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Ferroptosis is a newly discovered form of non-apoptotic cell death that relies on iron-
mediated oxidative damage, playing a crucial role in the progression and therapy
resistance of melanoma. Hence, the potential value of ferroptosis-related genes (FRGs)
as a prognostic model and therapeutic target in melanoma requires further investigation. In
this study, the relationship between FRGs and melanoma was revealed by analyzing the
mRNA expression profiles from The Cancer Genome Atlas (TCGA) and Gene Expression
Synthesis (GEO). A 6-FRGs signature was constructed by Univariate, multivariate, and
lasso Cox regression analyses in the TCGA cohort. The GEO database was used to
validate the efficacy of the signature. The protein and mRNA expression level of the
signature genes were examined in real-world melanoma tissues via immunohistochemical
and quantificational real-time polymerase chain reaction (qRT-PCR). Functional
enrichment analysis and immune-related analysis were conducted to identify the
potential biological functions and pathways of the signature. Ten putative small
molecule drugs were predicted by Connectivity Map (CMAP). As a result, a 6-FRGs
signature was constructed to stratify melanoma patients into two risk groups. Compared
with the low-risk group, patients in the high-risk group had a worse prognosis and a lower
ImmuneScore. Immune-related pathways were enriched in the low-risk group. Immune
Function and immune cell infiltration of the low-risk group were significantly higher than that
of the high-risk group. The differential expression of these six FRGs in melanoma and
adjacent normal tissues was confirmed. Moreover, higher expression of immune
checkpoint molecules and a greater sensitivity to immunotherapy were observed in the
low-risk group. Some small molecular drugs in the CMAP database hold the potential to
treat melanoma. Overall, we identified a novel FRGs signature for prognostic prediction in
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melanoma. Based on the signature-related immune infiltration landscape found in our
study, targeting the FRGs might be a therapeutic alternative for melanoma.

Keywords: melanoma, ferroptosis, prognostic model, tumor-infiltrating immune cells, immunotherapy, immune
checkpoints

INTRODUCTION

Melanoma is one of the most aggressive skin cancers that causes
approximately 55,500 deaths globally each year, and the mortality
rate is rising rapidly (Ferlay et al., 2015). Existing approaches, such as
Dermoscopy, tumor-lymph node-metastasis (TNM) classification,
Breslow thickness, help to diagnose and assess the prognosis of
melanoma patients, but an early and accurate judgment for
melanoma is still hard to reach. In the past decade, the
emergence of targeted therapy and immunotherapy has
considerably improved the overall survival (OS) of melanoma
patients (Michielin et al., 2019). However, only half of the
metastatic melanoma patients respond to checkpoint inhibitor
therapy (Di Pietro et al., 2021), which might attribute to subtype
bias, intra-tumor heterogeneity (Lu et al., 2021), lowmutational load
(Budczies et al., 2018), phenotypic plasticity, etc. (Valsecchi, 2015).
Therefore, it is of clinical significance to explore potential biomarkers
to assess prognosis and determine which patients will benefit from
immunotherapy.

Ferroptosis, a novel cell death manner caused by iron-
dependent lipid peroxidation, is characterized by oxidative
modification of phospholipid membranes (Gagliardi et al.,
2020). Compelling evidence has demonstrated that increased
iron demand makes cancer cells more vulnerable to ferroptosis
(Hassannia et al., 2019), it affects cancer resistance to certain
chemotherapeutic drugs, and mediate the efficacy of
immunotherapy (Lu et al., 2017). Several FDA-approved anti-
cancer drugs (altretamine, sorafenib, and silica nanoparticles)
were recently confirmed as ferroptosis inducers and created high
expectations for the therapeutic potential of ferroptosis (Shen
et al., 2021). Treatment modalities based on the combination of
ferroptosis and tumor immunity activation offers potential for
novel therapeutic strategy. Specifically, knockdown of GPX4, a
central mediator of ferroptosis, induces renal cell carcinoma cell
death with accompanying lipid ROS generation but can be
rescued by the iron chelator DFO and the antioxidant vitamin
E (Yang et al., 2014). Upregulation of SLC7A11, a member of
cystine/glutamate antiporter, protected cancer cells from
ferroptosis while SLC7A11 inhibition induced ferroptosis and
enhanced cisplatin cytotoxicity in cisplatin-resistant head and
neck cancer cells (Dixon et al., 2012; Roh et al., 2016). Moreover,
immunotherapy triggers the ferroptosis of cancer cells, and
blocking the ferroptosis pathway lowers the tumor sensitivity
to immunotherapy (“Immunotherapy Activates Unexpected Cell
Death Mechanism,” 2019). Recently, some ferroptosis-related
prognostic models have been constructed in glioma (Liu et al.,
2020; Zhuo et al., 2020), hepatocellular carcinoma (X. Du &
Zhang, 2020; Huo, Cai, Guan, Liu, & Wu, 2021; Liu et al., 2021),
renal cell carcinoma (Wu et al., 2020; Wang et al., 2021), etc.,
further indicating the prognostic value and the potential as

oncologic therapeutic targets of FRGs in human cancers.
However, studies on FRGs in the prognosis and immune
landscape of melanoma remain limited.

In the present study, based on the differentially expressed FRGs in
melanoma, we constructed a 6-FRGs signature in the TCGAdatabase
and validated the prognostic model in the GEO database. Immune-
functional analysis was performed to explore the immune landscape
in melanoma and the potential effects of ferroptosis in
immunotherapy. Finally, we screened several small-molecular
compounds could be a potential therapeutic strategy for melanoma.

The flowchart in Figure 1 shows the key steps of data
procession, analysis, and validation for this study (Figure 1).

MATERIAL AND METHODS

Raw Data Acquisition
RNA-Seq data and clinical information of 470 melanoma patients
were obtained from the TCGA1 as a training set. The normal skin
samples were retrieved from the GTEx2. Another 332 melanoma
patients’ information from GEO3 (data merged from GSE15605,
GSE19234, GSE22154, GSE54467, and GSE65904) were used as a
testing set. Batch correction was implemented when different cohorts
were integrated. All the datasets above were available to the public.

Identification of Differentially Expressed
Genes
The DEGs were screened by comparing the expression of 259
FRGs (http://www.zhounan.org/ferrdb/index.html) between
melanoma and normal skin tissue in the TCGA and GTEx
database. We identified DEGs with | log2 fold change
(log2FC) | > 1.0 and false discovery rate (FDR) < 0.05 and
visualized them into volcano plots and heatmaps by the
“limma” and “pheatmap” software package in R.

Establishment of Prognostic Model
Univariate, lasso, and multivariate Cox regression analyses were
performed to assess the independent prognostic value of the
FRGs and construct a prognostic model. The following formula
was used to calculate the RiskScore: RiskScore = ∑ni = 1 Coefi *
Xi. Coefi means the coefficients, Xi means the value of six genes
selected to establish the prognostic model. Then, RiskScores for
all patients in the TCGA and GEO dataset were computed. The
area under curve (AUC) values were calculated to evaluate the
prognostic abilities of the RiskScore and other clinicopathological

1https://portal.gdc.cancer.gov/.
2https://genome.ucsc.edu/gtex.html.
3https://www.ncbi.nlm.nih.gov/geo/.
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features. The corresponding 1 -, 3 -, and 5-year receiver operating
characteristic (ROC) curves were plotted. Principal components
analysis (PCA) and t-distributed stochastic neighbor embedding
(t-SNE) were applied to verify the subtype assignments according
to the expression profiles of the above genes.

Establishment of Nomogram
The independent clinical factors validated by univariate and
multivariate Cox regression analysis were enrolled to construct
a nomogram for prognosis prediction, which included age, stage,
and RiskScore. In addition, calibration curves for 3- year
prediction were plotted to evaluate the consistency between
the actual and predicted survival rates. The closer the curves
based on the actual and predicted survival rates are, the better the
predictive power of this model.

Functional Enrichment Analysis
The DEGs between low- and high-risk groups were also identified
in TCGA cohort using “limma” package in R software version
4.0.3. Genes with FDR<0.05 and |log FC|>1 was selected for
further analysis. The enrichment analysis of Gene Ontology (GO)
and Kyoto Encyclopedia of Genes and Genomes (KEGG) were
carried out by “clusterProfiler”, “enrichplot”, and “ggplot2”
packages in R. GO results included molecular function (MF),
biological process (BP), and cellular component (CC). GSEA was
performed to explore the potential mechanisms of genes affecting
prognosis and obtain the signaling pathways of up-regulation and
down-regulation.

Analysis of Immune Landscape
ImmuneScore, StromalScore, and ESTIMATEScore of each
patient were calculated using ESTIMATE algorithm through

the “estimate package” in R. The higher ImmuneScore or
StromalScore is, the larger amount of the immune or stromal
components exits in TME. ESTIMATEScore is the sum of
ImmuneScore and StromalScore denoting the overall
proportion of immune and stromal components in TME. The
fraction of 22 immune cell types for each sample was yielded
through cell type identification by estimating relative subsets of
RNA transcripts (CIBERSORT; https://cibersort.stanford.edu/).
The algorithm of 1,000 permutations was adopted. Only samples
with a CIBERSORT p of <0.05 were included to perform the
subsequent analysis of comparing differential immune
infiltration levels between high and low-risk groups (Wu et al.,
2020). The differences in TME features including 29 immune
functions between the low- and high-risk groups were further
explored by “limma”, “GSVA”, “GSEABase”, “ggpubr”, and
“reshape2” packages in R.

Sensitivity of High- and Low-Risk Groups to
Immunotherapy and Chemotherapy
“limma” and “reshape2” packages were used to explore the
relationship between the RiskScore and the expression level of
immunosuppressive molecules. Gene expression data with
immunotherapy were downloaded from the GEO database
(GSE91061) and analyzed to determine the expression level
between responders and non-responders. The expression profiling
of 109 melanoma patients and their response to anti-CTLA4 and
anti-PDL1 therapy were extracted from GEO: GSE91061 dataset.
The sensitivity of each patient to chemotherapy drugs and the IC50
was quantified via the “pRRophetic” package in R. The half-maximal
inhibitory concentration (IC50) of six commonly applied
chemotherapeutic agents (Cisplatin, Gemcitabine, Vinblastine,

FIGURE 1 | The visual flow-process diagram of this study.
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Vinorelbine, Paclitaxel, and Sorafenib) on cancer cell lines were
obtained from the Genomics of Drug Sensitivity in Cancer database
(GDSC, https://www.cancerrxgene.org/). The predictive procedure
was conducted with pRRophetic R package. After integrating the
gene expression profiles of melanoma tissues, drug IC50 values for
melanoma patients were determined by ridge regression analysis of
the pRRophetic package, and the prediction accuracy was assessed
by 10-fold cross-validation.

Screening Small-Molecule Drugs
The DEGs between the high- and low-risk groups were uploaded
into the CMAP database (https://clue.io/CMAP). Candidate
small-molecular drugs were discovered by CMAP mode of
action analysis. The enrichment score of each hypothetical
drug ranges from −1 to 1. The negative enrichment score of a
drug represents its reversal effect on the input DEGs, thus
indicating its anti-tumor ability on the cancer-related gene set.
% non-null represents the percentage of meaningful results
obtained in n experiments conducted in the CMAP database.
Small molecule compounds with p value < 0.05 and enrichment
value < −0.6 were selected.

Human Protein Atlas Analysis
The immunohistochemistry expression graph of related genes
was obtained from the HPA database4.

Patients and Specimens
This study was approved by the Ethics Committee of the
Dermatology Hospital of the Chinese Academy of Medical
Sciences. Melanoma patients involved were signed informed
consent and underwent surgery from June 2019 to September
2020. For expression analysis, a total of 24 pairs of melanoma
tissues and corresponding adjacent normal tissues were
immediately frozen and stored in liquid nitrogen until RNA
extraction. The patient’s baseline characteristics, including age,
gender, tumor location, tumor recurrence, and histological
subtype, were collected from medical records.

RNA Extraction and Real-Time
Quantitative PCR
Total mRNA was isolated from tissues using Trizol® reagent
(Invitrogen). The purity and concentration of RNA were
determined by using a NanoDrop 2000 spectrometer (Thermo
Fisher Scientific, Waltham, MA, United States). Genomic DNA
was eliminated, and reverse transcription reaction was carried out
using an Evo M-MLV RT Kit (Accurate Biology, Hunan, China).
Expression levels were quantified by qPCR in a LightCycler 480
Instrument II device (Roche Applied Science, Mannheim,
Germany) using SYBR Green Premix Pro Taq HS qPCR Kit
(Accurate Biology, Hunan, China). All primers were provided by
General Biotech Co., Ltd. (Shanghai, China) (Supplementary
Table S1).

Statistical Analysis
Survival analysis was performed through “survminer” and
“survival” packages by R software. Kaplan-Meier (K-M)
survival curves were drawn to analyze the relationship
between RiskScore, tumor mutation burden (TMB) and the
OS of melanoma patients. Nonparametric Wilcoxon rank-sum
test was used to compare the TMB [TMB = (total count of
variants)/(the whole length of exons)] between high-risk group
and low-risk group. Correlation between RiskScores and
Clinicopathological Characteristics was accomplished by
“ggpubr” in R. The statistical significance was tested by
Wilcoxon rank-sum test or Kruskal-Wallis rank-sum test. p
values of <0.05 were regarded as statistically significant.

RESULTS

Identification of Ferroptosis-Related
Prognostic Gene Signature in0020The
Cancer Genome Atlas Cohort
To profile the expression pattern of FRGs in melanoma, the RNA
sequencing (RNA-seq) data of 471 melanoma samples from
TCGA-SKCM and 556 normal skin samples from GTEx were
combined. We found that the expression of 48 genes, among 259
FRGs, was significantly different between melanoma tissues and
normal skin tissues. Of these, 17 genes were up-regulated and 31
genes were down-regulated (Figures 2A,B; Supplementary
Table S2). Univariate Cox and LASSO regression analysis
were conducted to identify the genes associated with the OS of
melanoma patients in the TCGA database (Figures 2C,D), and 13
characteristic genes were determined (Figure 2E). Finally, we
performed stepwise multivariate Cox regression analysis and
constructed a 6-FRGs signature. The results indicated that
high expression of PROM2, EGFR, AURKA, and low
expression of IFNG, ARNTL, FBXW7 correlated with a poor
prognosis of melanoma patients (Figure 2F).

Construction and Validation of the
Ferroptosis-Related Prognostic Model
To ensure the prognostic prediction capability of the 6-FRGs
signature. The RiskScore of each patient was calculated, and they
were divided into high- and low-risk groups based on the median
RiskScore. Finally, a ferroptosis-related prognostic model was
constructed in the TCGA cohort. To validate the stability of this
prognostic model, prognosis analysis was also performed in
combined GEO datasets (GSE15605, GSE19234, GSE22154,
GSE54467, and GSE65904). The results in the two cohorts
were consistent. In survival analysis, patients in the low-risk
group had significantly longer OS than those in the high-risk
group (Figures 3A,B, p < 0.001). The ROC curve confirmed that
the model had high accuracy in predicting OS in both TCGA and
GEO (Figures 3C,D; TCGA: 1 year AUC = 0.749, 2 years AUC =
0.772, 3 years AUC = 0.773; GEO: 1 year AUC = 0.695, 2 years
AUC = 0.747, 3-year AUC = 0.697). The growing expression of
AURKA, PROM2, EGFR was observed with a RiskScore increase4https://www.proteinatlas.org/.
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in the risk heatmap, whereas IFNG, ARNTL, FBXW7 behaved
oppositely (Figures 3E,F). The distribution of RiskScore and
survival time in the TCGA training dataset and GEO testing
dataset, respectively (Supplementary Figures S1A–D). Likewise,

PCA and t-SNE determined that two risk groups were
distinguished in a discrete direction (Supplementary Figures
S1E–H). These results demonstrated that RiskScore was a robust
prognostic predictor in melanoma clinics.

FIGURE 2 | Identification of Ferroptosis-Related Prognostic gene signature in the TCGA Cohort. The 48 DEGs between the normal skin tissues and melanoma
tissues in TCGA were displayed in the heatmap (A) and volcano map (B). LASSO coefficient spectrum of 48 genes in melanoma (C). Cross-validation for tuning
parameter selection in the proportional hazards model (D). 13 prognostic Genes were discovered in univariate cox analysis (E) and 6-FRGs signature was identified via
multivariate Cox analysis (F).
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The Prognostic Capacity of the
6-Ferroptosis-Related Genes Signature

Subsequently, we conducted univariate and multivariate Cox
analyses to assess whether the signature RiskScore was an

independent prognostic factor for patient survival. Available
clinical variables were obtained and we demonstrated that the
6-FRGs signature could predict the prognosis of patients
independently both in TCGA and GEO cohort (Figures
4A–D) (univariate cox: TCGA cohort: HR = 1.746, 95% CI =

FIGURE 3 |Construction and validation of the ferroptosis-related Prognostic Model in TCGA training dataset and GEO testing dataset. Kaplan-Meier survival curve
for OS in the low-risk group and the high-risk group, TCGA (A) and GEO (B). The ROC curve confirmed that the high accuracy of the prognostic model in both TCGA(C)
and GEO(D) (TCGA: 1 year AUC = 0.749, 2 years AUC = 0.772, 3 years AUC = 0.773; GEO: 1 year AUC = 0.695, 2 years AUC = 0.747, 3-year AUC = 0.697). Heatmap
of the 6-FRGs expression profiles in the prognostic signature of melanoma in TCGA (E) and GEO (F).
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(1.515, 2.012), p < 0.001; GEO cohort: HR = 1.571, 95% CI =
(1.394, 1.781), p = 0.029; multivariate cox: TCGA cohort: HR =
1.708, 95% CI = (1.482, 1.968), p < 0.001; GEO cohort: HR =
1.471, 95% CI = (1.294, 1.681), p = 0.029). Meanwhile, the 6-FRGs

signature exceeded the prediction accuracy for any single clinical
variable, such as age, TMN, and stage classification (Figures
4E,F). In order to comprehensively evaluate the prognosis of
melanoma patients with clinical information, we constructed a

FIGURE 4 | Cox regression and a nomogram of the signature of 6-FRGs predicting survival in melanoma patients. Univariate Cox regression analysis and multiple
Cox regression analysis confirmed RiskScore could predict the prognosis of patients both in TCGA (A,C) and GEO (B,D) independently. The ROC curve showed the
high prediction accuracy of this model in TCGA (E) and GEO (F). (G) A nomogram of the 6-FRGs signature for 1, 3, 5-year survival prediction in the TCGA dataset. (H)
The 3-year OS calibration curve showed good calibration in the training set.
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nomograph based on the results of the multivariate analyses.
Three prognostic markers were included to predict the survival
rates of melanoma patients at 1, 3, and 5 years including
RiskScore, age and stage (Figure 4G). The calibration curve

for the OS showed an optimal agreement between the
prediction by the nomogram and actual observation
(Figure 4H). In addition, there was a significant correlation
between RiskScore and T staging in TCGA, but not with other

FIGURE 5 | (A)Patients with high TMB had a longer OS. (B)No significant difference in total TMB between the high- and low-risk group. (C,D) High-frequency
mutated genes are ranked based on the mutation frequency, patients in the low-risk group showed higher mutation frequency. (E) Analysis of CNVs, the six prognostic
FRGs exhibit different degrees of gain and loss in CNVs in melanoma. (F) Position of the six model genes on chromosome.
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clinical information (Supplementary Figures S2A–F). The
highest increase in RiskScore was found in patients at the T4
grade in TCGA, likewise, there were significantly more T4
patients in the high-risk group (Supplementary Figures
S2G–H). In general, the 6-FRGs signature might serve as
potential biomarkers and prognostic factors for melanoma.

Ferroptosis Related Risk Score is
Associated With Tumor Mutation Burden
Features in Melanoma
The TMB is related to the prognosis and response to
immunotherapy in specific cancer types. Here, we found that
melanoma patients with higher TMB showed better OS
(Figure 5A). We analyzed the top 20 high-frequency mutated
genes in melanoma in the TCGA database and found that the
low-risk group exhibited a more frequent mutation rate than the
high-risk group (Figures 5C,D). However, no significant difference
in total TMB was found in the two groups (Figure 5B). We further
explored the CNVs of the six FRGs in the TCGA database. Somatic
copy number alterations were shown as bar plots with copy number
gain in red and loss in green (Figure 5E). The chromosomal location
of the six FRGs was marked in Figure 5F.

Functional Annotations of the
6-Ferroptosis-Related Genes Signature
To elucidate the biological functions and pathways related to the
prognosticmodel, a total of 904DEGs between the high- and low-risk
groups in TCGA were identified and used for GO enrichment and
KEGG pathway analysis. GO terms associated with immune
functions were significantly enriched, such as immune
response−activating cell surface receptor signaling pathway,
immune response−activating signal transduction (Figure 6A).
KEGG enrichment analysis also demonstrated a high enrichment
of immune pathways, including the T/B cell receptor signaling
pathway, cytokine signaling pathway, and PD-1 checkpoint
pathway in cancer (Figure 6B). Similarly, GSEA analysis indicated
that multiple immune-related pathways were activated in the low-risk
group, including B cell receptor signaling pathway, Natural killer cell
mediated cytokine, JAK signaling pathway, etc. (Figure 6C).

6-Ferroptosis-Related Genes Signature is
Highly Correlated With Immune Function
and Immune Checkpoints in Melanoma
The function enrichment analysis suggested a close correlation
between ferroptosis and immune function in melanoma, thus, we

FIGURE 6 | (A)Top ten GO terms were selected for visualization. (B)Twenty KEGG pathways were visualized. (C)GSEA analysis, the differences in enrichment
pathways between high- and low-risk groups were shown.
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investigated the relationship between our prognostic model and
immune status of melanoma patients. We found that the
ESTIMATEScore, ImmuneScore, and StromalScore were
significantly higher in the low-risk group compared to the

high-risk group (Figures 7A–C). In Immune cell infiltration
analysis, significant differences in infiltrating immune cell
types were found between the high- and low-risk group
(Figure 7D). After combining the results of the survival

FIGURE 7 | ESTIMATEScore (A), ImmuneScore (B), and StromalScore (C) in high- and low-risk group. (D) Immune infiltration levels of 22 immune cell types in the
high- and low-risk group. (E)Multiple immune-related functions in two groups. High infiltration of Macrophages M1, T cells CD4 memory activated, and T cells follicular
helper was related to longer OS (F–H), while high infiltration of Macrophages M2, NK cells resting, and Mast cells were related to shorter OS (I–K).
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analysis, Macrophages M1, T cells CD4 memory activated, and
T cells follicular helper with high infiltration in the low-risk group
were all related to a better prognosis (Figures 7F–H), while
Macrophages M2, NK cells resting, and Mast cells resting with
high infiltration in the high-risk group were related to worse
prognosis in melanoma (Figures 7I–K). The differences in
immune function between the high- and low-risk groups were
also explored. The results demonstrated that most immune-
related functions were upregulated in the low-risk group,
which were associated with better prognosis (Supplementary
Figure S3). The results above indicated that the alternations in
immune status might be one of the reasons for ferroptosis
regulating the progression of melanoma.

Efficiency Prediction of Prognostic Model
for Immunotherapy Response
Wecompared the differences in the immunotherapy response rate of
the high- and low-risk groups. The results showed that most of the
immune checkpoint molecules were highly expressed in the low-risk
group (Figure 8A), suggesting better response to immunotherapy in
patients of the low-risk group. This conclusion was further
confirmed using clinical data from the GEO database
(GSE91061): the distribution of immunotherapy responders for
high-, and low-risk groups was 15 and 29%, respectively. Thus, a

significant lower response rate was observed in high-risk group
(Figures 8B,C). The prognosticmodelmight contribute to the future
screening of patients who can benefit from immunotherapy. In
addition, we found CD8+ T cells and naive B cells infiltrated were
significantly upregulated in responders (Supplementary Figure S4),
indicating they might play an important role in the response to
immunotherapy.

Identification of Sensitivity to
Chemotherapeutic and Drug Screening for
Two Groups
To further explore the possibility of applying our prognostic
model in melanoma therapy, we assessed differences in drug
sensitivity between the high- and low-risk group by analyzing the
IC50 of chemotherapeutic agents. The results indicated that
patients in the high-risk group were more sensitive to
Cisplatin, Gemcitabine, Vinblastine, and Vinorelbine, while
patients in the high-risk group were more sensitive to
Paclitaxel and Sorafenib (Figures 9A–F). Furthermore,
through the CMAP database, 10 potential small molecule
drugs were screened out, which might be potential therapeutic
targets for high-risk populations (Table 1), of which phenazone
was the most likely to be involved in tumor immunity through
ferroptosis.

FIGURE 8 | (A) ICPs related genes were upregulated in the low-risk group. (B) Immunotherapy responders had significantly lower RiskScores than non-
responders. (C) The proportion of responders in the low-risk group was higher than high-risk group. (D) The distribution of 22 immune cells was different between the
high- and low-risk groups.

Frontiers in Genetics | www.frontiersin.org May 2022 | Volume 13 | Article 88754211

Yue et al. Ferroptosis-Related Gene Signature in Melanoma

https://www.frontiersin.org/journals/genetics
www.frontiersin.org
https://www.frontiersin.org/journals/genetics#articles


The Expression of six Ferroptosis-Related
Genes in Human Protein Atlas and Chinese
Melanoma Tissues
The protein expression of six genes in normal skin andmelanoma
tissues was compared through the immunohistochemistry
obtained from HPA (Figures 10A–L). The mRNA level of
ARNTL, AURKA, and IFNG in melanoma tissues were
significantly higher than those in adjacent normal tissues
(Figures 10M,N,Q). While the EGFR, PROM2 mRNA in
melanoma tissue was lowly expressed than that in adjacent
normal tissues (Figures 10O,R). The mRNA expression of
FBXW7 had no significant difference between melanoma
tissues and adjacent normal tissues (Figure 10P).

DISCUSSION

Herein, we identified a novel prognostic model of melanoma
patients with 6-FRGs signature in an external cohort and
explored the correlation between the signature and
clinicopathological features. Not only the six FRGs verified in
our study were, respectively, recognized as an independent
prognostic factor for melanoma, but such a prognostic model
we built here also allowed for better assessment of prognosis in
melanoma patients. Functional enrichment and immune
landscape revealed that the ferroptosis-related model engaged
in the immune process.

The prognostic model comprises six FRGs, including IFNG,
ARNTL, FBXW7, PROM2, EGFR, and AURKA. It has been
noted that carcinogenesis and the efficacy of anti-tumor
therapy are closely associated with the model genes. Firstly,
IFNG and EGFR were considered to play a dual role in tumor
progression and oncotherapy. In consensus, IFNG enhanced
human immune function, protected normal cells from
infection and tumor transformation (Zuo et al., 2019). But an
interesting phenomenon was that IFNG could promoted T cell
exhaustion via the PDL1 pathway in the tumor immune process
(Mo et al., 2018; Salerno et al., 2019; Thiem et al., 2019). The
antagonism relationship between interferon signaling in cancer
cells and immune cells might be the reason explaining the
contradictory roles of IFNG in tumor immune response (Benci
et al., 2019). EGFR inhibitor has been widely used to treat a

variety of tumors (Pecci et al., 2021). Notably, high expression of
EGFR results in a slow-growth phenotype with melanoma cells
(Sun et al., 2014), but EGFR turned into a cancer-promoting
factor and contributed to the targeted therapy resistance to BRAF
or MEK inhibitors (Quadri et al., 2021). The bidirectional role in
regulating ferroptosis of EGFR might be one of the significant
reasons. Blocking the EGFR/MAPK signaling could protect
cancer cells from ferroptosis (Poursaitidis et al., 2017).
Inversely, EGFR degradation or inactivation leads to the
ferroptosis of tumor cells via activating NRF2 (Sun et al.,
2021). In our study, elevated EGFR levels are related to a poor
prognosis of melanoma patients. FBXW7 is a critical tumor
suppressor and one of the most deregulated ubiquitin-
proteasome system proteins in human cancer, but its role in
melanoma remains (largely) unknown. Limited research revealed
its tumor-suppressive function in melanoma (Gstalder et al.,
2020) was consistent with our findings. FBXW7, as the
ferroptosis driver, might be the potential mechanism in
melanoma progression. The prognostic role of Prominin 2
(PROM2) in human cancers is controversial. Mechanistically,
reduced iron concentration in cells caused by PROM2 could
protect tumors from ferroptosis, and the inhibition of PROM2
transcription sensitizes drug-resistant cancer cells to ferroptosis
inducers (Brown et al., 2021). Studies on AURKA and ARNTL in
melanoma remain limited. AURKA kinase is an essential serine/
threonine kinase for mitosis and chromosome stability. The
aberrant amplification and high expression of AURKA in
melanoma patients were observed both in the research of Yan
et al. and ours (Yan et al., 2018). Another finding was that
inhibiting AURKA impaired melanoma growth and survival
regardless of whether the melanoma cells are resistant to
BRAF/MEK inhibitors (Puig-Butille et al., 2017). The
autophagy degradation of ARNTL, a circadian clock-related
gene (Li et al., 2021), promotes ferroptosis (Liu et al., 2019)
and is related to anti-tumor immunity in metastatic melanoma
(de Assis et al., 2018). In general, as crucial components involved
in tumor development or inducing treatment resistance, these six
FRGs have considerable potential as therapeutic targets or
biomarkers in melanoma clinics.

There is an inseparable relationship between ferroptosis and
tumor immunity. On the one hand, ferroptosis cancer cells
release multiple signaling molecules to reshape tumor immune
response, named the “find-me” and “eat-me”
immunostimulatory signals. These signaling molecules drive
DCs, Macrophages, and other immune cells to localize dead
cells correctly (Xu et al., 2021). Meanwhile, activated CD8 +
T cells release IFNG to activate the JAK-STAT1 pathway in tumor
cells to inhibit the expression of system Xc -, and make tumor
cells sensitive to pro-apoptotic stimuli, thereby exerting anti-
tumor effects (Lane et al., 2018). On the other hand, tumor cells
may also increase immunosuppressive signals under the pro-
apoptotic stimulation of IFNG, thereby inhibiting the survival of
T cells and promoting the infiltration of immunosuppressive
immune cells. Therefore, IFNG-induced ferroptosis is a double-
edged sword for tumor development. When the balance shifts to
ferroptosis-mediated immunosuppression, the ferroptosis of
tumor cells induced by IFNG may weaken anti-tumor

TABLE 1 | Ferroptosis-related potential small-molecules for melanoma therapy.

CMap name n Enrichment p-value Percent non-null

pilocarpine 4 −0.813 0.00229 50
ambroxol 4 −0.782 0.00454 50
phenazone 3 −0.837 0.00859 66
cicloheximide 4 −0.721 0.01239 75
emetine 4 −0.68 0.02304 75
erythromycin 5 −0.601 0.029 60
antazoline 4 −0.656 0.03219 75
amphotericin B 4 −0.649 0.03557 50
Prestwick-984 4 −0.641 0.03981 50
oxybenzone 4 −0.636 0.04269 50
dexibuprofen 4 −0.632 0.0444 50
hecogenin 4 −0.632 0.0446 50
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immunity and even lead to acquired tolerance to immunotherapy
(Shi et al., 2021). Besides, different ferroptotic immune cells play
different roles in tumor immunity: ferroptosis of anti-tumor
immune cells (including CD8 + T cells, NK cells, and DC)
leads to low immune function; ferroptosis of suppressive
immune cells, such as M2 tumor-associated macrophages and
Tregs, reverse their tumor-promoting functions (Talty and
Bosenberg, 2021). In general, existing findings suggest that
complex ferroptosis-based crosstalk between tumor cells and
immune cells has a two-way regulation effect on cancer
development and treatment outcome. In our study, the high-
risk group has a higher proportion of M2 type macrophages, NK
resting cells, and Mast resting cells, all of which are associated
with a worse prognosis; while the low-risk group has a higher
proportion of Macrophages M1, T cells CD4 memory activated,
and T cells follicular helper, all the three types of cells were
associated with a better prognosis in melanoma patients. In
addition, a higher risk score is related to impaired anti-tumor
immunity. Ferroptosis in tumor cells induced by activated CD8 +
T cells (Wang et al., 2019) and the weakened anti-tumor
immunity of high-risk patients might be the reason to explain
the better prognosis and better effect on immunotherapy in the
low-risk group.

Ferroptosis has become of great significance in cancer therapy,
promising strategies targeting ferroptosis mainly reflected in the
following aspects: ferroptosis modulate tumor sensitization to anti-

cancer therapies; ferroptosis-associated anti-tumor combination
therapy; ferroptotic small molecules and ferroptosis Nanoparticle
inducers of in cancer. Current evidence suggests that tumor
microenvironment (TME) is one of the decisive factors that
determine whether ferroptosis inducers can improve the efficacy
of immunotherapy (Xu et al., 2021). In human cancers, TME was
divided into three immunophenotypes: inflamed type, immune-
altered type, and immune-desert type. In the inflamed type,
ferroptosis inducers could reduce the efficacy of immunotherapy
by significantly killing infiltrated CD8 + and CD4 + T cells,
weakening normal DC functions, and disturbing the maturation
of naive DCs. In the immune-altered type, ferroptosis reverses
immunosuppressive TME and immunotherapy resistance by
repolarizing tumor-associated macrophages into M1 cells.
Radiotherapy and chemotherapy or targeted drugs may be more
effective than immunotherapy in the immune-desert type.
Combining Chemotherapeutic drugs and ICPs inhibitors might
lead to increased tumor immunogenicity and immune cell
infiltration by triggering ferroptosis of tumor cells (J. Du et al.,
2021; Ren et al., 2021), and in this way, improving the efficacy of
immunotherapy (Xu et al., 2021). Some ferroptosis related small-
molecules, such as statins, have also been valued in anti-tumor
combination drugs (Tang et al., 2020). Overall, a variety of
ferroptosis inducers could enhance the efficacy of immunotherapy,
and the combined application of themhas become a new trend (Tang
et al., 2020; Emmons and Smalley, 2021). In our prognostic model,

FIGURE9 | IC50 values of several commonly used chemotherapeutic drugs in the high- and low-risk group including Cisplatin (A), Gemcitabine (B), Vinblastine (C),
and Vinorelbine (D), Paclitaxel (E) and Sorafenib (F).
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both groups exhibited different sensitivity to chemotherapy drugs.
The response rate of anti-PD-1 or anti-CTLA4 immunotherapy in
melanoma patients was significantly higher in the low-risk group,

while patients in the high-risk group presented a greater sensitivity to
chemotherapy. In conclusion, combined with the findings in the
immune landscape of the two groups, the TME of the patients in the

FIGURE 10 | Immunohistochemistry of six genes in normal skin tissues and melanoma tissues (A-L). The mRNA expression level of six genes in 24 pairs of
melanoma tumor and adjacent normal tissues was measured by qRT-PCR (M-R).
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high-risk group are more likely to be the immune-desert type, while
the treatment response of the low-risk group may be similar with the
inflamed type in the clinic. Ferroptosis reshaping tumor immune
response might be the potential mechanism responsible for this
phenomenon. Ferroptosis-related small molecules were selected
based on the DEGs between the high and low-risk groups, we
speculated their therapeutic value in melanoma, but the
underlying mechanism needs further investigation.

In summary, our study defines a new prognostic model for
FRGs in melanoma. In the derivation and validation cohort, the
model was an independent predictor of OS, providing insights
into the prognosis prediction of melanoma patients. More
prospective real-world data is needed to verify its clinical
utility. Moreover, our research further demonstrated that
ferroptosis was strongly correlated with tumor immunity and
tumor response to treatment. Targeting the 6-FRGs or small
molecules selected above holds great interest as a potential
component of combination tumor therapy.

CONCLUSION

The present study identified a novel FRG signature for
prognostic prediction in melanoma. Based on the signature-
related immune infiltration landscape found in our study,
targeting the FRGs might be a therapeutic alternative for
melanoma.

DATA AVAILABILITY STATEMENT

The original contributions presented in the study are included in
the article/Supplementary Material, further inquiries can be
directed to the corresponding authors.

ETHICS STATEMENT

The studies involving human participants were reviewed and
approved by the Ethics Committee of the Dermatology Hospital of
the Chinese Academy of Medical Sciences. The patients/participants
provided their written informed consent to participate in this study.

AUTHOR CONTRIBUTIONS

ZY: conceptualization, software, and formal analysis,
writing—review and editing. JS: conceptualization, supervision,
and funding acquisition. LS: writing-original draft preparation,
data curation and visualization and validation. All authors have
read and agreed to the published version of the manuscript.

FUNDING

This work was supported by the PUMC Youth Fund (grant
number 3332020105), and Nanjing Incubation Program for
National Clinical Research Center (grant number 2019060001).

ACKNOWLEDGMENTS

Thank volunteers for providing melanoma skin tissues.

SUPPLEMENTARY MATERIAL

The SupplementaryMaterial for this article can be found online at:
https://www.frontiersin.org/articles/10.3389/fgene.2022.887542/
full#supplementary-material

REFERENCES

Benci, J. L., Johnson, L. R., Choa, R., Xu, Y., Qiu, J., Zhou, Z., et al. (2019). Opposing
Functions of Interferon Coordinate Adaptive and Innate Immune Responses to
Cancer Immune Checkpoint Blockade. Cell 178 (4), 933–948. e914. doi:10.
1016/j.cell.2019.07.019

Brown, C. W., Chhoy, P., Mukhopadhyay, D., Karner, E. R., and Mercurio, A. M.
(2021). Targeting Prominin2 Transcription to Overcome Ferroptosis
Resistance in Cancer. EMBO Mol. Med. 13 (8), e13792. doi:10.15252/
emmm.202013792

Budczies, J., Seidel, A., Christopoulos, P., Endris, V., Kloor, M., Győrffy, B., et al.
(20182018). Integrated Analysis of the Immunological and Genetic Status in
and across Cancer Types: Impact of Mutational Signatures beyond Tumor
Mutational burdenExpression of the Circadian Clock Gene BMAL1 Positively
Correlates with Antitumor Immunity and Patient Survival in Metastatic
Melanoma. OncoimmunologyFront Oncol. 78 (12), e1526613185. doi:10.
1080/2162402x.2018.1526613deAssis10.3389/fonc.2018.00185

Di Pietro, F. R., Verkhovskaia, S., Mastroeni, S., Carbone, M. L., Abeni, D., Di
Rocco, C. Z., et al. (2022). Clinical Predictors of Response to Anti-PD-1 First-
Line Treatment in a Single-Centre Patient Cohort: A Real-World Study. Clin.
Oncol. 34, e18–e24. doi:10.1016/j.clon.2021.09.006

Dixon, S. J., Lemberg, K. M., Lamprecht, M. R., Skouta, R., Zaitsev, E. M., Gleason,
C. E., et al. (2012). Ferroptosis: an Iron-dependent Form of Nonapoptotic Cell
Death. Cell 149 (5), 1060–1072. doi:10.1016/j.cell.2012.03.042

Du, J., Wang, X., Li, Y., Ren, X., Zhou, Y., Hu, W., et al. (2021). DHA Exhibits
Synergistic Therapeutic Efficacy with Cisplatin to Induce Ferroptosis in
Pancreatic Ductal Adenocarcinoma via Modulation of Iron Metabolism. Cell
Death Dis. 12 (7), 705. doi:10.1038/s41419-021-03996-y

Du, X., and Zhang, Y. (2020). Integrated Analysis of Immunity- and Ferroptosis-
Related Biomarker Signatures to Improve the Prognosis Prediction of
Hepatocellular Carcinoma. Front. Genet. 11, 614888. doi:10.3389/fgene.2020.
614888

Emmons, M. F., and Smalley, K. S. M. (2022). Ironing-Out the Details: New
Strategies for Combining Ferroptosis Inhibitors with Immunotherapy in
Melanoma. J. Investigative Dermatology 142, 18–20. doi:10.1016/j.jid.2021.
06.014

Ferlay, J., Soerjomataram, I., Dikshit, R., Eser, S., Mathers, C., Rebelo, M., et al.
(2015). Cancer Incidence and Mortality Worldwide: Sources, Methods and
Major Patterns in GLOBOCAN 2012. Int. J. Cancer 136 (5), E359–E386. doi:10.
1002/ijc.29210

Gagliardi, M., Saverio, V., Monzani, R., Ferrari, E., Piacentini, M., and Corazzari,
M. (2020). Ferroptosis: a New Unexpected Chance to Treat Metastatic
Melanoma? Cell Cycle 19 (19), 2411–2425. doi:10.1080/15384101.2020.1806426

Gstalder, C., Liu, D., Miao, D., Lutterbach, B., DeVine, A. L., Lin, C., et al. (2020).
Inactivation of Fbxw7 Impairs dsRNA Sensing and Confers Resistance to PD-1
Blockade. Cancer Discov. 10 (9), 1296–1311. doi:10.1158/2159-8290.Cd-19-1416

Hassannia, B., Vandenabeele, P., and Vanden Berghe, T. (2019). Targeting
Ferroptosis to Iron Out Cancer. Cancer Cell 35 (6), 830–849. doi:10.1016/j.
ccell.2019.04.002

Frontiers in Genetics | www.frontiersin.org May 2022 | Volume 13 | Article 88754215

Yue et al. Ferroptosis-Related Gene Signature in Melanoma

https://www.frontiersin.org/articles/10.3389/fgene.2022.887542/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fgene.2022.887542/full#supplementary-material
https://doi.org/10.1016/j.cell.2019.07.019
https://doi.org/10.1016/j.cell.2019.07.019
https://doi.org/10.15252/emmm.202013792
https://doi.org/10.15252/emmm.202013792
https://doi.org/10.1080/2162402x.2018.1526613deAssis10.3389/fonc.2018.00185
https://doi.org/10.1080/2162402x.2018.1526613deAssis10.3389/fonc.2018.00185
https://doi.org/10.1016/j.clon.2021.09.006
https://doi.org/10.1016/j.cell.2012.03.042
https://doi.org/10.1038/s41419-021-03996-y
https://doi.org/10.3389/fgene.2020.614888
https://doi.org/10.3389/fgene.2020.614888
https://doi.org/10.1016/j.jid.2021.06.014
https://doi.org/10.1016/j.jid.2021.06.014
https://doi.org/10.1002/ijc.29210
https://doi.org/10.1002/ijc.29210
https://doi.org/10.1080/15384101.2020.1806426
https://doi.org/10.1158/2159-8290.Cd-19-1416
https://doi.org/10.1016/j.ccell.2019.04.002
https://doi.org/10.1016/j.ccell.2019.04.002
https://www.frontiersin.org/journals/genetics
www.frontiersin.org
https://www.frontiersin.org/journals/genetics#articles


Immunotherapy Activates Unexpected Cell Death Mechanism (2019).
Immunotherapy Activates Unexpected Cell Death Mechanism, Cancer
Discov. 9 (7), Of2. doi:10.1158/2159-8290.Cd-nb2019-058

Lane, R. S., Femel, J., Breazeale, A. P., Loo, C. P., Thibault, G., Kaempf, A., et al.
(2018). Ifnγ-Activated Dermal Lymphatic Vessels Inhibit Cytotoxic T Cells in
Melanoma and Inflamed Skin. J. Exp. Med. 215 (12), 3057–3074. doi:10.1084/
jem.20180654

Li, C., Zhang, Y., Liu, J., Kang, R., Klionsky, D. J., and Tang, D. (2021).
Mitochondrial DNA Stress Triggers Autophagy-dependent Ferroptotic
Death. Autophagy 17 (4), 948–960. doi:10.1080/15548627.2020.1739447

Liu, H.-j., Hu, H.-m., Li, G.-z., Zhang, Y., Wu, F., Liu, X., et al. (2020). Ferroptosis-
Related Gene Signature Predicts Glioma Cell Death and Glioma Patient
Progression. Front. Cell Dev. Biol. 8, 538. doi:10.3389/fcell.2020.00538

Liu, J., Yang, M., Kang, R., Klionsky, D. J., and Tang, D. (2019). Autophagic
Degradation of the Circadian Clock Regulator Promotes Ferroptosis.
Autophagy 15 (11), 2033–2035. doi:10.1080/15548627.2019.1659623

Lu, B., Chen, X. B., Ying, M. D., He, Q. J., Cao, J., and Yang, B. (2017). The Role of
Ferroptosis in Cancer Development and Treatment Response. Front.
Pharmacol. 8, 992. doi:10.3389/fphar.2017.00992

Lu, Y., Ng, A. H. C., Chow, F. E., Everson, R. G., Helmink, B. A., Tetzlaff, M. T.,
et al. (2021). Resolution of Tissue Signatures of Therapy Response in Patients
with Recurrent GBM Treated with Neoadjuvant Anti-PD1. Nat. Commun. 12
(1), 4031. doi:10.1038/s41467-021-24293-4

Michielin, O., van Akkooi, A. C. J., Ascierto, P. A., Dummer, R., and Keilholz, U.
(2019). Cutaneous Melanoma: ESMO Clinical Practice Guidelines for
Diagnosis, Treatment and Follow-Up. Ann. Oncol. 30 (12), 1884–1901.
doi:10.1093/annonc/mdz411

Mo, X., Zhang, H., Preston, S., Martin, K., Zhou, B., Vadalia, N., et al. (2018).
Interferon-γ Signaling in Melanocytes and Melanoma Cells Regulates
Expression of CTLA-4. Cancer Res. 78 (2), 436–450. doi:10.1158/0008-5472.
Can-17-1615

Pecci, F., Cantini, L., Bittoni, A., Lenci, E., Lupi, A., Crocetti, S., et al. (2021).
Beyond Microsatellite Instability: Evolving Strategies Integrating
Immunotherapy for Microsatellite Stable Colorectal Cancer. Curr. Treat.
Options Oncol. 22 (8), 69. doi:10.1007/s11864-021-00870-z

Poursaitidis, I., Wang, X., Crighton, T., Labuschagne, C., Mason, D., Cramer, S. L.,
et al. (2017). Oncogene-Selective Sensitivity to Synchronous Cell Death
Following Modulation of the Amino Acid Nutrient Cystine. Cell Rep. 18
(11), 2547–2556. doi:10.1016/j.celrep.2017.02.054

Puig-Butille, J. A., Vinyals, A., Ferreres, J. R., Aguilera, P., Cabré, E., Tell-Martí, G.,
et al. (2017). AURKA Overexpression Is Driven by FOXM1 and MAPK/ERK
Activation inMelanoma Cells Harboring BRAF or NRASMutations: Impact on
Melanoma Prognosis and Therapy. J. Investigative Dermatology 137 (6),
1297–1310. doi:10.1016/j.jid.2017.01.021

Quadri, M., Comitato, A., Palazzo, E., Tiso, N., Rentsch, A., Pellacani, G., et al.
(2022). Activation of cGMP-dependent Protein Kinase Restricts Melanoma
Growth and Invasion by Interfering with the EGF/EGFR Pathway.
J. Investigative Dermatology 142, 201–211. doi:10.1016/j.jid.2021.06.011

Ren, X., Li, Y., Zhou, Y., Hu, W., Yang, C., Jing, Q., et al. (2021). Overcoming the
Compensatory Elevation of NRF2 Renders Hepatocellular Carcinoma Cells
More Vulnerable to Disulfiram/copper-Induced Ferroptosis. Redox Biol. 46,
102122. doi:10.1016/j.redox.2021.102122

Roh, J.-L., Kim, E. H., Jang, H. J., Park, J. Y., and Shin, D. (2016). Induction of
Ferroptotic Cell Death for Overcoming Cisplatin Resistance of Head and Neck
Cancer. Cancer Lett. 381 (1), 96–103. doi:10.1016/j.canlet.2016.07.035

Salerno, F., Guislain, A., Freen-Van Heeren, J. J., Nicolet, B. P., Young, H. A., and
Wolkers, M. C. (2019). Critical Role of Post-transcriptional Regulation for IFN-
γ in Tumor-Infiltrating T Cells. Oncoimmunology 8 (2), e1532762. doi:10.1080/
2162402x.2018.1532762

Shen, M., Li, Y., Wang, Y., Shao, J., Zhang, F., Yin, G., et al. (2021). N6-
methyladenosine Modification Regulates Ferroptosis through Autophagy
Signaling Pathway in Hepatic Stellate Cells. Redox Biol. 47, 102151. doi:10.
1016/j.redox.2021.102151

Shi, L., Liu, Y., Li, M., and Luo, Z. (2021). Emerging Roles of Ferroptosis in the
Tumor Immune Landscape: from Danger Signals to Anti-tumor Immunity.
Febs J. doi:10.1111/febs.16034

Sun, C., Wang, L., Huang, S., Heynen, G. J. J. E., Prahallad, A., Robert, C., et al.
(2014). Reversible and Adaptive Resistance to BRAF(V600E) Inhibition in
Melanoma. Nature 508 (7494), 118–122. doi:10.1038/nature13121

Sun, J., Zhou, C., Zhao, Y., Zhang, X., Chen, W., Zhou, Q., et al. (2021). Quiescin
Sulfhydryl Oxidase 1 Promotes Sorafenib-Induced Ferroptosis in
Hepatocellular Carcinoma by Driving EGFR Endosomal Trafficking and
Inhibiting NRF2 Activation. Redox Biol. 41, 101942. doi:10.1016/j.redox.
2021.101942

Talty, R., and Bosenberg, M. (2021). The Role of Ferroptosis in Melanoma.
Pigment. Cell Melanoma Res. 35, 18–25. doi:10.1111/pcmr.13009

Tang, R., Xu, J., Zhang, B., Liu, J., Liang, C., Hua, J., et al. (2020). Ferroptosis,
Necroptosis, and Pyroptosis in Anticancer Immunity. J. Hematol. Oncol. 13 (1),
110. doi:10.1186/s13045-020-00946-7

Thiem, A., Hesbacher, S., Kneitz, H., di Primio, T., Heppt, M. V., Hermanns, H. M.,
et al. (2019). IFN-gamma-induced PD-L1 Expression inMelanoma Depends on
P53 Expression. J. Exp. Clin. Cancer Res. 38 (1), 397. doi:10.1186/s13046-019-
1403-9

Valsecchi, M. E. (2015). Combined Nivolumab and Ipilimumab orMonotherapy in
Untreated Melanoma. N. Engl. J. Med. 373 (13), 1270–1271. doi:10.1056/
NEJMc1509660

Wang, W., Green, M., Choi, J. E., Gijón, M., Kennedy, P. D., Johnson, J. K., et al.
(2019). CD8+ T Cells Regulate Tumour Ferroptosis during Cancer
Immunotherapy. Nature 569 (7755), 270–274. doi:10.1038/s41586-019-1170-y

Wu, G., Wang, Q., Xu, Y., Li, Q., and Cheng, L. (2020). A New Survival Model
Based on Ferroptosis-Related Genes for Prognostic Prediction in Clear Cell
Renal Cell Carcinoma. Aging 12 (14), 14933–14948. doi:10.18632/aging.103553

Xu, H., Ye, D., Ren, M., Zhang, H., and Bi, F. (2021). Ferroptosis in the Tumor
Microenvironment: Perspectives for Immunotherapy. Trends Mol. Med. 27 (9),
856–867. doi:10.1016/j.molmed.2021.06.014

Yan, J., Yu, J., Wu, X., Xu, T., Yu, H., Dai, J., et al. (2018). Increased AURKA Gene
Copy Number Correlates with Poor Prognosis and Predicts the Efficacy of
High-Dose Interferon Therapy in Acral Melanoma. J. Cancer 9 (7), 1267–1276.
doi:10.7150/jca.24013

Yang, W. S., SriRamaratnam, R., Welsch, M. E., Shimada, K., Skouta, R.,
Viswanathan, V. S., et al. (2014). Regulation of Ferroptotic Cancer Cell
Death by GPX4. Cell 156 (1-2), 317–331. doi:10.1016/j.cell.2013.12.010

Zhuo, S., Chen, Z., Yang, Y., Zhang, J., Tang, J., and Yang, K. (2020). Clinical and
Biological Significances of a Ferroptosis-Related Gene Signature in Glioma.
Front. Oncol. 10, 590861. doi:10.3389/fonc.2020.590861

Zuo, X., Deguchi, Y., Xu,W., Liu, Y., Li,H. S.,Wei,D., et al. (2019). PPARDand Interferon
Gamma Promote Transformation of Gastric Progenitor Cells and Tumorigenesis in
Mice. Gastroenterology 157 (1), 163–178. doi:10.1053/j.gastro.2019.03.018

Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Publisher’s Note: All claims expressed in this article are solely those of the authors
and do not necessarily represent those of their affiliated organizations, or those of
the publisher, the editors and the reviewers. Any product that may be evaluated in
this article, or claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.

Copyright © 2022 Yue, Sun and Shi. This is an open-access article distributed
under the terms of the Creative Commons Attribution License (CC BY). The use,
distribution or reproduction in other forums is permitted, provided the original
author(s) and the copyright owner(s) are credited and that the original
publication in this journal is cited, in accordance with accepted academic
practice. No use, distribution or reproduction is permitted which does not
comply with these terms.

Frontiers in Genetics | www.frontiersin.org May 2022 | Volume 13 | Article 88754216

Yue et al. Ferroptosis-Related Gene Signature in Melanoma

https://doi.org/10.1158/2159-8290.Cd-nb2019-058
https://doi.org/10.1084/jem.20180654
https://doi.org/10.1084/jem.20180654
https://doi.org/10.1080/15548627.2020.1739447
https://doi.org/10.3389/fcell.2020.00538
https://doi.org/10.1080/15548627.2019.1659623
https://doi.org/10.3389/fphar.2017.00992
https://doi.org/10.1038/s41467-021-24293-4
https://doi.org/10.1093/annonc/mdz411
https://doi.org/10.1158/0008-5472.Can-17-1615
https://doi.org/10.1158/0008-5472.Can-17-1615
https://doi.org/10.1007/s11864-021-00870-z
https://doi.org/10.1016/j.celrep.2017.02.054
https://doi.org/10.1016/j.jid.2017.01.021
https://doi.org/10.1016/j.jid.2021.06.011
https://doi.org/10.1016/j.redox.2021.102122
https://doi.org/10.1016/j.canlet.2016.07.035
https://doi.org/10.1080/2162402x.2018.1532762
https://doi.org/10.1080/2162402x.2018.1532762
https://doi.org/10.1016/j.redox.2021.102151
https://doi.org/10.1016/j.redox.2021.102151
https://doi.org/10.1111/febs.16034
https://doi.org/10.1038/nature13121
https://doi.org/10.1016/j.redox.2021.101942
https://doi.org/10.1016/j.redox.2021.101942
https://doi.org/10.1111/pcmr.13009
https://doi.org/10.1186/s13045-020-00946-7
https://doi.org/10.1186/s13046-019-1403-9
https://doi.org/10.1186/s13046-019-1403-9
https://doi.org/10.1056/NEJMc1509660
https://doi.org/10.1056/NEJMc1509660
https://doi.org/10.1038/s41586-019-1170-y
https://doi.org/10.18632/aging.103553
https://doi.org/10.1016/j.molmed.2021.06.014
https://doi.org/10.7150/jca.24013
https://doi.org/10.1016/j.cell.2013.12.010
https://doi.org/10.3389/fonc.2020.590861
https://doi.org/10.1053/j.gastro.2019.03.018
https://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/genetics
www.frontiersin.org
https://www.frontiersin.org/journals/genetics#articles

	Construction and Validation of a 6-Ferroptosis Related Gene Signature for Prognosis and Immune Landscape Prediction in Melanoma
	Introduction
	Material and Methods
	Raw Data Acquisition
	Identification of Differentially Expressed Genes
	Establishment of Prognostic Model
	Establishment of Nomogram
	Functional Enrichment Analysis
	Analysis of Immune Landscape
	Sensitivity of High- and Low-Risk Groups to Immunotherapy and Chemotherapy
	Screening Small-Molecule Drugs
	Human Protein Atlas Analysis
	Patients and Specimens
	RNA Extraction and Real-Time Quantitative PCR
	Statistical Analysis

	Results
	Identification of Ferroptosis-Related Prognostic Gene Signature in0020The Cancer Genome Atlas Cohort
	Construction and Validation of the Ferroptosis-Related Prognostic Model
	The Prognostic Capacity of the 6-Ferroptosis-Related Genes Signature
	Ferroptosis Related Risk Score is Associated With Tumor Mutation Burden Features in Melanoma
	Functional Annotations of the 6-Ferroptosis-Related Genes Signature
	6-Ferroptosis-Related Genes Signature is Highly Correlated With Immune Function and Immune Checkpoints in Melanoma
	Efficiency Prediction of Prognostic Model for Immunotherapy Response
	Identification of Sensitivity to Chemotherapeutic and Drug Screening for Two Groups
	The Expression of six Ferroptosis-Related Genes in Human Protein Atlas and Chinese Melanoma Tissues

	Discussion
	Conclusion
	Data Availability Statement
	Ethics Statement
	Author Contributions
	Funding
	Acknowledgments
	Supplementary Material
	References


