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Background: Transient Receptor Potential channels (TRPs), a class of ion channels,
were first described two decades ago. Many TRP family members are major participants
in nociception and integration of heat and pain signals. Recent studies have revealed that
subfamilies of this channel, such as members of transient receptor potential vanilloid
(TRPV) channels, play important roles in breast, ovarian, prostate, and pancreatic
cancers.

Methods: We performed a comprehensive analysis of TRPVs in 9125 tumor samples of
33 cancer types using multi-omics data extracted from The Cancer Genome Atlas
(TCGA). We identified differences in mRNA expression in a pan-cancer analysis, and
the genomic characteristics of single nucleotide variations, copy number variations,
methylation features, and miRNA–mRNA interactions using data from TCGA. Finally, we
evaluated the sensitivity and resistance to drugs targeting TRPV channel-related genes
using the Cancer Therapeutics Response Portal (CTRP) and the Genomics of Drug
Sensitivity in Cancer (GDSC) database. Finally, we validated the drug sensitive data and
the importance of TRPV6 in two cancer cell lines using q-PCR assay, CCK8 assay, EdU
assay and scratch assay.

Results: Extensive genetic alterations in TRPV channel-related genes and differences in
gene expression were associated with the activity of cancer marker-related pathways.
TRPV channel-related genes can be used as prognostic biomarkers. Several potential
drugs, such as lapatinib, that may target TRPV channel-related genes were identified by
mining the genomics of drug sensitivity.

Conclusion: This study revealed the genomic changes and clinical characteristics of
TRPV channel-related regulatory factors in 33 types of tumors. This analysis may help
uncover the TRPV channel-related genes associated with tumorigenesis. We also
proposed novel strategies for tumor treatment.
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INTRODUCTION

The discovery of a new superfamily of channels called ‘transient
receptor potential’ (TRP) channels has been described in the last
two decades. These channels mediate calcium (Ca2+) ions entry
into cells. Because Ca2+ ions play a central role in many cellular
processes, including muscle contraction, cell proliferation,
transmitter release, gene transcription, and cell death (1),
studies investigating Ca2+ have increased markedly. For
instance, TRP channels act as integrators of several significant
signaling systems, including those mediated by cell surface
receptors (such as G protein-coupled receptors and growth
factor receptors), and mutations of TRP channel genes cause
diseases in humans (2, 3). The TRP superfamily can be divided
into seven subfamilies based on amino acid homology (4).
Among all subfamilies, TRP vanilloid (TRPV) channels are the
main players in nociception and integration of pain signals (5).
The TRPV channel family currently comprises six members
(TRPV1–6). Recent studies also showed that family members
of TRPV channels play a vital important role in different cancers
(6–9). For example, it has been reported that TRPV6 could
activate nuclear factor of activated T cell (NFAT) transcription
or phosphorylated Akt-signaling processes in prostate cancer
(10). Overexpression of TRPV3 is correlated with tumor
progression of non-small cell lung cancer (11), while breast
cancer growth correlates with increased expression of TRPV6
(12). However, the genetics, epigenetic characteristics, and
miRNA-mRNA interactions of TRPV channel-related genes
are currently unclear across different cancer types.

In this study, we performed a pan-cancer analysis and
comprehensively characterized of TRPV channel family
members in 9125 tumor samples from 33 cancer types using
multi-omics data from The Cancer Genome Atlas (TCGA) and
the Drug Sensitivity in Cancer (GDSC) database and the Cancer
Therapeutics Response Portal (CTRP) database. We also
investigated the epigenetic regulation of the identified genes
and revealed that changes in methylation status may lead to
different prognostic outcomes. Furthermore, miRNA-mRNA
analysis revealed the interaction network. Pathway activity
analysis showed that TRPV channel-related genes were
associated mainly with the inhibition of apoptosis, cell cycle,
DNA damage response, and the AR hormone receptor.
Importantly, by comprehensively analyzing two drug
sensitivity databases, we predicted that TRPV channel-related
genes are sensitive to targeted drugs. In conclusion, our study
revealed the genomic alterations and clinical characteristics of
members in TRPV channel-related genes.
MATERIALS AND METHODS

Acquisition of Online Data Sets
To analyze the differential gene expression in normal tissues
from healthy individuals, we used the Genotype-Tissue
Expression (GTEx) dataset (version 7.0, https://commonfund.
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nih.gov/GTEx/). GTEx v.7 contains data from 714 postmortem
donors and 11,688 RNA sequence data from 53 tissue sites,
comprising 56,202 expression profiles of common genes. The
large sample size and long follow-up time of the TCGA data set
allow us to correlate genomic and transcriptomic profiles well to
clinical outcomes and patient survival times. To perform a more
detailed analysis, we retrieved raw data from TCGA (https://
portal.gdc.cancer.gov/) and collected mRNA Seq data (n =
10,995), copy number variation (CNV) data (n = 11,495),
single nucleotide variation (SNV) data (n = 8,663), methylation
data (n = 10,129), and clinical data (n = 9,483). Reverse phase
protein array (RPPA) data were downloaded from The Cancer
Proteome Atlas (TCPA, https://tcpaportal.org/tcpa/index.html).
The baseline expression of the TRPV channel-related genes was
measured in 30 normal organs/tissues. Gene expression values
of normal tissues were normalized by Transcripts per
Million (TPM).

In the final pan-cancer analysis, samples from 33 types of
cancer were investigated: adrenocortical carcinoma (ACC), acute
myeloid leukemia (LAML), bladder urothelial carcinoma (BLCA),
breast invasive carcinoma (BRCA), cervical squamous cell
carcinoma and endocervical adenocarcinoma (CESC), colon
adenocarcinoma (COAD), cholangiocarcinoma (CHOL), diffuse
large B-cell lymphoma (DLBC), esophageal carcinoma (ESCA),
glioblastoma multiforme (GBM), head and neck squamous cell
carcinoma (HNSC), kidney renal clear cell carcinoma (KIRC),
kidney renal papillary cell carcinoma (KIRP), kidney
chromophobe (KICH), liver hepatocellular carcinoma (LIHC),
lower grade glioma (LGG), lung adenocarcinoma (LUAD), lung
squamous cell carcinoma (LUSC), mesothelioma (MESO), ovarian
serous cystadenocarcinoma (OV), pheochromocytoma and
paraganglioma (PCPG), pancreatic adenocarcinoma (PAAD),
prostate adenocarcinoma (PRAD), rectum adenocarcinoma
(READ), sarcoma (SARC), stomach adenocarcinoma (STAD),
skin cutaneous melanoma (SKCM), testicular germ cell tumors
(TGCT), thyroid carcinoma (THCA), thymoma (THYM), uterine
corpus endometrial carcinoma (UCEC), uveal melanoma (UVM)
and uterine carcinosarcoma (UCS).

The GDSC database (www.cancerrxgene.org) and the CTRP
database (https://portals.broadinstitute.org/ctrp/) were used to
investigate correlations between gene expression and drug sensitivity.

Differential Gene Expression Analysis
We used RNA-Seq by Expectation-Maximization (RSEM) (13)
to normalize the RNA-Seq data obtained from TCGA.
Furthermore, paired TCGA mRNA expression values were
represented as normalized RSEM values and samples with
clinical information were included for further analyses. A total
of 14 cancer types that harbored over 10 paired tumor and
normal samples were included in the analysis. The fold change
was represented as Tumor (mean)/Normal (mean), and the P-
value was determined by the t-test, adjusted by the false
discovery rate (FDR). To analyze the expression difference, the
threshold values were determined as follows: fold change (FC) >
2, and adjusted P-value (FDR) < 0.05. If this threshold was not
met, this type of cancer was excluded from the study.
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Subtype Analysis
Different cancer subtypes could be affected by different clinically
relevant genes, such as in GBM, BRCA, LGG and DLBCL
cancers. Furthermore, we performed an expression subtype
analysis to identify specific marker genes for each cancer
subtype. To make the analysis feasible, the number of cancer
subgroups was set to at least 10, and we selected 6 cancer types
for final analysis to identify relevant clinical genes. Subsequently,
we analyzed genes relevant to TRPV-channel related genes using
the Student’s t test (n_subtype = 2) and the ANNOVA t test
(n_subtype>2), P < 0.05. The method used for clinically relevant
analysis depended on the number of subgroups in each
cancer subtype.

Survival Analysis
mRNA expression and clinical survival data were combined by
sample barcodes. For survival analysis, data consisting of 8,451
tumor samples from 25 cancer types (Supplementary Table 1)
in the TCGA database, with more than 100 samples and a follow-
up less than ten years for each cancer type were included. We
used the median value of gene expression to divide tumor
samples into “high” and “low” expression groups. The R
package “survival” was used to fit the survival time and
survival state of the two groups. The Cox proportional-hazards
model for each gene was calculated using R. Genes with P <0.05
in the Kaplan-Meier logarithmic rank test were retained
as significant.

Single Nucleotide Variation Analysis
We collected SNV data (n = 8,663) of 33 cancer types from
TCGA database. The downloaded data included the following
variant types: Missense_Mutation, Silent, 5’ Flank, 3’UTR, RNA,
In_Frame_Del, Nonsense_Mutation, Splice_Site, Intron, 5’UTR,
In_Frame_Ins, Frame_Shift_Del, Nonstop_Mutation, 3’ Flank,
Frame_Shift_Ins, and Translation_Start_Site. While samples
with the Silent, Intron, IGR, 3’ UTR, 5’ UTR, 3’ Flank and 5’
Flank variants were excluded for the SNV percentage calculation
with the R package “maftools” (14). The results are displayed in a
waterfall plot. The percentage of SNVs in each gene coding
region was calculated as the number of mutated samples divided
by the number of cancer samples.

Copy Number Variation Analysis
The raw data for the copy number variation (CNV) for 33 types
of cancer types (n=11,495) were downloaded from TCGA
database and analyzed using GISTICS2.0 (15). CNV was
divided into two subtypes: heterozygous and homozygous,
including amplification and deletion. Heterozygous variants,
indicated a CNV occurring on one chromosome, while
homozygous variants, defined variants on both chromosomes.
To determine the CNV amplification and deletion percentages
for the TRPV channel-related genes in each cancer, a percentage
statistical analysis based on subtypes of CNV was performed
using GISTIC2.0. Only genes with more than 5% CNV were
considered a significant variation. With the method employed by
Schlattl et al. (16), the association between paired mRNA
Frontiers in Oncology | www.frontiersin.org 3
expression and the percentage of CNV was calculated based on
the Pearson’s product-moment correlation coefficient and the
t distribution.

Methylation Analysis
To investigate the methylation data of paired tumor and normal
samples, we collected methylation data (n = 10,129) from TCGA
database. Only 14 cancer types had normal-tumor paired data, and
we further merged the mRNA expression data and methylation
data using the sample barcode. To ensure the rigor of the data
analysis, we calculated and included cancers with more than 10
normal-tumor paired by Pearson’s product-moment correlation
coefficient (Student’s t-test, adjusted P-value<0.05). We merged
overall survival data and methylation data.

Subsequently, the samples were divided into two groups by
the median methylation status of the gene. Cox regression was
performed to estimate the hazard ratio. Survival outcomes were
estimated with the Kaplan-Meier method, and differences
between survival distributions were evaluated by log-rank
analysis with the ‘survival’ package in R software.

MicroRNA Regulation Network Analysis
We collected microRNA (miRNA) expression data (n =9,105) of
33 cancer types from TCGA database. Subsequently, genes
expression and miRNA expression were merged with TCGA
sample barcodes. The Pearson’s correlation coefficient and t
distribution were performed to calculate the association
between paired mRNA and miRNA. After determining the
adjusted P-value by FDR (cut-off values of FDR < 0.05 and
R < 0), the correlation of all paired samples was calculated and
the transcription factors were defined as positive regulators, the
miRNA-gene pairs that had a negative correlation were
considered as a potential negatively regulation pair. Finally, the
regulation map was constructed using the “visNetwork” by
R package.

Pathway Activity Analysis
Based on the method of Rehan et al. (17), we calculated the scores
of 7,876 samples from the TCPA (https://www.tcpaportal.org/)
database of reverse phase protein array (RPPA). TCPA RPPA
data was obtained from TCGA samples, and 32 cancer types and
10 cancer-related pathways were included. To obtain the relative
protein levels, RPPA data of replicates-based normalization
(RBN) were median-centered and normalized by the standard
deviation. The score of each pathway activity was defined as the
sum of the relative protein levels of all positive regulatory genes
minus the sum of all relative protein levels of all negative
regulatory genes according to the method by Ye et al. (18). We
divided the tumor samples into two groups, high- and low-
expression group, by the median expression of each gene.
Subsequently, we performed a differences analysis of the
pathway scores using Student’s t test, and adjusted the P-value
by FDR, only FDR < 0.05 was considered as significantly affecting
the pathway. When the pathway activity score of the X gene in
the up-regulated group was greater than the score of the X gene
in the down-regulated group, X was considered to have an
January 2022 | Volume 12 | Article 813100
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activating effect on the pathway; otherwise, it had an
inhibitory effect.

Drug Sensitivity Analysis
CTRP (https://portals.broadinstitute.org/ctrp/) database version
2.0 contains 481 compounds and 860 cancer cell lines. The
Genomics of Drug Sensitivity in Cancer (GDSC, https://www.
cancerrxgene.org/) database includes over 1000 human cancer
cell lines, drug response data, and genomic markers of sensitivity.
We collected the IC50 of 265 small molecules in 860 cell lines
and their corresponding mRNA gene expression from the GDSC.
The mRNA expression data and drug sensitivity data were
merged. Pearson’s correlation analysis was performed to
determine the correlation between gene mRNA expression and
the drug IC50. The P-value was adjusted using the FDR < 0.05. A
Bubble plot was used to summarize the correlations between
TRPV channel-related genes and drugs. Only a gene associated
with at least one drug was selected. Only a drug associated with at
least one gene was included in the analysis. Furthermore, we
collected the IC50 of 481 small molecules tested in 1001 cell lines,
and the corresponding mRNA gene expression from the CTRP.
The mRNA expression data and drug sensitivity data were
merged. Pearson correlation analysis was performed to get the
correlation between gene mRNA expression and drug IC50. P-
value was adjusted by FDR. By integrating correlation coefficient
and FDR, only the top 30 ranked drugs were included.

Plasmid Construction and Transfection
One optimal 21-mer short hairpin RNAs (shRNAs) targeting the
human TRPV6 gene was used shRNA (CCTCTCCTTCTAG
CTGCCAAA) (19). The shRNA lentiviral particles containing a
scrambled shRNA sequence that did not lead to the specific
degradation of any cellular mRNA was used as a negative control
for the target shRNA lentiviral particles. The oligos and scrambled
sequences were synthesized and cloned into the pure vector pLKO.1
following the Addgene protocol (http://www.addgene.org/tools/
protocols/plko/), respectively. Lentiviruses were produced by
cotransfection of a lentiviral plasmid, and packing the plasmids
psPAX2 and pMD2.G into HEK-293T cells. After transfection into
HEK-293T, the supernatant containing the virus was collected to
infect cells. Stable cells infected with lentivirus were selected with
puromycin and verified by RT-PCR.

RNA Extraction and qRT-PCR
Total RNA was isolated from cells using Trizol reagent
(Invitrogen, CA, USA) according to the manufacturer’s
instructions and cDNA was synthesized using the PrimeScript
RT Reagent Kit (TaKaRa, Shiga-ken, Japan) for qRT-PCR.
Quantitation of all gene transcripts was performed by qRT-
PCR using SYBR Green PCR Master Mix (TaKaRa, Shiga-ken,
Japan), and GAPDH expression was used as an internal control.
The primer pairs used are shown in Supplementary Table 2.
Fold changes were calculated using the DDCt method.

Cell Culture and Reagents
MDA-MB-231, A549, and HEK-293T cell lines were tested by
short tandem repeat (STR) in GENEWIZ (Suzhou, China) and
Frontiers in Oncology | www.frontiersin.org 4
cultured in DMEMmedium supplemented with 10% fetal bovine
serum in an incubator 5% CO2 at 37°C. All cell lines were
negative for mycoplasma contamination. Lapatinib was
purchased from SelleckChem.

Scratch Assay
A total of 6×105 cells were seeded in each well of a 6-well plate to
form a monolayer overnight. A thin line was drawn in the middle
of the cell monolayer with a 10 mL pipette tip. After washing with
phosphate-buffered saline (PBS) twice, cells were cultured in
DMEM with 2% FBS for 24 h in a 37°C incubator, and wounds
were photographed at different time intervals. The distance of the
wounds was measured using Photoshop software.

Cell Proliferation Assays
The effect of lapatinib on the proliferation of different cancer
cells was assayed using CCK-8 (US Everbright, Jiangsu, China)
and 5-ethynyl-20 deoxyuridine (EdU) labelling assays according
to the manufacturers’ instructions. Briefly, for the CCK8 assay,
1000 cells for each group were seeded in 96-well plates with 100
mL medium each well. After 24 hours of culture, 8 mM lapatinib
was added to each plate. Each well was incubated with 10 mL
CCK-8 solution for 2 hours and kept away from light before
measuring the absorbance at 450 nm using the Thermo Scientific
Multiscan plate reader (FC, 2011-06, USA). For the EdU labeling
assay, cells were seeded on glass coverslips at 8×104 cells per well
in 12-well plates and incubated in DMEM containing 10% FBS
with or without 8 mM lapatinib for 24 hours. EdU (Beyotime,
Shanghai, China) was added to each well for 2 hours and cells
were fixed and stained without exposure to light. Cells were
counterstained with 4’,6-diamidino-2 phenylindole (DAPI)
(nuclear staining) and then examined with a fluorescence
microscope (Olympus) and photographed with a camera. The
cell proliferation rate was assessed by calculating the proportion
of EdU positive nucleus (red) to blue fluorescent nucleus by
randomly counting 6 microscopic fields for each well in 5
separate experiments plates.

Statistical Analysis
All statistical and computational analyses were performed using
R version 4.0.3 (https://www.r-project.org/), and an unpaired
Student’s t-test was used to compare two groups with normally
distributed variables. The Kaplan-Meier method was used to
estimate survival results, and the difference between survival
distributions was evaluated by log-rank analysis using the
“survival” package in the R software. The statistical significance
cut-off value is set to P <0.05.
RESULTS

Gene Expression and Subtype Analysis
of TRPV Channel-Related Genes
TRPV channels belong to the subfamily of TRP channels (20).
Six members of the TRPV family named TRPV1, TRPV2,
TRPV3, TRPV4, TPRV5, and TRPV6 were identified and
January 2022 | Volume 12 | Article 813100
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analyzed in our study. First, the differential expression of the
TRPV channel-related genes was compared across normal
tissues according to the GTEx database. TRPV6 was markedly
up-regulated in the pancreas and prostate, while TRPV2 was
overexpressed in the blood, lung, and spleen (Figure 1A).
Subsequently, through TCGA expression data, we tested the
differential expression of six members of the TRPV family in a
pan-cancer analysis. Significant differential expression analysis
between normal and tumor tissues showed that TRPV channel-
related genes were abnormally expressed in 14 solid tumors.
Significant differential data are shown in Figure 1B, and all data
from differential expression analysis are shown in Figure S1. The
heterogeneity of different cancers leads to differences in the
expression of the TRPV channel family members. For example,
TRPV5 and TRPV6 were down-regulated in most cancers, while
TRPV2 and TRPV3 tend to be up-regulated in most cases.
Analysis of the expression subtypes of regulators showed that
different TRPV channel genes influence different caner subtypes.
To identify clinically relevant genes that affect the cancer
Frontiers in Oncology | www.frontiersin.org 5
subtype, we performed an analysis of the expression
each subtype of TRPV channel-related genes in different
cancer subtypes. In BLCA and ESCA subtypes the expression
of the TRPV channel-related gene did not show any significant
differences. TRPV1 in KIRC, TRPV2 in LUSC, TRPV3 in BRCA,
TRPV6 in LUAD and BRCA, while TRPV4 in KIRC and BRCA
differed significantly across different cancer subtypes (P <0.05)
(Figure 1C). Gene expression survival analysis showed that with
regard to disease-free interval (DFI), high expression of TRPV3
in BRCA and ESCA, TRPV2 in ESCA, TRPV5 in CESC, and
TRPV1 in PRAD, was associated with a longer prognosis. For
disease-free survival (DSS), high expression of TRPV3 in KIRC,
TRPV2 in UVM, and TRPV5 in PCPG was associated with a
good prognosis. While for overall survival (OS), high expression
of TRPV3 in KIRC, TRPV2 and TRPV4 in UVM, TRPV5 in
PCPG led to prolonged survival, and for progression-free
survival (PFS), high expression of TRPV3 in KIRC, TRPV2
and TRPV4 in UVM, TRPV1 in PRAD may be associated with
a better survival (P < 0.05, Figure 1D).
A

B

D E

C

FIGURE 1 | TRPV and subtype analysis of gene expression. (A) The heat map shows the expression profiles of the TRPV regulators in the GTEx dataset. (B) Significant
differences in mRNA expression between normal and tumors in TCGA database. (C) Changes in mRNA expression in different cancer subtypes. (D) Survival analysis of
TRPV regulators. The size of the dots represents the significance of the gene’s influence on survival for each cancer type,and the statistical significance of differences was
determined by cox regression analysis. (E) TRPV1 and TRPV5 high expression contributes to the prognosis of cancer. All the significant differential expressed genes are
shown in the figure.
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Kaplan-Meier analysis showed that among all included
samples with available clinical data, cases with high expression
of TRPV1 and TRPV5 had a better prognosis (Figure 1E).
TRPV2, TRPV4 and TRPV6 showed significant differences
between the high and low expression group (P < 0.05, Figure S2).

Analysis of the Somatic Mutation Profile of
TRPV Regulators
First, we analyzed the mutation frequency of the different TRPV
channel family members in a pan-cancer analysis. The SNV
frequencies of each TRPV channel-related genes ranged 1%–54%
among different cancer types. In SKCM, UCEC, COAD, and
LUAD, except TRPV1, all members had a high mutation
frequency ranging from 10%–54%. Meanwhile, TRPV1 showed
only a 1% mutation frequency in COAD. Compared to other
TRPV channel-related genes, TRPV1 had a lower mutation
frequency among all cancer types (Figure 2A). A waterfall
chart was used to analyze the specific mutation type. As shown
in Figure 2B, the total SNV frequency of the TRPV channel-
related genes was 100% (673 of 673 samples). The mutation
frequencies of TRPV1, TRPV2, TRPV3, TRPV4, TRPV5, and
TRPV6 were 0%, 20%, 21%, 24%, 33%, and 27%, respectively. In
addition, the SNV frequency of the TRPV regulators was
increased in SKCM, UCEC, LUAD, BLCA, and LUSC. TRPV5
Frontiers in Oncology | www.frontiersin.org 6
had the highest mutation frequency of the TRPV family member
genes, and SNV-associated survival analysis, determined that
TRPV5 was tightly associated with differences in survival
between mutated and normal genes in COAD samples (P <
0.05) (Figure S3).

Copy Number Variation of TRPV
Channel-Related Genes
To identify CNV changes of TRPV channel-related genes at the
chromosome level, we analyzed the CNV data from TCGA. As
shown in Figure 3A, the pie chart including 33 cancer types
showed that the main CNV of TRPV channel genes was a
heterozygous amplification (Hete Amp) or deletion (Hete Del).
In KIRP, except for TRPV4, all showed greater than 50% Hete
Amp, while in UCS, TRPV1-3 presented more than 50% Hete
Del. Subsequently, the CNV percentage analysis in specific
cancer subtypes of Hete Amp and Hete Del showed that
TRPV1-6 (except for TRPV4) in KIRP, TRPV4 in ACC,
TRPV6 and TRPV5 in GBM had greater than 40% Hete Amp
levels. Meanwhile, TRPV1-3 in OV and KICH exhibited greater
than 80% Hete Del (P <0.05) (Figure 3B).

Furthermore, we analyzed the homozygous amplification
(Homo Amp) and deletion (Homo Del). TRPV5 and TRPV6 in
OV and TRPV2 in SARC subtypes had greater than 10% Homo
A

B

FIGURE 2 | Single nucleotide variation (SNV) frequency and variant mutation types of TRPV channels. (A) Mutation frequency of TRPV channels. Numbers represent
the number of percentages that have the corresponding mutated gene for a given cancer. The number ‘0’ indicates that there was no mutation in the gene coding
region, and the blank space indicates that there was no mutation in any region of the gene. (B) SNV waterfall plot showing the mutation distribution of TRPV channels
and a classification of variant SNV types.
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Amp, while TRPV5 and TRPV6 in LAML, TRPV2, and TRPV3 in
CHDL had greater than 5% Homo Del levels (P <0.05)
(Figure 3C). The Pearson’s product-moment correlation
coefficient was used to study the association between mRNA
expression and CNV. The correlation analysis indicated that
mRNA expression was positively correlated with CNV. For
example, TRPV1 mRNA expression was positively correlated
Frontiers in Oncology | www.frontiersin.org 7
with CNV, especially in hormone-dependent tumors, such as
BRCA and OV for which this correlation was more significant
(P <0.05). However, there was a negative correlation between
TRPV6 in PAAD, LGG, COAD, and LUAD (P <0.05, Figure 3D).
These results suggested that the CNV of TRPV channel-related
genes could mediate their abnormal expression of mRNA, which
may play an important role in cancer progression.
A

B

D

C

FIGURE 3 | Copy number variation of TRPV channel-related genes. (A) CNV pie chart of 33 cancers. The CNV pie chart shows the combined heterozygous/homozygous
CNV ratio of each regulator in each cancer. A pie chart representing the proportion of different types of CNV for each TRPV gene per cancer subtype; different
colors represented different types of CNV. (B) The heterozygous CNV profile shows the percentage of heterozygous CNV, including the percentage of heterozygous
amplification and deletion for each TRPV subtype gene in each cancer subtype. (C) The homozygous CNV profile shows the percentage of homozygous CNV, including
the percentage of homozygous amplification and deletion for each TRPV subtype gene in each cancer. Only a gene with >5% CNV in a given cancer appears as a dot
on the graph. (D) CNV correlation with TRPV channel mRNA expression. The Pearson product-moment correlation coefficient was used to study the association between
CNV and mRNA expression. All dots with significant differences are shown. The size of a dot represents statistical significance, and the larger the size of the dot, the
higher the statistical significance.
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Methylation Analysis of TRPV
Channel-Related Genes
Epigenetic modification plays an important role in tumor
progression (21–23). Hence, we performed an evaluation of the
methylation status of TRPV channel-related genes to identify
potential differences epigenetic regulation. There were more
hypermethylated genes than hypomethylated genes in COAD
and KIRP cancers; whereas there were more hypomethylated
than hypermethylated genes in BLCA, UCEC, LUAD, HNSC,
KIRC, LIHC, LUSC, THCA, and BRCA subtypes. TRPV3 and
TRPV5 were hypomethylated in most cancer types, while
TRPV4 was hypermethylated (P <0.05) (Figure 4A). The
methylation level of TRPV channel-related genes has a
difference among cancer types. Furthermore, we evaluated
TRPV channel-related genes methylation and mRNA
expression through Pearson’s correlation analysis. The results
indicated that most mRNA expression levels of the TRPV
channel-related genes were negatively correlated with their
degree of methylation. However, the methylation levels of
TRPV5 and TRPV6 had a positive correlation with mRNA
expression in SKCM (P <0.05) (Figure 4B). Kaplan-Meier
survival analysis indicated that the hypermethylation of
TRPV1 in LAML and BLCA, TRPV4 in SARC and UCEC,
TRPV5 in BLCA, TRPV2 in ACC, and SARC cancers was
associated with a poor prognosis in most tumors. Meanwhile,
the hypomethylation of TRPV4, TRPV5, and TRPV6 in LGG,
TRPV2 in KIRP, UVM, DLBC, GBM, and KIRC was associated
with a poor prognosis (P <0.05) (Figure 4C). Further survival
analysis indicated that hypomethylation of TRPV6 in LGG and
Frontiers in Oncology | www.frontiersin.org 8
hypomethylation of TRPV2 in DLBC were associated with a
poor prognosis (P <0.05) (Figure 4D).

Relevant miRNA Regulation Analysis
miRNA regulates mRNA expression and may play a vital role in
cancer (24, 25). To determine whether miRNA could regulate the
TRPV channel family gene expression, we used visNetwork to
construct miRNA gene regulation networks. Figure 5 shows that
miRNAs may regulate the expression of mRNA of TRPV
channel-related genes by targeting TRPV1, TRPV3, TRPV4,
and TRPV6. In particular, TRPV6 could be down-regulated by
a higher number of miRNAs, including hsa-miR-330-5p, hsa-
miR-93-5p, and hsa-miR-17-5p. Instead, hsa-miR-10a-5p and
hsa-miR-10b-5p could negatively regulate TRPV3 expression.
These results indicated that TRPV channel expression may be
regulated by miRNA and may affect cancer progression.

Pathway Activity Analysis
From the pathway relation network, shown in Figure 6A, TRPV
channel-related genes were involved in apoptosis, cell cycle, DNA
damage response, epithelial-mesenchymal transition (EMT), the
hormone receptors AR and ER, and the PI3K/AKT, RAS/MAPK,
and RTK signaling pathways. TRPV6 was involved mainly in the
inhibition of apoptosis (15% inhibition versus 7% activation),
while TRPV4 showed the opposite results in the apoptosis
pathway (13% activation versus 6% inhibition). TRPV4 also
inhibited the cell cycle pathway (18%) and the DNA damage
response (12%), while TRPV3 showed the opposite function in the
cell cycle pathway (16% activation versus 9% inhibition). TRPV2
A B

DC

FIGURE 4 | Methylation and survival of each TRPV channel-related genes. (A) Differential methylation in TRPV channels between tumor (T) and normal (N) samples
in each cancer. Red dots represent increased methylation in tumors and blue dots represent decreased methylation in tumors. The darker the dot color, the larger
the difference in methylation level. (B) Correlation between methylation and mRNA gene expression. Red points represent a positive correlation, and blue dots
represent a negative correlation. The darker the dot color means the stronger the correlation. (C) Survival difference between TRPV regulators with high and low
methylation levels and samples. Red dots represent worse survival of the hypermethylation group; blue dots represent the opposite. The dot size represents the
statistical significance, the larger the dot size means, the higher the statistical significance. (D) Prognosis analysis of TRPV6 methylation status in brain lower
grade glioma (LGG) and TRPV2 methylation in the lymphoid neoplasm, diffuse large B-cell lymphoma (DLBC). P < 0.05; FDR, false discovery rate.
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exhibited a strong activation function in EMTwith 29% activation.
With regard to hormone AR levels, TRPV6, TRPV4, TRPV3, and
TRPV1 was associated with 9%, 21%, 15%, 6% inhibition, while
AR expression was activated by 16%, 4%, 4%, 16%, respectively.
TRPV4 was also involved in the activation of the PI3K/AKT
pathway (6% inhibition versus 16% activation) and the RAS/
MAPK pathway (3% inhibition versus 16% activation). For the
RTK pathway, TRPV6 was associated with 10% activation of the
pathway (P <0.05) (Figure 6A). The pathway relationship
Frontiers in Oncology | www.frontiersin.org 9
network analysis revealed that the pathways corresponding to
each TRPV channel and the corresponding cancer (Figure 6B).
Figure S4 shows a pie chart of pathway activation and pathway
inhibition of different molecules related to the TRPV
channel genes.

Drug Sensitivity Analysis
Genomic alterations influence the clinical response to
chemotherapy and targeted therapy (26). To investigate the
FIGURE 5 | The miRNA regulation network of TRPV channel-related genes. The connection between mRNA and miRNA indicates that the mRNA is regulated by this
miRNA. The larger the yellow dot size, the greater the association with miRNA regulation. The size of arrow edge width depends on the absolute value of the correlation
coefficient.
A B

FIGURE 6 | The pathway activity network between TRPV channels. (A) The combined percentage of TRPV regulator genes influencing pathway activity. (B) The line
represents the connection between different pathways, where solid lines of the connecting pathways represent activation and dotted lines of the connecting pathways
represent inhibition. The colors of the lines represent different types of cancer.
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role of TRPV channel-related genes in chemotherapy or targeted
therapy, we integrated drug sensitivity and gene expression
profile data from GDSC and CTRP cancer cell lines. We
performed Pearson’s correlation analysis, the results showed
that in the GDSC database, drug sensitivity to dabrafenib,
PLX4720, RDEA119, trametinib, selumetinib, (5Z)-7-
oxozeaenol, CI-1040, SB590885 was negatively correlated with
TRPV2 and TRPV4 expression according to the IC50 value.
Although drug resistance toward afatinib and lapatinib was
positively associated with TRPV2 expression, TG101348,
UNC0638, XMD14-99 I-BET-762, JW-7-24-1, KIN001-260,
masitinib, methotrexate, NG-25, PHA-793887, QL-XI-92,
TAK-715, TL-1-85, TPCA-1, XMD13-2, AT-7519, and
KIN001-102 were positively correlated with TRPV4 expression
(Figure 7A). In the CTRP database, the drug sensitivity to
KPT185, OSI-930, methylstat, KU-60019, ML311, NSC48300,
indisulam, MK-1775, PF-3758309, belinostat, linifanib,
Frontiers in Oncology | www.frontiersin.org 10
tivantinib, valdecoxib, PHA-793887, dinaciclib, and
pevonedistat was negatively correlated with the expression of
TRPV1 and TRPV2 and with the IC50 value. However, with drug
resistance analysis, most of these drugs were positively associated
with TRPV4 expression based on the IC50 (Figure 7B).

Lapatinib and TRPV6 Regulated Cancer
Cell Proliferation
We showed that TRPV6 may play a role in the promotion of
cancer development in breast cancer and lung adenocarcinoma,
and lapatinib is negatively correlated with the expression of most
TRPV molecules. To verify the reliability of the results, we
performed functional studies including two types of cancer.
Lapatinib is a tyrosine kinase inhibitor (TKIs). We investigated
the effects of exposure to lapatinib on the expression of TRPV
family genes using a qPCR assay (Figure 8A). The results
showed that lapatinib could inhibit the expression of TRPV3,
A

B

FIGURE 7 | Drug sensitivity analysis of TRPV channel-related genes. (A) The gene set drug sensitivity analysis from Genomics of Drug Sensitivity in Cancer (GDSC)
IC50 drug data. (B) The gene set drug sensitivity analysis from Cancer Therapeutics Response Portal (CTRP) IC50 drug data. The Pearson’s correlation indicates the
correlation between gene expression and drugs sensitivity. Blue bubbles represented negative correlations, and red bubbles represented positive correlations; the
deeper the color, the higher the correlation. The bubble size was positively correlated with the FDR significance. The black outline indicates an FDR < 0.05. Only the
top 30 ranked drugs were included.
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A B

D

C

FIGURE 8 | Effects of lapatinib and TRPV6 knockdown on cell proliferation and apoptosis in cancer cells. (A) TRPV channels mRNA expression in MDA-MB-231
and A549 cell lines after treatment with lapatinib. (B) The effect of TRPV6 knockdown and exposure to lapatinib on cell proliferation in MDA-MB-231 and A549 cell
lines examined by the CCK8 assay and the (C) EdU assay. (D) The scratch assay was performed in MDA-MB-231 and A549 cells treated with shTRPV6 or 8 mM
lapatinib. Values were expressed as mean ± SD from three independent experiments (Student’s t test, *P < 0.05, **P < 0.01, ***P < 0.001). Scale bars, 50 mm.
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TRPV5, and TRPV6 in both MDA-MB-231 cells and A549 cells.
The reduction in mRNA expression of TRPV6 was the most
obvious after exposure to lapatinib. To study whether the TRPV6
channel is involved in regulating cell proliferation and migration
in breast cancer and lung adenocarcinoma cells, shRNA targeting
the TRPV6 gene was used to silence TRPV6 expression (Figure S5).
The CCK8 assay and the EdU assay showed that the reduction of
TRPV6 and the application of lapatinib could lead to lower cell
proliferation of MDA-MB-231 and A549 cell lines (Figures 8B, C).
The migration assay showed that TRPV6 reduction and lapatinib
application could lead to lower cell migration capacity than their
control groups, respectively, suggesting that inhibition and
reduction of TRPV channel-related genes could inhibit cell
migration (Figure 8D).
DISCUSSION

Since the channels of TRPV were discovered two decades ago,
researches have focused on their role in the regulation of ion
channels (4, 27, 28). However, in recent years, an increasing
number of studies have reported that TRPV channel-related
genes play an important role in carcinogenesis (5, 28–30). Hence,
research focusing on TRPV channel-related genes in
tumorigenesis and exploring the potential targets of clinical
treatment are of vital importance. In our study, we performed
a systematic characterization and comprehensive analysis of
TRPV channel-related genes across 33 types of cancer by
mining multi-omics profiling data. Our results shed light on
the overall role of TRPV channel-related genes in cancer by not
only revealing multiple potential mechanisms of TRPV
regulators in different cancer contexts, but also identifying
TRPV regulators associated with cancer pathways.

In this study, we focused on 6 TRPV channel-related proteins,
including TRPV acting as cell-autonomous mediators and Ca2+

signaling mediators (31). The over-expression of TRPV6 mRNA
has been reported in breast cancer (32). However, the genomic
characteristics of other TRPV channel-related genes have not been
described in a pan-cancer analysis. Our results showed that TRPV
channel-related genes are dysregulated in different cancers types,
such asKIRC,KIRP, LUSC, andLUAD.Meanwhile, through genetic
analysis, we also found that there is a high frequency of SNV and
CNA among TRPV channel-related genes. CNA are positively
associated with mRNA expression (33), and may cause the gene to
become an oncogene especially with regard to the sodium and
calcium regulators TRPV1 and TRPV2. Peters et al. reported that
the differential expression of TRPV6 in breast cancer cells and tumor
sections is most likely a result of gene amplification (34), which is in
agreement with the results of our study. The epigenetic modification
analysis of each regulatory gene shows that abnormal
hypermethylation of TRPV channel-related genes mediated their
down-regulation andwas associated with a poor prognosis in several
cancers. Hypermethylation and survival analysis for TRPV6 in LGG
and TRPV2 in DLBC, suggested that the hypermethylation status
may be drivers in those cancers. The same trend was observed for
TRPV4 and TRPV5 in LGG, TRPV2 in KIRP, and KIRC. Therefore,
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we considered that genetic and epigeneticmodification alterations of
TRPVchannel regulatory genes can lead to dysfunction and, in some
cases, be involved in tumorigenesis. Since TRPV channel-related
genes play such an important role in cancer, identifying their
regulatory molecules is crucial. Through the miRNA-mRNA
interaction network, we determined that TRPV1, TRPV3, TRPV4,
andTRPV6 could be regulated bymiRNAs. Zhou et al. (35) reported
that translational TRPV1 could be down-regulated by miR-199 to
regulate visceral pain in patients. Our results indicated that TRPV
couldalsobe influencedbyothermiRNAsand treatment targetswere
also identified.

Herein, we reveal the potential role of TRPV channel-related
genes in cancer, and the targeted drug-sensitivity analysis for
these molecules was also predicted using available databases.
TRPV channels are closely related to pain (36, 37), and the
results of our study imply these channels may play a leading role
in tumor analgesia. Although the biological correlation, cannot
be compared with the same degree as the statistical correlation,
some correlations were greater than 0.3, but for the presentation
of the results, we set the threshold to 0.3 (Figure 7). Nevertheless,
the potential mechanisms of the drug’s effects on TRPV channel-
related genes expression and cancer progression require further
investigation. Since it has been reported that TRPV channels play
an important role among cancers, we also performed
experiments that validate the role of TRPV channel-related
genes in tumor proliferation and cell migration.
CONCLUSION

In this study, we compared the gene expression profiles of TRPV
channel-related genes in tumors and in the corresponding
normal tissues. We showed that the SNV and CNV
alternations of the genome had an impact on mRNA levels
and survival. Furthermore, accessible databases were used to
predict that TRPV channel-related genes that can be regulated by
miRNA and to identify targeted drugs for TRPV molecules.
Finally, verification of these findings in vitro using cancer cell
lines also supports the findings of our study.
DATA AVAILABILITY STATEMENT

The datasets presented in this study can be found in online
repositories. The names of the repository/repositories and accession
number(s) can be found in the article/Supplementary Material.
AUTHOR CONTRIBUTIONS

HZ, XXW, and GL contributed to the conception and design of the
study. GL and XXW performed the research and data analysis.
XXW and YZ wrote the first draft of the manuscript. XXW, XHW,
and QL wrote sections of the manuscript. LL, LQ, and ZQ were
responsible for collecting online clinical information. SZ provided
January 2022 | Volume 12 | Article 813100

https://www.frontiersin.org/journals/oncology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/oncology#articles


Wang et al. Pan-Cancer Analysis of TRPV Channels
the essential reagents. All authors listed have made a substantial,
direct, and intellectual contribution to the work and have approved
the study for publication.
FUNDING

This work was supported by the National Natural Science
Foundation of China (grant NO. 81770213), Natural Science
Foundation of Tianjin (grants NO. 19JCYBJC26500
and 18JCZDJC45100).
ACKNOWLEDGMENTS

Wewould like to thank An-yuan Guo’s Bioinformatics Lab (College
of Life Science and Technology, Huazhong University of Science
and Technology) and GSCA/GSCALite for supporting this work.
Frontiers in Oncology | www.frontiersin.org 13
SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found online
at: https://www.frontiersin.org/articles/10.3389/fonc.2022.
813100/full#supplementary-material

Supplementary Figure 1 | Differential mRNA expression of all data between
paired normal and tumor samples in the TCGA database. Significant differences
data are color-labeled, while genes without significant differences are in
transparent color.

Supplementary Figure 2 | Survival analysis of TRPV2, TRPV3, TRPV4, and
TRPV6.

Supplementary Figure 3 | Overall survival associated with mutations of TRPV5
channel-related regulators across cancer subtypes.

Supplementary Figure 4 | The percentage of pathway activation and inhibition of
TRPV channel regulators.

Supplementary Figure 5 | Evaluation of TRPV6 mRNA expression in MDA-MB-
231 and A549 cells treated with shRNA (Student’s t test, ***P <0.001).
REFERENCES
1. Berridge MJ, Lipp P, Bootman MD. The Versatility and Universality of

Calcium Signalling. Nat Rev Mol Cell Biol (2000) 1(1):11–21. doi: 10.1038/
35036035

2. Xu H, Delling M, Jun JC, Clapham DE. Oregano, Thyme and Clove-Derived
Flavors and Skin Sensitizers Activate Specific TRP Channels. Nat Neurosci
(2006) 9(5):628–35. doi: 10.1038/nn1692

3. Rock MJ, Prenen J, Funari VA, Funari TL, Merriman B, Nelson SF, et al.
Gain-of-Function Mutations in TRPV4 Cause Autosomal Dominant
Brachyolmia. Nat Genet (2008) 40(8):999–1003. doi: 10.1038/ng.166

4. Nilius B, Owsianik G, Voets T, Peters JA. Transient Receptor Potential Cation
Channels in Disease. Physiol Rev (2007) 87(1):165–217. doi: 10.1152/
physrev.00021.2006

5. Stewart JM. TRPV6 as a Target for Cancer Therapy. J Cancer (2020) 11
(2):374–87. doi: 10.7150/jca.31640

6. Vanden Abeele F, Shuba Y, Roudbaraki M, Lemonnier L, Vanoverberghe K,
Mariot P, et al. Store-Operated Ca2+ Channels in Prostate Cancer Epithelial
Cells: Function, Regulation, and Role in Carcinogenesis. Cell Calcium (2003)
33(5-6):357–73. doi: 10.1016/s0143-4160(03)00049-6

7. Ghilardi JR, Rohrich H, Lindsay TH, Sevcik MA, Schwei MJ, Kubota K, et al.
Selective Blockade of the Capsaicin Receptor TRPV1 Attenuates Bone Cancer
Pain. J Neurosci (2005) 25(12):3126–31. doi: 10.1523/JNEUROSCI.3815-04.2005

8. Peng JB, Zhuang L, Berger UV, Adam RM, Williams BJ, Brown EM, et al.
Cat1 Expression Correlates With Tumor Grade in Prostate Cancer. Biochem
Biophys Res Commun (2001) 282(3):729–34. doi: 10.1006/bbrc.2001.4638

9. Wissenbach U, Niemeyer B, Himmerkus N, Fixemer T, Bonkhoff H, Flockerzi
V. TRPV6 and Prostate Cancer: Cancer Growth Beyond the Prostate
Correlates With Increased TRPV6 Ca2+ Channel Expression. Biochem
Biophys Res Commun (2004) 322(4):1359–63. doi: 10.1016/j.bbrc.2004.08.042

10. Lehen’kyi V, Flourakis M, Skryma R, Prevarskaya N. TRPV6 Channel
Controls Prostate Cancer Cell Proliferation via Ca(2+)/NFAT-Dependent
Pathways. Oncogene (2007) 26(52):7380–5. doi: 10.1038/sj.onc.1210545

11. Li X, Zhang Q, Fan K, Li B, Li H, Qi H, et al. Overexpression of TRPV3
Correlates With Tumor Progression in Non-Small Cell Lung Cancer. Int J Mol
Sci (2016) 17(4):437. doi: 10.3390/ijms17040437

12. Cai R, Wang L, Liu X, Michalak M, Tang J, Peng JB, et al. Auto-Inhibitory
Intramolecular S5/S6 Interaction in the TRPV6 Channel Regulates Breast
Cancer Cell Migration and Invasion. Commun Biol (2021) 4(1):990.
doi: 10.1038/s42003-021-02521-3

13. Li B, Dewey CN. RSEM: Accurate Transcript Quantification From RNA-Seq
Data With or Without a Reference Genome. BMC Bioinf (2011) 12:323.
doi: 10.1186/1471-2105-12-323
14. Mayakonda A, Lin DC, Assenov Y, Plass C, Koeffler HP. Maftools: Efficient
and Comprehensive Analysis of Somatic Variants in Cancer. Genome Res
(2018) 28(11):1747–56. doi: 10.1101/gr.239244.118

15. Mermel CH, Schumacher SE, Hill B, Meyerson ML, Beroukhim R, Getz G.
GISTIC2.0 Facilitates Sensitive and Confident Localization of the Targets of
Focal Somatic Copy-Number Alteration in Human Cancers. Genome Biol
(2011) 12(4):R41. doi: 10.1186/gb-2011-12-4-r41

16. Schlattl A, Anders S, Waszak SM, Huber W, Korbel JO. Relating Cnvs to
Transcriptome Data at Fine Resolution: Assessment of the Effect of Variant
Size, Type, and Overlap With Functional Regions. Genome Res (2011) 21
(12):2004–13. doi: 10.1101/gr.122614.111

17. Akbani R, Ng PK, Werner HM, Shahmoradgoli M, Zhang F, Ju Z, et al. A Pan-
Cancer Proteomic Perspective on the Cancer Genome Atlas. Nat Commun
(2014) 5:3887. doi: 10.1038/ncomms4887

18. Ye Y, Xiang Y, Ozguc FM, Kim Y, Liu CJ, Park PK, et al. The Genomic
Landscape and Pharmacogenomic Interactions of Clock Genes in Cancer
Chronotherapy. Cell Syst (2018) 6(3):314–28.e2. doi: 10.1016/j.cels.2018.
01.013

19. Xu X, Li N, Wang Y, Yu J, Mi J. Calcium Channel TRPV6 Promotes Breast
Cancer Metastasis by NFATC2IP. Cancer Lett (2021) 519:150–60.
doi: 10.1016/j.canlet.2021.07.017

20. Venkatachalam K, Montell C. TRP Channels. Annu Rev Biochem (2007)
76:387–417. doi: 10.1146/annurev.biochem.75.103004.142819

21. Dawson MA, Kouzarides T. Cancer Epigenetics: From Mechanism to
Therapy. Cell (2012) 150(1):12–27. doi: 10.1038/s41568-020-0290-x

22. Martinez-Jimenez F, Muinos F, Sentis I, Deu-Pons J, Reyes-Salazar I, Arnedo-
Pac C, et al. A Compendium of Mutational Cancer Driver Genes. Nat Rev
Cancer (2020) 20(10):555–72. doi: 10.1038/s41568-020-0290-x

23. Chang MT, Asthana S, Gao SP, Lee BH, Chapman JS, Kandoth C, et al.
Identifying Recurrent Mutations in Cancer Reveals Widespread Lineage
Diversity and Mutational Specificity. Nat Biotechnol (2016) 34(2):155–63.
doi: 10.1038/nbt.3391

24. Rupaimoole R, Slack FJ. Microrna Therapeutics: Towards a New Era for the
Management of Cancer and Other Diseases. Nat Rev Drug Discov (2017) 16
(3):203–22. doi: 10.1038/nrd.2016.246

25. Lee YS, Dutta A. Micrornas in Cancer. Annu Rev Pathol (2009) 4:199–227.
doi: 10.1146/annurev.pathol.4.110807.092222

26. Miao Y, Medeiros LJ, Li Y, Li J, Young KH. Genetic Alterations and Their
Clinical Implications in DLBCL. Nat Rev Clin Oncol (2019) 16(10):634–52.
doi: 10.1038/s41571-019-0225-1

27. White JP, Cibelli M, Urban L, Nilius B, McGeown JG, Nagy I. TRPV4:
Molecular Conductor of a Diverse Orchestra. Physiol Rev (2016) 96(3):911–
73. doi: 10.1152/physrev.00016.2015
January 2022 | Volume 12 | Article 813100

https://www.frontiersin.org/articles/10.3389/fonc.2022.813100/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fonc.2022.813100/full#supplementary-material
https://doi.org/10.1038/35036035
https://doi.org/10.1038/35036035
https://doi.org/10.1038/nn1692
https://doi.org/10.1038/ng.166
https://doi.org/10.1152/physrev.00021.2006
https://doi.org/10.1152/physrev.00021.2006
https://doi.org/10.7150/jca.31640
https://doi.org/10.1016/s0143-4160(03)00049-6
https://doi.org/10.1523/JNEUROSCI.3815-04.2005
https://doi.org/10.1006/bbrc.2001.4638
https://doi.org/10.1016/j.bbrc.2004.08.042
https://doi.org/10.1038/sj.onc.1210545
https://doi.org/10.3390/ijms17040437
https://doi.org/10.1038/s42003-021-02521-3
https://doi.org/10.1186/1471-2105-12-323
https://doi.org/10.1101/gr.239244.118
https://doi.org/10.1186/gb-2011-12-4-r41
https://doi.org/10.1101/gr.122614.111
https://doi.org/10.1038/ncomms4887
https://doi.org/10.1016/j.cels.2018.01.013
https://doi.org/10.1016/j.cels.2018.01.013
https://doi.org/10.1016/j.canlet.2021.07.017
https://doi.org/10.1146/annurev.biochem.75.103004.142819
https://doi.org/10.1038/s41568-020-0290-x
https://doi.org/10.1038/s41568-020-0290-x
https://doi.org/10.1038/nbt.3391
https://doi.org/10.1038/nrd.2016.246
https://doi.org/10.1146/annurev.pathol.4.110807.092222
https://doi.org/10.1038/s41571-019-0225-1
https://doi.org/10.1152/physrev.00016.2015
https://www.frontiersin.org/journals/oncology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/oncology#articles


Wang et al. Pan-Cancer Analysis of TRPV Channels
28. Haustrate A, Prevarskaya N, Lehen’kyi V. Role of the TRPV Channels in the
Endoplasmic Reticulum Calcium Homeostasis. Cells (2020) 9(2):317.
doi: 10.3390/cells9020317

29. Sanchez MG, Sanchez AM, Collado B, Malagarie-Cazenave S, Olea N,
Carmena MJ, et al. Expression of the Transient Receptor Potential
Vanilloid 1 (TRPV1) in Lncap and PC-3 Prostate Cancer Cells and in
Human Prostate Tissue. Eur J Pharmacol (2005) 515(1-3):20–7.
doi: 10.1016/j.ejphar.2005.04.010

30. Fecher-Trost C,Wissenbach U,Weissgerber P. TRPV6: From Identification to
Function. Cell Calcium (2017) 67:116–22. doi: 10.1016/j.ceca.2017.04.006

31. Pumroy RA, Fluck EC3rd, Ahmed T, Moiseenkova-Bell VY. Structural
Insights Into the Gating Mechanisms of TRPV Channels. Cell Calcium
(2020) 87:102168. doi: 10.1016/j.ceca.2020.102168

32. So CL, Saunus JM, Roberts-Thomson SJ, Monteith GR. Calcium Signalling
and Breast Cancer. Semin Cell Dev Biol (2019) 94:74–83. doi: 10.1016/
j.semcdb.2018.11.001

33. Diskin SJ, Hou C, Glessner JT, Attiyeh EF, Laudenslager M, Bosse K, et al.
Copy Number Variation at 1q21.1 Associated With Neuroblastoma. Nature
(2009) 459(7249):987–91. doi: 10.1038/nature08035

34. Peters AA, Simpson PT, Bassett JJ, Lee JM, Da Silva L, Reid LE, et al. Calcium
Channel TRPV6 as a Potential Therapeutic Target in Estrogen Receptor-
Negative Breast Cancer. Mol Cancer Ther (2012) 11(10):2158–68.
doi: 10.1158/1535-7163.MCT-11-0965

35. Zhou Q, Yang L, Larson S, Basra S, Merwat S, Tan A, et al. Decreased Mir-199
Augments Visceral Pain in PatientsWith IBS Through Translational Upregulation
of TRPV1. Gut (2016) 65(5):797–805. doi: 10.1136/gutjnl-2013-306464
Frontiers in Oncology | www.frontiersin.org 14
36. vandenWijngaardRM,KlookerTK,WeltingO, StanisorOI,WoutersMM,vander
CoelenD, et al. Essential Role for TRPV1 in Stress-Induced (Mast Cell-Dependent)
Colonic Hypersensitivity in Maternally Separated Rats. Neurogastroenterol Motil
(2009) 21(10):1107–e94. doi: 10.1111/j.1365-2982.2009.01339.x

37. Hong S, Fan J, Kemmerer ES, Evans S, Li Y, Wiley JW. Reciprocal Changes in
Vanilloid (TRPV1) and Endocannabinoid (CB1) Receptors Contribute to
Visceral Hyperalgesia in the Water Avoidance Stressed Rat. Gut (2009) 58
(2):202–10. doi: 10.1136/gut.2008.157594

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 © 2022Wang, Li, Zhang, Li, Qiu, Qian, Zhou,Wang, Li and Zhang. 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.
January 2022 | Volume 12 | Article 813100

https://doi.org/10.3390/cells9020317
https://doi.org/10.1016/j.ejphar.2005.04.010
https://doi.org/10.1016/j.ceca.2017.04.006
https://doi.org/10.1016/j.ceca.2020.102168
https://doi.org/10.1016/j.semcdb.2018.11.001
https://doi.org/10.1016/j.semcdb.2018.11.001
https://doi.org/10.1038/nature08035
https://doi.org/10.1158/1535-7163.MCT-11-0965
https://doi.org/10.1136/gutjnl-2013-306464
https://doi.org/10.1111/j.1365-2982.2009.01339.x
https://doi.org/10.1136/gut.2008.157594
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/oncology
http://www.frontiersin.org/
https://www.frontiersin.org/journals/oncology#articles

	Pan-Cancer Analysis Reveals Genomic and Clinical Characteristics of TRPV Channel-Related Genes
	Introduction
	Materials and Methods
	Acquisition of Online Data Sets
	Differential Gene Expression Analysis
	Subtype Analysis
	Survival Analysis
	Single Nucleotide Variation Analysis
	Copy Number Variation Analysis
	Methylation Analysis
	MicroRNA Regulation Network Analysis
	Pathway Activity Analysis
	Drug Sensitivity Analysis
	Plasmid Construction and Transfection
	RNA Extraction and qRT-PCR
	Cell Culture and Reagents
	Scratch Assay
	Cell Proliferation Assays
	Statistical Analysis

	Results
	Gene Expression and Subtype Analysis of TRPV Channel-Related Genes
	Analysis of the Somatic Mutation Profile of TRPV Regulators
	Copy Number Variation of TRPV Channel-Related Genes
	Methylation Analysis of TRPV Channel-Related Genes
	Relevant miRNA Regulation Analysis
	Pathway Activity Analysis
	Drug Sensitivity Analysis
	Lapatinib and TRPV6 Regulated Cancer Cell Proliferation

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



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages false
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 1
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness false
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages false
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages false
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages false
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /ENU (T&F settings for black and white printer PDFs 20081208)
  >>
  /ExportLayers /ExportVisibleLayers
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /BleedOffset [
        0
        0
        0
        0
      ]
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /ClipComplexRegions true
        /ConvertStrokesToOutlines false
        /ConvertTextToOutlines false
        /GradientResolution 300
        /LineArtTextResolution 1200
        /PresetName ([High Resolution])
        /PresetSelector /HighResolution
        /RasterVectorBalance 1
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks true
      /IncludeHyperlinks true
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MarksOffset 6
      /MarksWeight 0.250000
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PageMarksFile /RomanDefault
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
    <<
      /AllowImageBreaks true
      /AllowTableBreaks true
      /ExpandPage false
      /HonorBaseURL true
      /HonorRolloverEffect false
      /IgnoreHTMLPageBreaks false
      /IncludeHeaderFooter false
      /MarginOffset [
        0
        0
        0
        0
      ]
      /MetadataAuthor ()
      /MetadataKeywords ()
      /MetadataSubject ()
      /MetadataTitle ()
      /MetricPageSize [
        0
        0
      ]
      /MetricUnit /inch
      /MobileCompatible 0
      /Namespace [
        (Adobe)
        (GoLive)
        (8.0)
      ]
      /OpenZoomToHTMLFontSize false
      /PageOrientation /Portrait
      /RemoveBackground false
      /ShrinkContent true
      /TreatColorsAs /MainMonitorColors
      /UseEmbeddedProfiles false
      /UseHTMLTitleAsMetadata true
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


