell death distinguishes
itself biochemically from other types of cell death through the requirement of phospholipid
peroxidation, a process reliant on iron accumulation, reactive oxygen species (ROS) and
polyunsaturated fatty acid-containing phospholipids (PUFA-PLs) [9].

Cytoglobin (CYGB) is a ubiquitously expressed, hexacoordinated globin believed to
be involved in the regulation of redox homeostasis. Many antioxidative functions have
been assigned to CYGB, including nitric oxide dioxygenase [10], nitrite reductase [11],
superoxide dismutase [12] and peroxidase activity [13]. Furthermore, CYGB expression
has been found to be regulated by oxidative stress and hypoxia [14,15]. Although CYGB is
expressed in many different cell types and tissues, CYGB is particularly highly enriched
in pigment-producing melanocytes and frequently downregulated during melanocyte-
to-melanoma transition [16]. Reduced CYGB expression through hypermethylation has
also been reported in other cancer cell types, indicating that CYGB potentially serves a
tumor-suppressive function [17–22].

In this study, we investigated the potential effect of CYGB on the cellular sensitivity
towards RSL3-mediated ferroptosis in G361 melanoma cells that express highly abundant
endogenous levels of CYGB [16]. We applied lentiviral shRNA approaches to generate G361
cells with stable knockdown of CYGB expression to measure the effects of CYGB silencing
on cellular bioenergetics, redox signaling and viability via redox-sensitive fluorescent DCF
and ARE-dependent luciferase assays. We further employed RNA sequencing to study the
CYGB-dependent gene clusters and enriched pathways under RSL3-induced ferroptosis
conditions. Collectively, our results suggest a cytoprotective role of CYGB in the cellular
response to ferroptosis in melanoma via the interplay of ferroptosis and pyroptosis cell
death pathways.

2. Materials and Methods
2.1. Cell Culture

G361 (ATCC CRL-1424; Manassas, VA, USA) melanoma cells were maintained in Dul-
becco’s Minimum Essential Media (DMEM) (Gibco, Life Technologies; Waltham, MA, USA),
containing L-glutamine, supplemented with 10% heat-inactivated fetal bovine serum (FBS,
Gibco, Fisher Scientific, Waltham, MA, USA) and 1% Penicillin/Streptomycin (10,000 Units/mL
P; 10,000 µg/mL S; Gibco, Life Technologies; Waltham, MA, USA). Cells were incubated in a
humidified 5% CO2 atmosphere at 37 ◦C and were routinely subcultured after trypsinization.

2.2. Generation of Stable Knockdown and Overexpressed Cell Lines

Expression vectors encoding short hairpin RNA (shRNA) sequences targeting human
CYGB in a pLKO.1-puro plasmid were purchased from Sigma-Aldrich (Burlington, MA, USA)
(shCYGB: order number TRCN0000059378). Control cells (shCTR) were transfected with a
non-targeting control shRNA under the control of a U6 promoter in a pLKO.1 puromycin
resistance vector (Sigma-Aldrich), as described previously [23]. Viral particles were pro-
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duced in HEK293T cells by co-transfection of the respective transfer vector (3 µg) with
the packaging plasmids pLP1 (4.2 µg), pLP2 (2 µg) and pVSV-G (2.8 µg, all from Invitro-
gen) using CaCl2 transfection, as described before [24]. G361 cells were transduced with
lentiviral-pseudotyped particles and cell pools were cultured in DMEM supplemented
with 10% FBS and 1% Penicillin/Streptomycin with the appropriate antibiotic for selection.

2.3. Determination of Cellular Bioenergetics

Cellular bioenergetics was measured by the Extracellular Flux Analysis method.
Briefly, G361, G361-shCYGB and G361-shCTR cells were seeded on XFe24-well microplates
(Agilent technologies, Santa Clara, CA, USA) at 2 × 104 cells per well and incubated at
37 ◦C and 5% CO2 for 24 h. The day after, cells were washed twice with DMEM at pH 7.4
supplemented with L-glutamine (2 mM, Gibco), sodium pyruvate (1 mM, Sigma-Aldrich,
Burlington, MA, USA) and glucose (10 mM, Sigma-Aldrich). The plate was then incubated
in a CO2-free incubator at 37 ◦C for 1 h to allow temperature and pH equilibration. The
assay protocol consisted of 3 min mix, 3 min wait and 3 min measurement cycles, with
measurement of basal values of oxygen consumption rate (OCR) (2 cycles), followed by in-
jection of 1 µM oligomycin, used to evaluate the ATP generation rate (2 cycles). Afterward,
0.2 µM carbonyl cyanide-4-trifluoromethoxy phenylhydrazone (FCCP) was employed to
evaluate the maximal mitochondrial respiratory capacity (2 cycles). Finally, 0.5 µM of
rotenone and antimycin A was injected to inhibit the electron transport through complex
I and III, respectively, aiming to detect the extra-mitochondrial OCR (2 cycles). At the
end of the assay, total protein per well was measured using the Bradford reagent (BioRad,
Hercules, CA, USA) and OCR values were normalized to the protein amount. Data were
analyzed with Wave (v. 2.6; Agilent Technologies, Santa Clara, CA, USA) and graphed with
GraphPad Prism 8 (GraphPad Software Inc.; San Diego, CA, USA).

2.4. H2DCF-DA Assay

G361-shCTR and G361-shCYGB were seeded in black, clear-bottom 24-well plates at
6 × 105 cells per well and incubated with 10µM H2DCF-DA for 30 min in the dark. Fluorescence
was measured using a 96-well fluorometer (Infinite 200Pro, Tecan, Männedorf, Switzerland).

2.5. Cell Viability

Cell viability was determined using the vital dye propidium iodide (PI, Invitrogen,
Waltham, MA, USA) to allow the detection of dead cells. The day before treatment,
5 × 104 cells were seeded in a 24-well plate, containing complete DMEM. The next day, cells
were treated with 7.5 µM RSL3 (for dose kinetics, see Figure S1) and incubated for 24 h in a
humidified 5% CO2 atmosphere at 37 ◦C. Cells were collected in round-bottom polystyrene
tubes (Falcon, Corning, NY, USA), washed (FACS buffer; 1× phosphate-buffered saline
(PBS), 3% FBS, 1mM ethylenediaminetetraacetic acid (EDTA)) and centrifuged for 5 min at
1500 rpm before being resuspended in ice-cold PBS. PI (500 ng) was added immediately
before measurement on the CytoFLEX flow cytometer (Beckman Coulter, Brea, CA, USA).
Data were analyzed using FlowJo software (FlowJo, BD, Franklin Lakes, NJ, USA).

2.6. Lipid Peroxidation Assay

The Image-iT Lipid Peroxidation Kit (Thermo Scientific, Waltham, MA, USA) was
used for the detection of lipid peroxidation in live cells through oxidation of BODIPY™
581/591 C11 reagent, according to the manufacturer’s protocol. Briefly, 5 × 104 cells were
seeded in a 24-well plate, containing complete DMEM. The next day, cells were treated
with 7.5 µM RSL3 and incubated for 4 h in a humidified 5% CO2 atmosphere at 37 ◦C.
Thirty minutes before collection, 10 µM reagent was added. Upon oxidation by lipid
hydroperoxides, the reagent displays a shift in peak fluorescence emission from ~590 nm
to ~510 nm. Fluorescence from live cells shifts from red to green, providing a ratiometric
(red over green signal) indication of lipid peroxidation. The more lipid peroxidation, the
lower the red over green ratio will be. Fluorescence was measured using the CytoFLEX
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flow cytometer (Beckman Coulter, Brea, CA, USA). Cumene hydroperoxide was used as a
positive control.

2.7. Luciferase Reporter Assays

First, 1 × 105 G361 cells were transiently transfected with 250 ng ARE-driven re-
porter plasmid and 50 ng NRF2-expressing plasmid, in a twelve-well format, using Je-
tOptimus (Polyplus, Illkirch-graffenstaden, Alsace, France). To control for differences in
transfection efficiency and extract preparation, 25 ng pRL-SV40 Renilla luciferase reporter
vector (Promega, Madison, WI, USA) was co-transfected. Luciferase activities of tripli-
cate wells were determined using the Dual Luciferase Reporter Assay System (Promega,
Madison, WI, USA), as described before [25]. Reporter activities were expressed as relative
firefly/Renilla luciferase activities (R.L.U.). All reporter gene assays were performed at
least 3 times independently.

2.8. RNA Extraction, Purification and cDNA Conversion

RNA extraction and purification was performed using a PureLink RNA Mini Kit (Invit-
rogen, Waltham, MA, USA), according to the manufacturer’s instructions. RNA concentration
and purity was measured with an Epoch spectrophotometer (BioTek, Winooski, VM, USA)
by measuring absorbance at a 260/280 nm ratio. cDNA (1 µg) was reverse-transcribed
using Superscript II reverse transcriptase (Invitrogen, Waltham, MA, USA), according to
the manufacturer’s protocol.

2.9. Real-Time Quantitative PCR

Amplification of cDNA and subsequent quantification was performed using the StepOne
Real-Time PCR system (Applied Biosystems, Waltham, MA, USA) using a Power SYBR
Green Master Mix (Applied Biosystems, Waltham, MA, USA). The following conditions
were used during PCR: 95 ◦C for 10 min and 40 cycles of 95 ◦C for 15 s; 60 ◦C for 1 min.
All PCR reactions were performed in duplicate for three biological replicates. Results were
subsequently analyzed using qbase+ software (v3.2, Biogazelle, Zwijnaarde, Ghent, Belgium),
as described before [15]. A list of used reference and target genes, together with their primer
sequences, amplification efficiency and amplicon size, is given in Table S1. All primers
were manufactured and provided by Eurogentec (Seraing, Liège, Belgium).

2.10. Protein Extraction and Quantification

Lysis buffer, containing 10 mM Tris HCl (pH 8), 1 mM EDTA, 400 mM NaCl, 1% NP-40
and protease inhibitors (Sigma-Aldrich, Burlington, MA, USA), was used to lyse cells, as
described before [23]. Lysed cells were placed on a rotating arm at 4 ◦C for 30 min to allow
optimal performance of the lysis buffer. The suspension was subsequently sonicated for
1 min at 60 Hz to degrade any potential formed DNA aggregates. Finally, samples were
centrifuged at 10,000× g for 15 min and the protein-containing supernatant was collected.
Protein concentrations were determined using the BCA Protein Assay Kit (ThermoFisher
Scientific, Waltham, MA, USA).

2.11. Immunoblotting

Extracted proteins for immune-based Western blotting were first separated, according
to molecular weight, using sodium dodecyl sulphate polyacrylamide gel electrophoresis
(SDS-PAGE) gels, followed by electrotransfer to nitrocellulose membranes (Amersham
Hybond-ECL, GE Healthcare, Chicago, IL, USA), as described before [26]. Equal amounts
of protein and volume were loaded onto a 12.5% polyacrylamide gel for CYGB, heme
oxygenase 1 (HO-1) and NF E2-related factor 2 (NRF2). Membranes were blocked in TBS-
T (Tris-buffered saline; 0.1% Tween-20), containing 5% non-fat dry milk, for 1 h at room
temperature. After blocking, membranes were incubated overnight at 4 ◦C with primary an-
tibodies (anti-CYGB, Proteintech, Rosemont, IL, USA; 13317-1-AP; anti-β-2-Microglobulin
(B2M), Proteintech, 13511-1-AP; anti-β-Actin (ACTB), Santa Cruz, sc-47778; anti-HO-1, Pro-
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teintech, 10701-1-AP; anti-NRF2, Proteintech, 16396-1-AP). The following day, membranes
were washed with TBST-T and incubated for 1 h with horseradish-conjugated secondary
antibodies (anti-rabbit IgG HRP, Sigma, GENA934-1ML; anti-mouse IgG HRP, Invitrogen,
31430). The signal was revealed using ECL Prime (Amersham, GERPN2232) on an Amer-
sham Imager 680 (GE Life Sciences; Piscataway, NJ, USA) and exported and quantified
using the Image Studio™ program (LI-COR Biosciences, Lincoln, NE, USA).

2.12. RNA Sequencing

Total RNA sample quality was assessed with TapeStation (Agilent Technologies,
Santa Clara, CA, USA) and Qubit assay (Invitrogen, Waltham, MA, USA). Total RNA
samples with an RNA integrity number (RIN) > 7.0 and purity (OD260/OD280) ratio
1.8–2.2 were used for subsequent experiments. Sequence libraries were generated us-
ing the poly(A) RNA selection method and sequenced by GENEWIZ (Azenta Life Sciences,
Chelmsford, MA, USA). An independent library was constructed for each of the triplicate
samples. High-throughput RNA sequencing was performed with pair end 150 bp reading
length on an Illumina NovaSeq 6000 (Illumina, San Diego, CA, USA) sequencer. The
DESeq2 analysis was used to estimate variance–mean dependence and test for differential
expression [27]. Genes with a p-adjusted value ≤ 0.05 were considered differentially ex-
pressed. Genes with a p-adjusted value ≤ 0.05 and an absolute log2 fold change ≥ 1 were
recognized as significantly differentially expressed genes (DEGs). Fast gene set enrichment
analysis (fGSEA) was performed on the complete (normalized) count data [28] using the
hallmark gene sets [29]. A gene ontology (GO) enrichment analysis was performed on
the DEGs by implementing the software GeneSCF (v1.1-p2). The Gene Ontology Analysis
(GOA) human GO list was used to cluster the set of genes based on their biological processes
and determine their statistical significance [30]. A list of genes clustered based on their
gene ontologies was generated. Volcano plots were generated using the EnhancedVolcano
R package to visualize the results of the differential expression analyses.

3. Results
3.1. CYGB Knockdown Influences Cellular Bioenergetics

To investigate the role of CYGB in melanoma cells, we first established an shRNA-
mediated CYGB knockdown cell line (G361-shCYGB) as well as a knockdown control line
(G361-shCTR). RT-PCR and immunoblotting experiments illustrated efficient knockdown
of CYGB at the mRNA and protein level, respectively (Figure 1A,B).

Next, the mitochondrial oxidative phosphorylation was analyzed in G361, G361-
shCTR and G361-shCYGB cells through quantification of the oxygen consumption rate
(OCR) using the Seahorse Extracellular Flux Analyzer (Figure 1C–G). Knockdown of CYGB
resulted in an overall decrease in OCR (Figure 1C). Besides the OCR, additional respiratory
parameters were measured by using different pharmacological compounds of the mitochon-
drial function. Initially, the baseline cellular OCR was measured. After subtraction of the
non-mitochondrial respiration, a significant reduction in basal respiration was observed in
G361-shCYGB cells compared to both G361 and G361-shCTR cells (Figure 1D). To determine
ATP-linked respiration, the complex V inhibitor oligomycin was used. ATP production
was significantly decreased in the CYGB knockdown cell line (Figure 1E). Subsequently,
the maximal respiration was measured after addition of the protonophore FCCP. Similarly,
a significant reduction in the maximal respiratory rate in G361-shCYGB was observed
compared to both G361 and G361-shCTR (Figure 1F). Lastly, by inhibiting complex III and
I, the non-mitochondrial respiration was measured. Rotenone and antimycin A inhibition
showed a significant decrease in the spare respiratory capacity (Figure 1G). Collectively,
these data suggest that CYGB deficiency in G361 cells negatively affects mitochondrial
oxidative phosphorylation.
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Figure 1. CYGB knockdown reduces mitochondrial respiration. Knockdown of CYGB in G361 cells
was validated at mRNA (A) and protein (B) level. (C) The average oxygen consumption rate (OCR)
was measured between G361 (untransduced), G361-shCTR (transduction control) and G361-shCYGB
(CYGB knockdown). (D) Initially, the basal respiration rate was measured. (E) After oligomycin
injection, ATP production was measured. (F) Subsequently, the maximal respiration was measured,
after FCCP injection. (G) The spare respiratory capacity was measured upon addition of antimycin A
and rotenone. Results are depicted as the mean with S.E.M. of three independent experiments (n = 3).
One-way ANOVA (A), Student t-test (B), two-way ANOVA (C–G) (* p ≤ 0.05; ** p ≤ 0.01; *** p ≤ 0.001;
**** p ≤ 0.0001, ns: non-significant). FCCP: Carbonyl cyanide-4 (trifluoromethoxy) phenylhydrazone.

3.2. CYGB Expression Affects ROS Homeostasis and Ferroptosis Sensitivity

A potential effect of CYGB knockdown in G361 melanoma cells on the intracellular
ROS levels was assessed using the fluorescent dye H2DCF-DA (Figure 2A). The measured
fluorescent intensity was significantly higher in the G361-shCYGB cell line, which implies
that CYGB knockdown leads to augmented levels of intracellular ROS. Following these
findings, the sensitivity to RSL3 was assessed. RSL3 treatment resulted in a decrease in
cell viability in both cell lines (Figure 2B). However, cell viability in G361-shCYGB was
significantly lower compared to the control. Furthermore, the level of lipid peroxidation
occurring 4 h after RSL3 treatment was measured. Although RSL3 induced lipid peroxida-
tion in both G361-shCTR and G361-shCYGB, lipid peroxidation was noticeably higher in
CYGB knockdown cells (Figure 2F; see also Figure S2).
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Figure 2. Cytoprotective effect of CYGB. (A) Knockdown of CYGB increased basal intracellular ROS
levels. (B) G361-shCTR and G361-shCYGB cells were treated with 7.5 µM RSL3 and cell viability was
measured after 24 h using propidium iodide (PI) staining. (C) The average calibrated normalized
relative quantities (CNRQ) of HO-1 and NRF2 mRNA under basal conditions (UT) or upon RSL3
treatment. CNRQ values were normalized to B2M and YWHAZ. (D) Immunoblotting results of
NRF2, HO-1 and CYGB 6h after RSL3 treatment. ACTB was used as loading control. (E) The average
fold change in protein expression of HO-1, NRF2 and CYGB in G361-shCTR and G361-shCYGB
cells, compared to the untreated G361-shCYGB samples (set as 1). Measured immunoblot signals
were normalized to the loading control ACTB. (F) Average ratio of the measured red (reduced) over
green (oxidized) signal of the BODIPY 581/591 C11 reagent in G361-shCTR and G361-shCYGB cells.
Cells were either untreated or treated with 7.5 µM RSL3 or 100 µM cumene hydroperoxide (positive
control). All results are depicted as the mean with S.E.M. of three independent experiments (n = 3).
(A) Student’s t-test (** p ≤ 0.01), (B–F) two-way ANOVA (*/# p ≤ 0.05; **/## p ≤ 0.01; *** p ≤ 0.001;
****/#### p ≤ 0.0001, ns: non-significant).
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As ferroptosis is regulated by the transcription factor nuclear factor erythroid 2-related
factor 2 (NRF2) and its downstream targets, expression levels of NRF2 and HO-1 were
measured. RSL3 treatment greatly induced HO-1 mRNA expression but only slightly
increased NRF2 levels (Figure 2C). No significant differences in mRNA levels between
G361-shCTR and G361-shCYGB were observed. Immunoblotting experiments showed,
however, that both NRF2 and HO-1 protein levels were dramatically increased in both
cell lines after RSL3 treatment (Figure 2D,E). Additionally, CYGB protein expression was
slightly elevated in both G361-shCTR and G361-shCYGB.

Of special note, a clear difference in the basal expression of NRF2 and HO-1 was
observed, with protein levels being significantly decreased in CYGB knockdown G361-
shCYGB cells (Figure 2E; see also Figure S3). However, RSL3 treatment led to a significantly
higher fold change in HO-1 protein levels in G361-shCYGB cells compared to G361-shCTR.
No difference was observed in NRF2 protein induction between G361-shCTR and G361-
shCYGB cells.

3.3. CYGB-Dependent Antioxidant Response Element-Driven Luciferase Activity Is Increased
upon RSL3 Treatment and NRF2 Overexpression

To obtain additional independent support of the NRF2-dependent regulation of the
antioxidant response through binding to the antioxidant response element (ARE), a re-
porter assay using an ARE-driven luciferase gene was employed. Induction of ARE-driven
luciferase activity was assessed under RSL3-treated conditions (Figure 3). RSL3 treatment
clearly increased luciferase activity in both G361 control and CYGB knockdown cells com-
pared to the untreated control. A small tendency towards increased activity was also seen
under RSL3-treated conditions in CYGB-deficient cells versus control cells. Overexpression
of NRF2 profoundly increased luciferase activity even further under both in RSL3-treated
and untreated cells. Moreover, the measured luciferase activity was mostly increased
RSL3-treated NRF2-overexpressing G361-shCTR and G361-shCYGB cells. Interestingly,
ARE-driven luciferase activity was significantly higher in CYGB knockdown cells compared
to G361-shCTR NRF2 overexpression cells, and substantially elevated in RSL3-treated cells
(Figure 3). However, under basal conditions, luciferase activity was significantly lower in
G361-shCYGB compared to G361-shCTR cells.

3.4. RNA Sequencing Analysis of RSL3-Treated G361-shCTR and G361-shCYGB versus Control

As the treatment of G361-shCTR and G361-shCYGB cells with RSL3 resulted in a
different degree of lipid peroxidation and cell viability (Figure 2), we explored the CYGB-
dependent transcriptome in G361-shCTR and G361-shCYGB cells under basal versus RSL3-
treated conditions. Differential analysis of normalized counts using DESeq2 identified
316 genes that were differentially expressed under basal conditions. Of those 316 genes,
111 genes were differentially expressed above an absolute log2 fold change of 1 (DEGs)
(see [31] for more details).

Moreover, to identify enriched sets of genes between the G361-shCTR and G361-
shCYGB datasets, fGSEA was next performed (Figure 4A). fGSEA analysis showed that
multiple hallmarks were positively enriched in G361-shCYGB, including cell cycle-related
hallmarks mitotic spindle, G2M checkpoint and E2F targets, as well as cancer-associated
hallmarks hedgehog signaling, IL2-STAT5 signaling, inflammatory response, estrogen re-
sponse early, PI3K-AKT-mTOR, KRAS signaling, TNFα signaling via NF-κB and epithelial–
mesenchymal transition. The hallmark-representing genes that are downregulated in
response to ultraviolet (UV) radiation were also positively enriched. Additionally, several
pathways were found to be negatively enriched in G361-shCYGB. Of those hallmark path-
ways, oxidative phosphorylation, fatty acid metabolism and cholesterol homeostasis are
related to metabolism. The remaining pathways MYC targets, angiogenesis, Wnt/β-catenin
signaling and KRAS signaling are associated with cancer.
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Figure 3. CYGB-dependent changes in antioxidant response element-driven luciferase activity.
Binding of NRF2 to the antioxidant response element (ARE) in G361-shCTR and G361-shCYGB
cells was assessed using an ARE-driven luciferase gene reporter assay. Cells were co-transfected
with Renilla luciferase reporter vector to control for differences in transfection efficiency and extract
preparation. Reporter activities were expressed as relative firefly/Renilla luciferase activities (R.L.U.).
Luciferase reporter activity was measured after 6 h under basal conditions or upon 10 µM RSL3
treatment in the presence or absence of NRF2 overexpression in G361-shCTR and G361-shCYGB
cells. Results are depicted as the mean with S.E.M. of six independent experiments (n = 6). Two-way
ANOVA (** p ≤ 0.01; *** p ≤ 0.001; **** p ≤ 0.0001).

To further gain insight into biological processes, the 111 significantly DEGs were
clustered by their gene ontology (GO) and the 40 most differentially expressed ontology
terms were plotted (Figure 4B). Some of the top GO terms enriched are involved in response
to drugs, cell division, proliferation, migration and differentiation, but also calcium and
sodium ion transport and the immune response to other organisms.

Upon RSL3 treatment, 8939 genes were found to be differentially expressed in G361-
shCTR. Compared to the untreated control, a total of 2980 significantly DEGs, of which 2034
were upregulated and 946 downregulated, were identified (Figure 5A). fGSEA analysis
showed that 25 hallmark pathways were significantly enriched in the RSL3-treated group
(Figure 6A). RSL3 treatment seemed to induce multiple signaling pathways, including
TNFα signaling via NF-κB, IL6-JAK-STAT, IL2-STAT, MTORC1 and KRAS signaling. Fur-
thermore, treatment enriched several stress-related pathways, i.e., hypoxia, apoptosis, the
P53 pathway, the UV response (up and down), the reactive oxygen species pathway and
the unfolded protein response. Hallmark pathways E2F targets, oxidative phosphorylation,
G2M checkpoint, MYC targets, fatty acid metabolism and DNA repair were negatively
correlated with RSL3 treatment. GO enrichment analysis of the DEGs assigned these genes
to be involved in processes related to the regulation of transcription, apoptosis, prolifera-
tion, and the inflammatory response (Figure 6C). Furthermore, GO terms encompassing
signaling, e.g., MAPK cascade, phosphatidyl-inositol-3 kinase (PI3K) and circadian rhythm,
were also found to be over-represented among others.



Antioxidants 2022, 11, 1548 10 of 20

Antioxidants 2022, 11, x FOR PEER REVIEW 10 of 19 
 

analysis, GO enrichment analysis of the DEGs showed very similar enrichment of GO 
terms compared to G361-shCTR cells (Figure 6D). 

A ferroptosis gene signature was clearly present in both G361-shCTR and G361-
shCYGB upon RSL3 treatment (Figure S4). 

 
Figure 4. Basal CYGB-dependent transcriptome. Comparison of the G361-shCTR and G361-shCYGB 
transcriptomes under basal conditions using (A) fast Gene Set Enrichment Analysis (fGSEA), using 
the hallmark pathway gene sets and (B) gene ontology (GO) enrichment analysis. 

Figure 4. Basal CYGB-dependent transcriptome. Comparison of the G361-shCTR and G361-shCYGB
transcriptomes under basal conditions using (A) fast Gene Set Enrichment Analysis (fGSEA), using
the hallmark pathway gene sets and (B) gene ontology (GO) enrichment analysis.



Antioxidants 2022, 11, 1548 11 of 20

MTATP6P1

FAM87B

LOC100288175
RNF223

TTLL10

TNFRSF18

ANKRD65

RNF207−AS1 RNF207

KLHL21
ERRFI1

MACO1

SFN SESN2

SNHG12

BSDC1
STK40

ZC3H12A

BEST4

LRP8−DT

JUN

DNAJC6
DNAJB4

ADGRL2

BARHL2

TGFBR3

MIR137HG

S1PR1

LRIF1
AP4B1

TENT5C
MCL1

NHLH1

HSPA6

CACYBP

NIBAN1
RGS2

ATF3

STUM

MAP10

KMO

ATOH8

EIF2AK3

DUSP2

IL1RL1

LINC01918

CXCR4

SCN2A CTDSP1

WNT6

TUBA4A
DNAJB2

TIMP4
CSRNP1

ACTRT3

BEND4

KIT

CXCL8

CXCL2

RASGEF1B

IRX4

GPBP1
MICB

HSPA1A HSPA1B

CYP39A1

SCML4
LINC01013

ULBP1

KIF25−AS1

ZFAND2ACCL24

SERPINE1

WNT2

KDM7A

PCDH19

RAB39B

ARC

UAP1L1

NRARP

CALCA

SNORD30

MMP10

MMP3

MYPN

BAG3
HMX3 EID3

UBC

FOXA1 CHAC1

IMP3

CHRNA3CCL3

BMP2

TNFSF14

DNAJB1

RELB

FOSB

TMC4

−10

−5

0

5

10

0 50 100 150 200
 -Log10 P

 L
og

2 
fo

ld
 c

ha
ng

e

NS Log2 FC p−value p - value and log2 FC

FDR <= 0.05 and absolute FC >= 2

G361−shCTR RSL3 treatment

total = 19179 variables

Enhanced Volcano

MIR6859−1

FAM87B

LOC100288175
RNF223

TTLL10
TNFRSF18

TMEM240

MMP23B

PLCH2

PANK4

RNF207

ERRFI1

SLC45A1

MIR34AHG

DISP3

RNU5E−4P

ZNF436

SFN SESN2
ZC3H12A

SNIP1

MROH7 JUN

GADD45A CTH
BCL10

PSRC1

AP4B1SYT6

TENT5C

MCL1

KPRP
IVL

PRR9 IL6R−AS1

ITLN2

GPR161

LAMC2 PTGS2

ATF3

ITPKB

RHOU

CYRIA

SLC30A3

GPN1

BCYRN1

EGR4

MIR6071

DUSP2

WNT6

EAF1

NKTR
NBEAL2 WDR6

PTX3

ACTRT3

B3GNT5

HRG
LRRC15

KIT
PPARGC1B

STC2
TRIM26

SAPCD1

HSPA1AULBP1

VIP

ZFAND2A

CCL24

ASNS

SERPINE1

WNT2

NAP1L2

PCDH19

RTL9

CLU

BRF2

GEM

ARC

CALCA

DUSP5

CASP7

BAG3

GPRC5A

ERBB3

DDIT3CCDC62

UBCKLF5

ADPRHL1

MIR211

CHRNA3

TRIB3

DNAJB1

FOSB

ADM2

−10

−5

0

5

10

0 50 100 150 200 250
 -Log10 P

 L
og

2 
fo

ld
 c

ha
ng

e

NS Log2 FC p−value p - value and log2 FC

FDR <= 0.05 and absolute FC >= 2

G361−shCYGB RSL3 treatment

total = 19280 variables

A.

B.

Figure 5. Enhanced volcano RSL3 treatment. Volcano representation of the differential expression
analysis (DESeq2) of RSL3-treated G361-shCTR (A) and G361-shCYGB cells (B). Differentially ex-
pressed genes were represented based on their Log2 fold change (Log2FC) and −Log10 p-adjusted
value (-Log10 P).
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Figure 6. RSL3-mediated transcriptomic changes. Analysis of the transcriptomic changes induced
by RSL3 treatment in G361-shCTR and G361-shCYGB cells compared to the untreated control.
(A,B) fast Gene Set Enrichment Analysis (fGSEA) using the hallmark pathway gene sets was per-
formed on G361-shCTR (A) and G361-shCYGB (B) melanoma cells. Gene ontology (GO) enrichment
analysis was performed on the significantly differentially expressed genes (DEGs) in G361-shCTR
(C) and G361-shCYGB (D) cells.

DESeq2 analysis of RSL3-treated G361-shCYGB identified 9574 differentially expressed
genes (Figure 5B). In total, 3597 matched the criteria of DEGs, of which 2451 and 1146
were up- and downregulated, respectively. fGSEA analysis of the G361-shCYGB datasets
showed a very similar pattern of significantly enriched hallmark pathways to that of
G361-shCTR treated cells (Figure 6B). Of the pathways that were positively enriched
in the RSL3-treated group, only the hallmark reactive oxygen species pathway was not
significantly enriched compared to the fGSEA analysis of G361-shCTR. Hallmark pathways
G2M checkpoint, mitotic spindle-related, oxidative phosphorylation and E2F targets were
negatively enriched in RSL3-treated G361-shCYGB cells. In concordance with the fGSEA
analysis, GO enrichment analysis of the DEGs showed very similar enrichment of GO
terms compared to G361-shCTR cells (Figure 6D).

A ferroptosis gene signature was clearly present in both G361-shCTR and G361-
shCYGB upon RSL3 treatment (Figure S4).

3.5. Differences between RSL3-Treated G361-shCTR and G361-shCYGB Cells

Finally, we investigated whether the knockdown of CYGB resulted in differences in
the response to RSL3 treatment. Therefore, we compared the RSL3-treated G361-shCTR
and G361-shCYGB datasets. DESeq2 analysis identified 1461 genes with altered gene ex-
pression, of which 354 (240 up- and 114 downregulated) were significant DEGs (Figure 7A).
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fGSEA analysis showed that hallmark pathways TNFα signaling via NF-κB, inflammatory
response, hypoxia, P53 pathway, UV response (up), IL2-STAT5 signaling, coagulation,
KRAS signaling (up), allograft rejection, IFNγ response, epithelial–mesenchymal transition,
myogenesis, estrogen response, MTORC1 signaling, and oxidative phosphorylation were
all enriched in RSL3-treated G361-shCYGB cells compared to G361-shCTR. In contrast, hall-
marks G2M checkpoint, mitotic spindle and Wnt/β-catenin signaling were rather enriched
in RSL3-treated G361-shCTR cells (Figure S5). GO enrichment analysis of the 354 DEGs
showed (among others) an overrepresentation of GO terms related to signal transduction,
transcription, the inflammatory response, the extracellular matrix and IL1β production
(Figure 7B).
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Figure 7. CYGB-dependent differences in response to RSL3 treatment. Comparison of RSL3-treated
G361-shCTR and G361-shCYGB cells. (A) Enhanced volcano plots of the differential expression
analysis (DESeq2) of RSL3-treated G361-shCTR versus G361-shCYGB cells. Differentially expressed
genes were represented based on their Log2 fold change (Log2FC) and −Log10 p-adjusted value
(−Log10 P). (B) The top-ranked gene ontology (GO) terms of the differentially expressed genes (DEGs)
identified upon GO enrichment analysis. (C) Validation of selected DEGs by RT-PCR. Fold change
represents the average fold change expression in G361-shCYGB cells compared to G361-shCTR cells
(set as 1). Results are depicted as the mean with S.E.M. of three independent experiments (n = 3).
One-way ANOVA (* p ≤ 0.05; ** p ≤ 0.01; **** p ≤ 0.0001).
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Interestingly, multiple pyroptosis-associated DEGs were found to be upregulated
in G361-shCYGB cells compared to G361-shCTR upon RSL3 treatment (Figure 7B; see
also Supplementary Figure S6). We therefore validated the differential expression of five
pyroptosis-related genes (CASP1, CD74, CXCR4, NLRP3, SYK) by RT-qPCR (Figure 7C).

4. Discussion

CYGB displays substantial sequence similarities with other globins and even has ~40%
homology with myoglobin (Mb) [32]. It is now well established that mitochondria and Mb
are intimately linked through their functional regulation of one another [33,34]. Considering
the homology to Mb and their very similar oxygen affinity, we sought to investigate a
potential effect of CYGB knockdown in G361 melanoma cells on mitochondrial respiration.
Mitochondrial oxidative phosphorylation was significantly diminished in CYGB-depleted
G361-shCYGB cells (Figure 1B–F), consistent with the RNA-seq data, where G361-shCTR
cells were compared to G361-shCYGB cells under basal conditions. Moreover, fGSEA
analysis identified three metabolism-related pathways that were significantly enriched in
the G361-shCTR cells, of which the hallmark pathway oxidative phosphorylation was most
enriched (Figure 4A).

CYGBs’ tumor-suppressive role has previously been investigated [17,35]. Several stud-
ies have shown that CYGB can function as a cytoprotective protein through the scavenging
of ROS [12,14,36]. Recently, Zweier et al. demonstrated the potent superoxide dismutase
activity of CYGB. In the current study, increased levels of ROS were found in G361-shCYGB
cells under basal conditions, which would support an ROS-scavenging function (Figure 2A).
Additionally, G361-shCYGB cells treated with the ferroptosis inducer RSL3 were signif-
icantly more sensitive and displayed increased levels of lipid peroxidation compared to
treated G361-shCTR cells (Figure 2B,F). The increase in basal ROS levels in G361-shCYGB
would facilitate the initiation of phospholipid peroxidation and subsequently lead to more
ferroptotic cell death. Furthermore, CYGB has been shown to reduce anionic phospholipids
through innate peroxidase activity [13]. Therefore, the knockdown of CYGB would result
in a diminished ability to clear phospholipid hydroperoxides (PLOOHs), and thus increase
lipid peroxidation. However, the lack of increased lipid peroxidation observed under basal
conditions in G361-shCYGB cells would argue against peroxidase activity.

The small molecule RSL3 induces ferroptosis by directly inhibiting glutathione peroxi-
dase 4 (GPX4) [36]. GPX4, a selenoprotein, is the major enzyme catalyzing the reduction,
and thus toxification, of PLOOHs in mammalian cells, which makes it an essential reg-
ulator of ferroptotic cell death. GPX4 is a downstream target of the master regulator of
the antioxidant response NRF2. Furthermore, NRF2 target genes have been shown to
regulate the activity of proteins and enzymes responsible for preventing lipid peroxidation,
including the enzyme HO-1. Whereas only NRF2 protein expression was stabilized upon
RSL3 treatment in both cell lines, HO-1 was clearly induced both on the mRNA and protein
level (Figure 2C–E). NRF2’s activity and abundance are tightly regulated at the transcrip-
tional, post-transcriptional and post-translational level [37,38]. On the other hand, NRF2
itself, as a redox-sensitive transcription factor, regulates the expression of antioxidant and
detoxifying genes, including HO-1, through binding to the cis-acting enhancer sequence
ARE. Consistently, ARE-driven reporter assays demonstrated increased luciferase activity
upon RSL3 treatment under basal and NRF2 overexpression conditions in CYGB-deficient
G361 cells (Figure 4).

Intriguingly, the knockdown of CYGB also affected NRF2 and HO-1 protein expression
under basal conditions (Figure S3). This is in accordance with previous studies [14,39–41]
and is consistent with results obtained recently by our group [31]. Considering NRF2’s
central role in heme biosynthesis, and taking into account CYGB as a heme-containing
protein, cells possessing abundant endogenous CYGB levels constitutively induce NRF2
protein, and subsequently HO-1 [42,43]. Furthermore, CYGB, as a hemeprotein, could
potentially be involved in the regulation of the labile iron pool, and thus ameliorate RSL3-
mediated ferroptosis.
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Notably, HO-1 protein levels were significantly higher in G361-shCYGB cells upon
RSL3 treatment. There is conflicting evidence concerning the role of HO-1 in ferroptosis,
suggesting HO-1 to either promote or suppress ferroptosis [44,45]. However, it seems that
the pro- or anti-ferroptotic effect of HO-1 is dependent on the intracellular ROS levels and
degree of HO-1 induction [46]. HO-1 breaks down heme into biliverdin/bilirubin, carbon
monoxide and ferrous iron. Although biliverdin and bilirubin are antioxidants, ferrous
iron is highly reactive and can lead to the accumulation of ROS. Therefore, labile free iron
is sequestered by ferritin. Under moderate levels of HO-1 induction, the labile free iron
is adequately buffered by ferritin and therefore HO-1 can exert its cytoprotective effect.
However, higher levels of HO-1 expression could exceed the labile free iron buffering
capacity of the cell, thereby facilitating lipid peroxidation and subsequent ferroptotic cell
death [43]. Thus, the increased induction of HO-1 in CYGB knockdown G361-shCYGB
cells, together with the increased basal ROS levels, could potentially have contributed to
the increased sensitivity towards RSL3 treatment.

Another regulator of ferroptosis that recently was discovered, ferroptosis-suppressor
protein 1 (FSP1; also known as AIFM2), plays a prominent role in the suppression of fer-
roptosis [47,48]. FSP1 suppresses lipid peroxidation through the reduction of ubiquinone
to ubiquinol, which in turn either directly reduces lipid radicals to terminate lipid autoxi-
dation, or indirectly via regenerating vitamin E. In T cell lymphoblastic lymphoma cells,
FSP1 was shown to be upregulated by the long non-coding RNA maternally expressed 3
(MEG3), a regulatory RNA involved in tumor development [49].

Interestingly, MEG3 was one of the DEGs identified to be dramatically downregulated
in G361-shCYGB cells upon RSL3 treatment (Figure 7A) and was recently found to also
be downregulated under basal conditions [31]. Furthermore, MEG3 was shown to inhibit
tumor formation, growth and metastasis in melanoma [50]. Thus, whilst the knockdown
of CYGB in G361 melanoma cells gives rise to a more malignant cancer phenotype, it also
makes cells more susceptible to ferroptosis. Additionally, multiple cancer-associated path-
ways were enriched in the CYGB-deficient G361-shCYGB cell line compared to G361-shCTR.
Overactivation of the PI3K/AKT/mTOR pathway is known to promote proliferation and
survival [51]. Oncogenic KRAS promotes cell survival, proliferation and cytokine secre-
tion [52]. One of the cytokines secreted is TNFα, which in turn activates NF-κB, which
promotes tumor metastasis and invasiveness [53]. Hedgehog signaling has been shown
to promote metastasis through its involvement in the epithelial–mesenchymal transition
(EMT) [54]. EMT transforms polarized epithelial cells into motile mesenchymal cells,
thereby facilitating invasiveness and metastasis [55]. Thus, the knockdown of CYGB
seems to induce cellular changes that lead to a more malignant cancer phenotype, further
supporting a tumor-suppressive role for CYGB.

Remarkably, multiple DEGs found to be upregulated in G361-shCYGB cells com-
pared to G361-shCTR upon RSL3 ferroptosis treatment are associated with pyroptosis
(Figure 7B). More specifically, NOD-, LRR- and pyrin domain-containing protein 3 (NLRP3)
and caspase 1 (CASP1) were significantly upregulated, as confirmed by RT-PCR (Figure 7C).
Pyroptosis is driven by inflammatory caspases that are activated upon the formation of a
multiprotein complex called the inflammasome [56,57]. The NLRP3 inflammasome consists
of a sensor (NLRP3), an adaptor (ASC; also known as PYCARD) and an effector (caspase 1).
NLRP3 and CASP1 transcription is upregulated by the activation of pathogen-associated
molecular patterns (PAMPS), toll-like receptors (TLRs) or cytokines such as TNFα and
IL-1β that lead to NF-κB activation and gene transcription [58,59], which is perfectly in
line with the findings here, showing the enrichment of hallmark pathway TNFα via NF-κB
signaling and GO term IL-1β production (Figure 7B and Figure S5). Additionally, cluster
of differentiation (CD74) together with C-X-C chemokine receptor type 4 (CXCR4) were
also upregulated. CD74 is involved in cell signaling by acting as a receptor for the pro-
inflammatory cytokine macrophage migration inhibitory factor (MIF) [60]. However, to
trigger the intracellular signal transduction, the presence of co-receptor protein CXCR4
is needed [61]. MIF can initiate several cellular signaling pathways in a CD74-dependent
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manner, including signaling cascades involving Syk and NF-κB [62–64], and promotes
the expression of TLR4 [65]. Moreover, accumulating evidence suggests that MIF plays a
central role in NLRP3 inflammasome activation [66,67].

Collectively, our results revealed a cytoprotective role for CYGB in suppressing fer-
roptosis and pyroptosis cell death hallmarks. Moreover, transcriptome analysis revealed
the enrichment of multiple cancer-associated pathways in CYGB knockdown G361 cells,
demonstrating the tumor-suppressive function of CYGB. This could potentially have impor-
tant therapeutic implications. Meta-analysis of the whole-genome bead array dataset
(GSE29359) comparing human primary melanocyte cell lines and 82 patient-derived
metastatic melanoma samples demonstrated that although CYGB is mostly lost during
melanocyte-to-melanoma transition, some melanoma cells retain their high endogenous
CYGB levels [16]. Therefore, modulated CYGB expression during melanomagenesis can
determine the sensitivity towards treatments focused on inducing ferroptosis. CYGB ex-
pression in (metastatic) melanoma tissues could be used as a biomarker for determining
the best therapeutic approach and treatment outcome.

Remarkably, RSL3 treatment in G361-shCYGB led to the activation of the NLRP3
inflammasome and subsequent induction of pyroptosis. Several studies already proposed
an anti-inflammatory role for CYGB through the regulation of the cytokine TNFα [68,69]
via inhibition of the NF-κB pathway [70], which is in accordance with our RNA-seq data
(Figure 2). CYGB was also shown to inhibit LPS-induced NADPH oxidase activity and ROS,
NO and O2

•− generation [71]. CYGB could possibly regulate inflammasome activation by
attenuating inflammation through its polyvalent RONS-scavenging functions. However,
cardiolipin (CL) was shown to be necessary for NLRP3 inflammasome activation [72]. As
CYGB can interact with and regulate the redox status of CL [41,73], CYGB could indirectly
regulate pyroptotic cell death.

Conflicting evidence exists regarding the tumor-promoting or -inhibiting role of py-
roptosis [74]. However, inducing pyroptosis in tumor cells holds great promise as a novel
cancer treatment strategy. Here, pyroptosis likely contributed to the increased overall cell
death in CYGB knockdown G361 cells. Studies focused on pyroptosis signaling pathways
would provide opportunities for finding tumor biomarkers and novel chemotherapeutic
drug development [75]. In this light, CYGBs could be of great interest for further research.

Of special note, changes in mitochondrial aldehyde dehydrogenase metabolism have
been demonstrated at the crossroad of ferroptosis and pyroptosis signaling pathways [76].
Along the same line, Kang et al. recently reported that the key ferroptosis regulator GPX4
also acts as a negative regulator of the pyroptotic cell death pathway [77]. Furthermore,
pyroptosis was also shown to be induced by increased intracellular iron and ROS in
melanoma [78]. Hence, RSL3, as a GPX4 inhibitor, can lead to pyroptosis.

5. Conclusions

In this study, we explored the role of CYGB in determining the cellular sensitivity
towards RSL3-mediated ferroptosis. The presence of the cytoprotective protein CYGB
determined the outcome of RSL3 treatment through the regulation of lipid peroxidation
and ROS levels, supporting a redox-regulatory role. RSL3 treatment strongly increased
the expression of the master regulator of the antioxidant response NRF2 and downstream
target HO-1, whereas CYGB protein levels determined the basal expression of NRF2
and HO-1, likely mediated through MEG3. Moreover, transcriptome analysis following
CYGB knockdown further revealed the enrichment of multiple cancer malignancy path-
ways, supporting a tumor-suppressive function of CYGB. Remarkably, RSL3 treatment of
G361-shCYGB cells also led to the activation of the NLRP3 inflammasome and pyropto-
sis pathways, which identified CYGB expression regulation as a critical determinant of
the ferroptosis–pyroptosis therapy response. CYGB could be an exciting new predictive
biomarker candidate.



Antioxidants 2022, 11, 1548 17 of 20

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/antiox11081548/s1, Figure S1: Dose kinetics of RSL3; Figure S2:
Lipid peroxidation in G361 cells; Figure S3: Basal protein expression levels; Figure S4: Ferroptosis
signature heatmap; Figure S5: Gene set enrichment analysis; Figure S6: Pyroptosis signature heatmap;
Table S1: Primer sequences of used genes.

Author Contributions: Conceptualization, J.D.B. and D.H.; methodology, J.D.B.; investigation, J.D.B.,
D.M. and K.Z.; writing—original draft preparation, J.D.B.; writing—review and editing, J.D.B. and
D.H; visualization J.D.B., D.H., W.V.B., C.S. and A.B. All authors have read and agreed to the
published version of the manuscript.

Funding: J.D.B. acknowledges a visiting fellowship from the University of Fribourg. D.H. acknowl-
edges support by the Swiss National Science Foundation (grants 31003A_173000 and 310030_207460).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: The data are contained with this article and supplementary files.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Siegel, R.L.; Miller, K.D.; Jemal, A. Cancer statistics. Cancer J. Clin. 2018, 68, 7–30. [CrossRef]
2. Sample, A.; He, Y.Y. Mechanisms and prevention of UV-induced melanoma. Photodermatol. Photoimmunol. Photomed. 2018, 34, 13–24.

[CrossRef]
3. Curti, B.D.; Faries, M.B. Recent advances in the treatment of melanoma. N. Engl. J. Med. 2021, 384, 2229–2240. [CrossRef]
4. Yu, C.; Liu, X.; Yang, J.; Zhang, M.; Jin, H.; Ma, X.; Shi, H. Combination of immunotherapy with targeted therapy: Theory and

practice in metastatic melanoma. Front. Immunol. 2019, 10, 990. [CrossRef]
5. Davies, H.; Bignell, G.R.; Cox, C.; Stephens, P.; Edkins, S.; Clegg, S.; Teague, J.; Woffendin, H.; Garnett, M.J.; Bottomley, W.; et al.

Mutations of the BRAF gene in human cancer. Nature 2002, 417, 949–954. [CrossRef]
6. Moreira, A.; Heinzerling, L.; Bhardwaj, N.; Friedlander, P. Current melanoma treatments: Where do we stand? Cancers 2021, 13, 221.

[CrossRef]
7. Tsoi, J.; Robert, L.; Paraiso, K.; Galvan, C.; Sheu, K.M.; Lay, J.; Wong, D.J.L.; Atefi, M.; Shirazi, R.; Wang, X.; et al. Multi-stage

differentiation defines melanoma subtypes with differential vulnerability to drug-induced iron-dependent oxidative stress. Cancer
Cell 2018, 33, 890–904. [CrossRef]

8. Yang, W.S.; Stockwell, B.R. Synthetic lethal screening identifies compounds activating iron-dependent, nonapoptotic cell death in
oncogenic-RAS-harboring cancer cells. Chem. Biol. 2008, 15, 234–245. [CrossRef]

9. Jiang, X.; Stockwell, B.R.; Conrad, M. Ferroptosis: Mechanisms, biology and role in disease. Nat. Rev. Mol. Cell Biol. 2021, 22, 266–282.
[CrossRef]

10. Zweier, J.L.; Ilangovan, G. Regulation of nitric oxide metabolism and vascular tone by cytoglobin. Antioxid. Redox Signal. 2020, 32,
1172–1187. [CrossRef]

11. Reeder, B.J.; Ukeri, J. Strong modulation of nitrite reductase activity of cytoglobin by disulfide bond oxidation: Implications for
nitric oxide homeostasis. Nitric Oxide 2018, 72, 16–23. [CrossRef]

12. Zweier, J.L.; Hemann, C.; Kundu, T.; Ewees, M.G.; Khaleel, S.A.; Samouilov, A.; Ilangovan, G.; El-Mahdy, M.A. Cytoglobin has
potent superoxide dismutase function. Proc. Natl. Acad. Sci. USA 2021, 118, e2105053118. [CrossRef]

13. Tejero, J.; Kapralov, A.A.; Baumgartner, M.P.; Sparacino-Watkins, C.E.; Anthonymutu, T.S.; Vlasova, I.I.; Camacho, C.J.; Gladwin,
M.T.; Bayir, H.; Kagan, V.E. Peroxidase activation of cytoglobin by anionic phospholipids: Mechanisms and consequences.
Biochim. Biophys. Acta (BBA) Mol. Cell Biol. Lipids 2016, 1861, 391–401. [CrossRef]

14. Randi, E.B.; Vervaet, B.; Tsachaki, M.; Porto, E.; Vermeylen, S.; Lindenmeyer, M.T.; Thuy, L.T.T.; Cohen, C.D.; Devuyst, O.; Kistler,
A.D.; et al. The antioxidative role of cytoglobin in podocytes: Implications for a role in chronic kidney disease. Antioxid. Redox
Signal. 2020, 32, 1155–1171. [CrossRef]

15. De Backer, J.; Maric, D.; Bosman, M.; Dewilde, S.; Hoogewijs, D. A reliable set of reference genes to normalize oxygen-dependent
cytoglobin gene expression levels in melanoma. Sci. Rep. 2021, 11, 10879. [CrossRef]

16. Fujita, Y.; Koinuma, S.; De Velasco, M.A.; Bolz, J.; Togashi, Y.; Terashima, M.; Hayashi, H.; Matsuo, T.; Nishio, K. Melanoma
transition is frequently accompanied by a loss of cytoglobin expression in melanocytes: A novel expression site of cytoglobin.
PLoS ONE 2014, 9, e94772. [CrossRef]

17. Shivapurkar, N.; Stastny, V.; Okumura, N.; Girard, L.; Xie, Y.; Prinsen, C.; Thunnissen, F.B.; Wistuba, I.I.; Czerniak, B.; Frenkel, E.;
et al. Cytoglobin, the newest member of the globin family, functions as a tumor suppressor gene. Cancer Res. 2008, 68, 7448–7456.
[CrossRef]

https://www.mdpi.com/article/10.3390/antiox11081548/s1
https://www.mdpi.com/article/10.3390/antiox11081548/s1
http://doi.org/10.3322/caac.21442
http://doi.org/10.1111/phpp.12329
http://doi.org/10.1056/NEJMra2034861
http://doi.org/10.3389/fimmu.2019.00990
http://doi.org/10.1038/nature00766
http://doi.org/10.3390/cancers13020221
http://doi.org/10.1016/j.ccell.2018.03.017
http://doi.org/10.1016/j.chembiol.2008.02.010
http://doi.org/10.1038/s41580-020-00324-8
http://doi.org/10.1089/ars.2019.7881
http://doi.org/10.1016/j.niox.2017.11.004
http://doi.org/10.1073/pnas.2105053118
http://doi.org/10.1016/j.bbalip.2016.02.022
http://doi.org/10.1089/ars.2019.7868
http://doi.org/10.1038/s41598-021-90284-6
http://doi.org/10.1371/journal.pone.0094772
http://doi.org/10.1158/0008-5472.CAN-08-0565


Antioxidants 2022, 11, 1548 18 of 20

18. McRonald, F.E.; Liloglou, T.; Xinarianos, G.; Hill, L.; Rowbottom, L.; Langan, J.E.; Ellis, A.; Shaw, J.M.; Field, J.K.; Risk, J.M.
Down-regulation of the cytoglobin gene, located on 17q25, in tylosis with oesophageal cancer (TOC): Evidence for trans-allele
repression. Hum. Mol. Genet. 2006, 15, 1271–1277. [CrossRef]

19. Shaw, R.J.; Omar, M.M.; Rokadiya, S.; Kogera, F.A.; Lowe, D.; Hall, G.L.; Woolgar, J.A.; Homer, J.; Liloglou, T.; Field, J.K.; et al.
Cytoglobin is upregulated by tumour hypoxia and silenced by promoter hypermethylation in head and neck cancer. Br. J. Cancer
2009, 101, 139–144. [CrossRef]

20. Presneau, N.; Dewar, K.; Forgetta, V.; Provencher, D.; Mes-Masson, A.M.; Tonin, P.N. Loss of heterozygosity and transcriptome
analyses of a 1.2 Mb candidate ovarian cancer tumor suppressor locus region at 17q25.1-q25.2. Mol. Carcinog. 2005, 43, 141–154.
[CrossRef]

21. Wojnarowicz, P.M.; Provencher, D.M.; Mes-Masson, A.M.; Tonin, P.N. Chromosome 17q25 genes, RHBDF2 and CYGB, in ovarian
cancer. Int. J. Oncol. 2012, 40, 1865–1880. [PubMed]

22. Hubers, A.J.; Heideman, D.A.; Burgers, S.A.; Herder, G.J.; Sterk, P.J.; Rhodius, R.J.; Smit, H.J.; Krouwels, F.; Welling, A.; Witte, B.I.;
et al. DNA hypermethylation analysis in sputum for the diagnosis of lung cancer: Training validation set approach. Br. J. Cancer
2015, 112, 1105–1113. [CrossRef] [PubMed]

23. Schörg, A.; Santambrogio, S.; Platt, J.L.; Schödel, J.; Lindenmeyer, M.T.; Cohen, C.D.; Schrödter, K.; Mole, D.R.; Wenger, R.H.;
Hoogewijs, D. Destruction of a distal hypoxia response element abolishes trans-activation of the PAG1 gene mediated by
HIF-independent chromatin looping. Nucleic Acids Res. 2015, 43, 5810–5823. [CrossRef] [PubMed]

24. Koay, T.W.; Osterhof, C.; Orlando, I.M.C.; Keppner, A.; Andre, D.; Yousefian, S.; Suárez Alonso, M.; Correia, M.; Markworth, R.;
Schödel, J.; et al. Androglobin gene expression patterns and FOXJ1-dependent regulation indicate its functional association with
ciliogenesis. J. Biol. Chem. 2021, 296, 100291. [CrossRef]

25. Storti, F.; Santambrogio, S.; Crowther, L.M.; Otto, T.; Abreu-Rodríguez, I.; Kaufmann, M.; Hu, C.J.; Dame, C.; Fandrey, J.; Wenger,
R.H.; et al. A novel distal upstream hypoxia response element regulating oxygen-dependent erythropoietin gene expression.
Haematologica 2014, 99, e45–e48. [CrossRef]

26. Keppner, A.; Correia, M.; Santambrogio, S.; Koay, T.W.; Maric, D.; Osterhof, C.; Winter, D.V.; Clerc, A.; Stumpe, M.; Chalmel, F.;
et al. Androglobin, a chimeric mammalian globin, is required for male fertility. eLife 2022, 11, e72374. [CrossRef]

27. Love, M.I.; Huber, W.; Anders, S. Moderated estimation of fold change and dispersion for RNA-seq data with DESeq2. Genome
Biol. 2014, 15, 550. [CrossRef]

28. Korotkevich, G.; Sukhov, V.; Budin, N.; Shpak, B.; Artyomov, M.N.; and Sergushichev, A. Fast gene set enrichment analysis.
bioRxiv 2021, 060012.

29. Liberzon, A.; Birger, C.; Thorvaldsdóttir, H.; Ghandi, M.; Mesirov, J.P.; Tamayo, P. The Molecular Signatures Database (MSigDB)
hallmark gene set collection. Cell Syst. 2015, 1, 417–425. [CrossRef]

30. Huntley, R.P.; Sawford, T.; Mutowo-Meullenet, P.; Shypitsyna, A.; Bonilla, C.; Martin, M.J.; O’Donovan, C. The GOA database:
Gene Ontology annotation updates for 2015. Nucleic Acids Res. 2015, 43, D1057–D1063. [CrossRef]

31. De Backer, J.; Lin, A.; Berghe, W.V.; Bogaerts, A.; Hoogewijs, D. Cytoglobin inhibits non-thermal plasma-induced apoptosis in
melanoma cells through regulation of the NRF2-mediated Antioxid.ant response. Redox Biol. 2022, 55, 102399. [CrossRef]

32. Yoshizato, K.; Thuy, L.T.T.; Shiota, G.; Kawada, N. Discovery of cytoglobin and its roles in physiology and pathology of hepatic
stellate cells. Proc. Jpn. Acad. Ser. B Phys. Biol. Sci. 2016, 92, 77–97. [CrossRef]

33. Keppner, A.; Maric, D.; Correia, M.; Koay, T.W.; Orlando, I.M.C.; Vinogradov, S.N.; Hoogewijs, D. Lessons from the post-genomic
era: Globin diversity beyond oxygen binding and transport. Redox Biol. 2020, 37, 101687. [CrossRef]

34. Kamga, C.; Krishnamurthy, S.; Shiva, S. Myoglobin and mitochondria: A relationship bound by oxygen and nitric oxide. Nitric
Oxide Biol. Chem. 2012, 26, 251–258. [CrossRef]

35. Rowland, L.K.; Campbell, P.S.; Mavingire, N.; Wooten, J.V.; McLean, L.; Zylstra, D.; Thorne, G.; Daly, D.; Boyle, K.; Whang, S.;
et al. Putative tumor suppressor cytoglobin promotes aryl hydrocarbon receptor ligand-mediated triple negative breast cancer
cell death. J. Cell Biochem. 2019, 120, 6004–6014. [CrossRef]

36. Yang, W.S.; SriRamaratnam, R.; Welsch, M.E.; Shimada, K.; Skouta, R.; Viswanathan, V.S.; Cheah, J.H.; Clemons, P.A.; Shamji, A.F.;
Clish, C.B.; et al. Regulation of ferroptotic cancer cell death by GPX4. Cell 2014, 156, 317–331. [CrossRef]

37. Hayes, J.D.; Dinkova-Kostova, A.T. The Nrf2 regulatory network provides an interface between redox and intermediary
metabolism. Trends Biochem. Sci. 2014, 39, 199–218. [CrossRef]

38. Stewart, D.; Killeen, E.; Naquin, R.; Alam, S.; and Alam, J. Degradation of transcription factor Nrf2 via the ubiquitin-proteasome
pathway and stabilization by cadmium. J. Biol. Chem. 2003, 278, 2396–2402. [CrossRef]

39. Singh, S.; Canseco, D.C.; Manda, S.M.; Shelton, J.M.; Chirumamilla, R.R.; Goetsch, S.C.; Ye, Q.; Gerard, R.D.; Schneider, J.W.;
Richardson, J.A.; et al. Cytoglobin modulates myogenic progenitor cell viability and muscle regeneration. Proc. Natl. Acad. Sci.
USA 2014, 111, E129–E138. [CrossRef]

40. Zhang, S.; Li, X.; Jourd’heuil, F.L.; Qu, S.; Devejian, N.; Bennett, E.; Jourd’heuil, D.; Cai, C. Cytoglobin promotes cardiac progenitor
cell survival against oxidative stress via the upregulation of the NFκB/iNOS Signal. pathway and nitric oxide production. Sci.
Rep. 2017, 7, 10754. [CrossRef]

41. Thorne, L.S.; Rochford, G.; Williams, T.D.; Southam, A.D.; Rodriguez-Blanco, G.; Dunn, W.B.; Hodges, N.J. Cytoglobin protects
cancer cells from apoptosis by regulation of mitochondrial cardiolipin. Sci. Rep. 2021, 11, 985. [CrossRef] [PubMed]

http://doi.org/10.1093/hmg/ddl042
http://doi.org/10.1038/sj.bjc.6605121
http://doi.org/10.1002/mc.20096
http://www.ncbi.nlm.nih.gov/pubmed/22344671
http://doi.org/10.1038/bjc.2014.636
http://www.ncbi.nlm.nih.gov/pubmed/25719833
http://doi.org/10.1093/nar/gkv506
http://www.ncbi.nlm.nih.gov/pubmed/26007655
http://doi.org/10.1016/j.jbc.2021.100291
http://doi.org/10.3324/haematol.2013.102707
http://doi.org/10.7554/eLife.72374
http://doi.org/10.1186/s13059-014-0550-8
http://doi.org/10.1016/j.cels.2015.12.004
http://doi.org/10.1093/nar/gku1113
http://doi.org/10.1016/j.redox.2022.102399
http://doi.org/10.2183/pjab.92.77
http://doi.org/10.1016/j.redox.2020.101687
http://doi.org/10.1016/j.niox.2012.03.005
http://doi.org/10.1002/jcb.27887
http://doi.org/10.1016/j.cell.2013.12.010
http://doi.org/10.1016/j.tibs.2014.02.002
http://doi.org/10.1074/jbc.M209195200
http://doi.org/10.1073/pnas.1314962111
http://doi.org/10.1038/s41598-017-11342-6
http://doi.org/10.1038/s41598-020-79830-w
http://www.ncbi.nlm.nih.gov/pubmed/33441751


Antioxidants 2022, 11, 1548 19 of 20

42. Kerins, M.J.; Ooi, A. The roles of NRF2 in modulating cellular iron homeostasis. Antioxid. Redox Signal. 2018, 29, 1756–1773.
[CrossRef] [PubMed]

43. Chiang, S.K.; Chen, S.E.; Chang, L.C. A dual role of heme oxygenase-1 in cancer cells. Int. J. Mol. Sci. 2018, 20, 39. [CrossRef]
[PubMed]

44. Kwon, M.Y.; Park, E.; Lee, S.J.; Chung, S.W. Heme oxygenase-1 accelerates erastin-induced ferroptotic cell death. Oncotarget
2015, 6, 24393–24403. [CrossRef] [PubMed]

45. Nitti, M.; Piras, S.; Brondolo, L.; Marinari, U.M.; Pronzato, M.A.; Furfaro, A.L. Heme oxygenase 1 in the nervous system: Does it
favor neuronal cell survival or induce neurodegeneration? Int. J. Mol. Sci. 2018, 19, 2260. [CrossRef] [PubMed]

46. Hassannia, B.; Wiernicki, B.; Ingold, I.; Qu, F.; Van Herck, S.; Tyurina, Y.Y.; Bayır, H.; Abhari, B.A.; Angeli, J.P.F.; Choi, S.M.;
et al. Nano-targeted induction of dual ferroptotic mechanisms eradicates high-risk neuroblastoma. J. Clin. Investig. 2018, 128,
3341–3355. [CrossRef]

47. Bersuker, K.; Hendricks, J.M.; Li, Z.; Magtanong, L.; Ford, B.; Tang, P.H.; Roberts, M.A.; Tong, B.; Maimone, T.J.; Zoncu, R.; et al.
The CoQ oxidoreductase FSP1 acts parallel to GPX4 to inhibit ferroptosis. Nature 2019, 575, 688–692. [CrossRef]

48. Doll, S.; Freitas, F.P.; Shah, R.; Aldrovandi, M.; da Silva, M.C.; Ingold, I.; Goya Grocin, A.; Xavier da Silva, T.N.; Panzilius, E.;
Scheel, C.H.; et al. FSP1 is a glutathione-independent ferroptosis suppressor. Nature 2019, 575, 693–698. [CrossRef]

49. Fan, F.Y.; Deng, R.; Yi, H.; Sun, H.P.; Zeng, Y.; He, G.C.; Su, Y. The inhibitory effect of MEG3/miR-214/AIFM2 axis on the growth
of T-cell lymphoblastic lymphoma. Int. J. Oncol. 2017, 51, 316–326. [CrossRef]

50. Wu, L.; Zhu, L.; Li, Y.; Zheng, Z.; Lin, X.; Yang, C. LncRNA MEG3 promotes melanoma growth, metastasis and formation through
modulating miR-21/E-cadherin axis. Cancer Cell Int. 2020, 20, 12. [CrossRef]

51. Alzahrani, A.S. PI3K/Akt/mTOR inhibitors in cancer: At the bench and bedside. Semin. Cancer Biol. 2019, 59, 125–132. [CrossRef]
[PubMed]

52. Drosten, M.; Barbacid, M. Targeting the MAPK pathway in KRAS-driven tumors. Cancer Cell 2020, 37, 543–550. [CrossRef]
[PubMed]

53. Ueda, Y.; Richmond, A. NF-kappaB activation in melanoma. Pigment Cell Res. 2006, 19, 112–124. [CrossRef] [PubMed]
54. Gupta, S.; Takebe, N.; Lorusso, P. Targeting the Hedgehog pathway in cancer. Ther. Adv. Med. Oncol. 2010, 2, 237–250. [CrossRef]
55. Rubin, L.L.; de Sauvage, F.J. Targeting the Hedgehog pathway in cancer. Nat. Rev. Drug. Discov. 2006, 5, 1026–1033. [CrossRef]
56. Swanson, K.V.; Deng, M.; Ting, J.P. The NLRP3 inflammasome: Molecular activation and regulation to therapeutics. Nat. Rev.

Immunol. 2019, 19, 477–489. [CrossRef]
57. Shi, J.; Zhao, Y.; Wang, K.; Shi, X.; Wang, Y.; Huang, H.; Zhuang, Y.; Cai, T.; Wang, F.; Shao, F. Cleavage of GSDMD by inflammatory

caspases determines pyroptotic cell death. Nature 2015, 526, 660–665. [CrossRef]
58. Bauernfeind, F.G.; Horvath, G.; Stutz, A.; Alnemri, E.S.; MacDonald, K.; Speert, D.; Fernandes-Alnemri, T.; Wu, J.; Monks,

B.G.; Fitzgerald, K.A.; et al. Cutting edge: NF-kappaB activating pattern recognition and cytokine receptors license NLRP3
inflammasome activation by regulating NLRP3 expression. J. Immunol. 2009, 183, 787–791. [CrossRef]

59. Franchi, L.; Eigenbrod, T.; Núñez, G. Cutting edge: TNF-alpha mediates sensitization to ATP and silica via the NLRP3 inflamma-
some in the absence of microbial stimulation. J. Immunol. 2009, 183, 792–796. [CrossRef]

60. Leng, L.; Metz, C.N.; Fang, Y.; Xu, J.; Donnelly, S.; Baugh, J.; Delohery, T.; Chen, Y.; Mitchell, R.A.; Bucala, R. MIF Signal.
transduction initiated by binding to CD74. J. Exp. Med. 2003, 197, 1467–1476. [CrossRef]

61. Schwartz, V.; Lue, H.; Kraemer, S.; Korbiel, J.; Krohn, R.; Ohl, K.; Bucala, R.; Weber, C.; Bernhagen, J. A functional heteromeric
MIF receptor formed by CD74 and CXCR4. FEBS Lett. 2009, 583, 2749–2757. [CrossRef] [PubMed]

62. Starlets, D.; Gore, Y.; Binsky, I.; Haran, M.; Harpaz, N.; Shvidel, L.; Becker-Herman, S.; Berrebi, A.; Shachar, I. Cell-surface CD74
initiates a Signal.ing cascade leading to cell proliferation and survival. Blood 2006, 107, 4807–4816. [CrossRef] [PubMed]

63. Lantner, F.; Starlets, D.; Gore, Y.; Flaishon, L.; Yamit-Hezi, A.; Dikstein, R.; Leng, L.; Bucala, R.; Machluf, Y.; Oren, M.; et al. CD74
induces TAp63 expression leading to B-cell survival. Blood 2007, 110, 4303–4311. [CrossRef] [PubMed]

64. Gore, Y.; Starlets, D.; Maharshak, N.; Becker-Herman, S.; Kaneyuki, U.; Leng, L.; Bucala, R.; Shachar, I. Macrophage migration
inhibitory factor induces B cell survival by activation of a CD74-CD44 receptor complex*. J. Biol. Chem. 2008, 283, 2784–2792.
[CrossRef] [PubMed]

65. Jankauskas, S.S.; Wong, D.W.L.; Bucala, R.; Djudjaj, S.; Boor, P. Evolving complexity of MIF Signaling. Cell. Signal. 2019, 57, 76–88.
[CrossRef]

66. Li, T.; Sun, H.; Li, Y.; Su, L.; Jiang, J.; Liu, Y.; Jiang, N.; Huang, R.; Zhang, J.; Peng, Z. Downregulation of macrophage migration
inhibitory factor attenuates NLRP3 inflammasome mediated pyroptosis in sepsis-induced AKI. Cell Death Discov. 2022, 8, 61.
[CrossRef] [PubMed]

67. Lang, T.; Lee, J.P.W.; Elgass, K.; Pinar, A.A.; Tate, M.D.; Aitken, E.H.; Fan, H.; Creed, S.J.; Deen, N.S.; Traore, D.A.K.; et al.
Macrophage migration inhibitory factor is required for NLRP3 inflammasome activation. Nat. Commun. 2018, 9, 2223. [CrossRef]

68. Wen, J.; Wu, Y.; Wei, W.; Li, Z.; Wang, P.; Zhu, S.; Dong, W. Protective effects of recombinant human cytoglobin against chronic
alcohol-induced liver disease in vivo and in vitro. Sci. Rep. 2017, 7, 41647. [CrossRef]

69. Yassin, M.; Kissow, H.; Vainer, B.; Joseph, P.D.; Hay-Schmidt, A.; Olsen, J.; Pedersen, A.E. Cytoglobin affects tumorigenesis and
the expression of ulcerative colitis-associated genes under chemically induced colitis in mice. Sci. Rep. 2018, 8, 6905. [CrossRef]

http://doi.org/10.1089/ars.2017.7176
http://www.ncbi.nlm.nih.gov/pubmed/28793787
http://doi.org/10.3390/ijms20010039
http://www.ncbi.nlm.nih.gov/pubmed/30583467
http://doi.org/10.18632/oncotarget.5162
http://www.ncbi.nlm.nih.gov/pubmed/26405158
http://doi.org/10.3390/ijms19082260
http://www.ncbi.nlm.nih.gov/pubmed/30071692
http://doi.org/10.1172/JCI99032
http://doi.org/10.1038/s41586-019-1705-2
http://doi.org/10.1038/s41586-019-1707-0
http://doi.org/10.3892/ijo.2017.4006
http://doi.org/10.1186/s12935-019-1087-4
http://doi.org/10.1016/j.semcancer.2019.07.009
http://www.ncbi.nlm.nih.gov/pubmed/31323288
http://doi.org/10.1016/j.ccell.2020.03.013
http://www.ncbi.nlm.nih.gov/pubmed/32289276
http://doi.org/10.1111/j.1600-0749.2006.00304.x
http://www.ncbi.nlm.nih.gov/pubmed/16524427
http://doi.org/10.1177/1758834010366430
http://doi.org/10.1038/nrd2086
http://doi.org/10.1038/s41577-019-0165-0
http://doi.org/10.1038/nature15514
http://doi.org/10.4049/jimmunol.0901363
http://doi.org/10.4049/jimmunol.0900173
http://doi.org/10.1084/jem.20030286
http://doi.org/10.1016/j.febslet.2009.07.058
http://www.ncbi.nlm.nih.gov/pubmed/19665027
http://doi.org/10.1182/blood-2005-11-4334
http://www.ncbi.nlm.nih.gov/pubmed/16484589
http://doi.org/10.1182/blood-2007-04-087486
http://www.ncbi.nlm.nih.gov/pubmed/17846227
http://doi.org/10.1074/jbc.M703265200
http://www.ncbi.nlm.nih.gov/pubmed/18056708
http://doi.org/10.1016/j.cellsig.2019.01.006
http://doi.org/10.1038/s41420-022-00859-z
http://www.ncbi.nlm.nih.gov/pubmed/35165294
http://doi.org/10.1038/s41467-018-04581-2
http://doi.org/10.1038/srep41647
http://doi.org/10.1038/s41598-018-24728-x


Antioxidants 2022, 11, 1548 20 of 20

70. Gomes, B.R.B.; de Sousa, G.L.S.; Ott, D.; Murgott, J.; de Sousa, M.V.; de Souza, P.E.N.; Roth, J.; Veiga-Souza, F.H. Cytoglobin
attenuates neuroinflammation in lipopolysaccharide-activated primary preoptic area cells via NF-κB pathway inhibition. Front.
Mol. Neurosci. 2019, 12, 307. [CrossRef]

71. Ou, L.; Li, X.; Chen, B.; Ge, Z.; Zhang, J.; Zhang, Y.; Cai, G.; Li, Z.; Wang, P.; Dong, W. Recombinant human cytoglobin prevents
atherosclerosis by regulating lipid metabolism and oxidative stress. J. Cardiovasc. Pharmacol. Ther. 2018, 23, 162–173. [CrossRef]
[PubMed]

72. Iyer, S.S.; He, Q.; Janczy, J.R.; Elliott, E.I.; Zhong, Z.; Olivier, A.K.; Sadler, J.J.; Knepper-Adrian, V.; Han, R.; Qiao, L.; et al.
Mitochondrial cardiolipin is required for Nlrp3 inflammasome activation. Immunity 2013, 39, 311–323. [CrossRef] [PubMed]

73. Reeder, B.J.; Svistunenko, D.A.; Wilson, M.T. Lipid binding to cytoglobin leads to a change in haem co-ordination: A role for
cytoglobin in lipid Signal.ling of oxidative stress. Biochem. J. 2011, 434, 483–492. [CrossRef] [PubMed]

74. Lu, X.; Guo, T.; Zhang, X. Pyroptosis in cancer: Friend or foe? Cancers 2021, 13, 3620. [CrossRef] [PubMed]
75. Wang, L.; Qin, X.; Liang, J.; Ge, P. Induction of pyroptosis: A promising strategy for cancer treatment. Front. Oncol. 2021, 11, 635774.

[CrossRef]
76. Cao, Z.; Qin, H.; Huang, Y.; Zhao, Y.; Chen, Z.; Hu, J.; Gao, Q. Crosstalk of pyroptosis, ferroptosis, and mitochondrial aldehyde

dehydrogenase 2-related mechanisms in sepsis-induced lung injury in a mouse model. Bioengineered 2022, 13, 4810–4820.
[CrossRef]

77. Kang, R.; Zeng, L.; Zhu, S.; Xie, Y.; Liu, J.; Wen, Q.; Cao, L.; Xie, M.; Ran, Q.; Kroemer, G.; et al. Lipid peroxidation drives
gasdermin D-mediated pyroptosis in lethal polymicrobial sepsis. Cell Host Microbe 2018, 24, 97–108.e4. [CrossRef]

78. Zhou, B.; Zhang, J.-Y.; Liu, X.-S.; Chen, H.-A.; Ai, Y.-L.; Cheng, K.; Sun, R.-Y.; Zhou, D.; Han, J.; Wu, Q. Tom20 senses iron-activated
ROS Signal.ing to promote melanoma cell pyroptosis. Cell Res. 2018, 28, 1171–1185. [CrossRef]

http://doi.org/10.3389/fnmol.2019.00307
http://doi.org/10.1177/1074248417724870
http://www.ncbi.nlm.nih.gov/pubmed/28954528
http://doi.org/10.1016/j.immuni.2013.08.001
http://www.ncbi.nlm.nih.gov/pubmed/23954133
http://doi.org/10.1042/BJ20101136
http://www.ncbi.nlm.nih.gov/pubmed/21171964
http://doi.org/10.3390/cancers13143620
http://www.ncbi.nlm.nih.gov/pubmed/34298833
http://doi.org/10.3389/fonc.2021.635774
http://doi.org/10.1080/21655979.2022.2033381
http://doi.org/10.1016/j.chom.2018.05.009
http://doi.org/10.1038/s41422-018-0090-y

	Introduction 
	Materials and Methods 
	Cell Culture 
	Generation of Stable Knockdown and Overexpressed Cell Lines 
	Determination of Cellular Bioenergetics 
	H2DCF-DA Assay 
	Cell Viability 
	Lipid Peroxidation Assay 
	Luciferase Reporter Assays 
	RNA Extraction, Purification and cDNA Conversion 
	Real-Time Quantitative PCR 
	Protein Extraction and Quantification 
	Immunoblotting 
	RNA Sequencing 

	Results 
	CYGB Knockdown Influences Cellular Bioenergetics 
	CYGB Expression Affects ROS Homeostasis and Ferroptosis Sensitivity 
	CYGB-Dependent Antioxidant Response Element-Driven Luciferase Activity Is Increased upon RSL3 Treatment and NRF2 Overexpression 
	RNA Sequencing Analysis of RSL3-Treated G361-shCTR and G361-shCYGB versus Control 
	Differences between RSL3-Treated G361-shCTR and G361-shCYGB Cells 

	Discussion 
	Conclusions 
	References

