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Abstract: Data regarding driver mutation profiles in tonsillar squamous cell carcinomas (TSCCs)
remain scarce, limiting the understanding of its pathogenesis and unexpected behavior in the updated
staging system. We investigated the incidence of clinically relevant mutations and their contribution
in the prognosis of the condition, and their association with human papillomavirus (HPV) infection
and adjuvant therapy. We subjected 43 surgically resected TSCC samples to targeted next-generation
sequencing, determined their HPV status using polymerase chain reaction, and performed The
Cancer Genomic Atlas and Gene Set Enrichment analyses. Thirty-five TSCC samples (81.4%) showed
at least one oncogenic/likely oncogenic mutation among twenty-nine cancer-related genes. The top
five mutated genes were TP53 (46.5%), PIK3CA (25.6%), PTEN (18.6%), EGFR (16.3%), and SMAD4
(14.0%). The EGFR pathway was the most frequently affected (51.2%), followed by the p53 (48.8%),
PI3K (39.5%), and RTK (34.9%) pathways. The gene set enrichment analysis confirmed that the
genes involved in signal transduction, such as growth factor receptors and second messengers, EGFR
tyrosine kinase inhibitors, and PI3K signaling pathways, were mostly related with TSCCs. TP53
mutation was an independent prognostic factor predicting worse overall survival in the adjuvant
therapy group. RTK mutations were related to survival in all patients and in the HPV-positive
group, but multivariate analyses showed no significance. In conclusion, oncogenic/likely oncogenic
mutations were relatively high in TSCCs, and TP53 and RTK mutations may be candidate predictors
for poor prognosis in the adjuvant therapy and HPV-positive groups, respectively, under the updated
staging system.

Keywords: oropharynx; palatine tonsil; squamous cell carcinoma; next-generation sequencing;
prognosis; TCGA data analysis
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1. Introduction

Squamous cell carcinomas (SCCs) of the tonsillar region (TSCCs) are the most pre-
vailing oropharyngeal cancers, constituting 15–20% of all oropharyngeal malignancies
and one of the subsites with the highest human papillomavirus (HPV) positivity rate [1,2].
Oropharyngeal cancers are associated with HPV infection, alcohol consumption, smoking,
environmental pollution, and genetic risk factors [3]; however, awareness of HPV as a
causative agent for these cancers is low [4], resulting in a public health burden [5]. Although
the 5-year survival in low-stage cases is >90%, it decreases to <20% in advanced tonsil
cancers [1,2,6]. Early detection of tonsil cancer is challenging [5]; the peculiar tonsillar
anatomical features make the tumor proliferating beneath the surface mucosa unrecog-
nizable, as do the several lymphatic vessel plexuses present around the tonsils. Thus, the
clinical course of TSCC is more aggressive, with significant risk for higher stage and earlier
dissemination at diagnosis, as compared to that for other head and neck cancers [7,8].

Combined surgery and radiotherapy/chemotherapy is a standard practice for local or
regionally advanced tonsil cancers [9,10] because TSCC is relatively chemo/radiosensitive
[7,8,11] and HPV is involved in a more favorable prognosis and response to radiochemother-
apy, as compared to those observed in case of HPV-unrelated oropharyngeal cancers [2,10].
In this context, the eighth edition of the American Joint Committee on Cancer (AJCC)
TNM classification in 2017 specified HPV-related oropharyngeal SCCs as a separate en-
tity and downstaged this group as compared to the HPV-negative group [12]. However,
treatment failure can develop unexpectedly in a loco-regionally controlled disease as
therapy-refractory recurrence [13]; 13–25% of patients with HPV-positive oropharyngeal
SCCs, including TSCC, develop local/distant recurrence and have a course of disease
similar to those of HPV-negative oropharyngeal cancers [14], which may imply potential
genetic involvement in tumor behavior and therapeutic drug response at the molecular
level [15]. The molecular profiles of tonsil cancers and their clinical or pathological rela-
tion under the new eighth-edition AJCC staging system are poorly understood. Therefore,
identifying molecular markers under the updated AJCC staging system that are diagnostic
and predictive of clinical outcomes may be clinically significant so as to recommend further
therapeutic options for potentially responsive patients, thereby improving patient prognosis.

Currently, molecular profiling of various cancers using next-generation sequencing
(NGS) has been increasingly implemented in the oncology field for diagnostic and therapeu-
tic applications. A broad range of somatic genetic alterations have been illustrated in head
and neck SCCs (HNSCCs), where cancer-specific mutations, including small deletions or in-
sertions and single-nucleotide polymorphisms, are known to influence driver genes during
tumor development and progression [15–17]. However, despite the increasing prevalence
and substantial public health impact of tonsil cancers [18], molecular data that may il-
lustrate the unexpected behaviors or characteristic histological findings of HPV-positive
and -negative TSCCs are limited. Owing to the emergence of personalized medicine in
conjunction with molecular profiling, there is now a crucial need for detailed research
on TSCCs.

Hence, we carried out this retrospective study to detect the frequency of pathogenic
mutations in tonsil cancers, to find potential targets for treatment through an NGS cancer
panel, and tested whether somatic mutation status or any cancer pathway are associated
with risk factors or survival.

2. Materials and Methods
2.1. Patients and Tumor Samples

The study was based on formalin-fixed, paraffin-embedded (FFPE) tissues acquired
from 43 patients with TSCC who underwent primary surgical resection with no prior
treatment between 1997 and 2018, and whose complete medical records were available
at the present institution. After curative surgery, adjuvant therapy was carried out. In
total, 6 patients underwent post-operative radiotherapy, while 21 patients underwent
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radiochemotherapy following surgical resection. The remaining 16 patients underwent
surgery alone. Radiation doses spanned from 5040 to 7200 cGy/36 fractions over eight weeks.

Hematoxylin-and-eosin-stained slides of all cases were examined, and diagnosis and
histological characterization were performed by two expert pathologists (MJK and SJC)
according to the 2017 World Health Organization classification of head and neck tumors [6].
Patients were re-staged according to the 8th edition of the AJCC TNM classification [12].
Clinical information was analyzed based on medical records and radiological results.
Heavy smoking and heavy alcohol consumption were defined as >20 packs/year and
>14 drinks/week, respectively [12].

The study protocol was permitted by the Institutional Review Board (IRB no. 2019-
06-012) and conducted following the relevant guidelines and regulations (Declaration
of Helsinki).

2.2. DNA Extraction

Tumor parts on the two 10 µm sections from every FFPE tissue block, on glass slides,
were manually macrodissected from the unstained tissue sections to enrich for a tumor cell
population of >50%. DNA was extracted and purified using the Ion AmpliSeq™ Direct
FFPE DNA Kit (Thermo Fisher Scientific, Waltham, MA, USA) and QIAamp DSP DNA
FFPE Tissue Kit (QIAGEN, Hilden, Germany), respectively, as previously described [19].
The yield of purified genomic DNA was measured utilizing a Qubit® 2.0 Fluorometer
and Qubit® dsDNA HS Assay Kit (Thermo Fisher Scientific) prior to library preparation
for sequencing.

2.3. Detection of HPV

HPV status was evaluated using the PANA RealTyper™ HPV Genotyping Kit (PANA-
GENE, Daejeon, Republic of Korea) approved for clinical use in Korea, identifying a total
of 40 HPV genotypes, including 20 high-risk genotypes (16, 18, 26, 31, 33, 35, 39, 45, 51, 52,
53, 56, 58, 59, 66, 68, 69, 70, 73, and 82), two low-risk genotypes (6 and 11), and 18 other
genotypes. Real-time polymerase chain reaction (PCR) assays were conducted in a 25 µL
reaction mixture consisting of 19 µL of HPV mix, 1 µL of Taq DNA polymerase, and 5 µL
of extracted DNA, with positive and negative control, as previously described [20].

2.4. Immunohistochemistry

Programmed death-ligand 1 (PD-L1) staining of 4 µm thick tissue sections was per-
formed using the US Food and Drug Administration-approved PD-L1 22C3 pharmDx Kit
(Dako North America Inc., Carpinteria, CA, USA) on the Dako Autostainer Link 48, as per
the manufacturer’s instructions. The slides were assigned depending on the percentage
of positive cells divided by the number of fields, to calculate the average value for each
individual case, defined at 200× magnification. The PD-L1 combined positive score was
calculated as the ratio of PD-L1-positive cells (tumor or immune cells) to the total number
of tumor cells × 100 and classified as positive (≥1) or negative (<1).

2.5. Library Preparation and Sequencing

In this study, an Ion Personal Genome Machine (PGM) Sequencer (Thermo Fisher
Scientific) was used as the NGS platform. Library preparation for individual samples was
accomplished using the Ion AmpliSeq™ Library Kit 2.0 (Thermo Fisher Scientific) and Ion
AmpliSeq™ Cancer HotSpot Panel v2 (Thermo Fisher Scientific), as per the manufacturer’s
directions [19]. The targeted cancer panel sequences 2790 mutations in 50 oncogenes and
tumor suppressor genes with known cancer correlations. Generally, 10 ng of genomic
DNA from each sample was applied to prepare barcoded libraries, using Ion Xpress™
Barcode Adapters (Thermo Fisher Scientific). Libraries were pooled to a final concentration
of 100 pmol/L using the Ion Library Universal Quantification Kit (Thermo Fisher Scien-
tific), and emulsion polymerase chain reaction was performed utilizing the Ion Torrent™
OneTouch™ 2 System. Every pool was loaded onto an Ion 318v2 Chip (Thermo Fisher
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Scientific) for single-end sequence analysis with an Ion PGM Sequencer, while applying
500 flows (125 cycles) for 200-base-read sequencing.

2.6. Data Analyses, TCGA Data, and Gene Set Enrichment Analysis (GSEA)

Raw sequence reads were mapped against the human reference genome hg19 and
cleaned prior to variant calling. Ion Torrent platform-specific pipeline software (Torrent
Suite version 5.0.5) was operated throughout the variant calling steps. Annotation was
carried out using the VEP and OncoKB™ (an expert-guided precision oncology knowledge
base) annotator [21]. To detect confident putative somatic variants, annotated raw variants
were filtered using the following criteria: (1) non-synonymous single-nucleotide variant
or short insertion or deletion in coding regions; (2) coverage ≥50× and variant allele
frequency ≥5%; (3) minor allele frequency <0.1% in gnomAD and 1000 Genomes Project;
(4) detected as ‘Oncogenic’ or ‘Likely Oncogenic’ by the OncoKB™ annotator. The result-
ing list of variants was manually reviewed and visually confirmed using the Integrated
Genomics Viewer (http://www.broadinstitute.org/igv/; accessed on 15 June 2020). R and
MutationMapper (https://www.cbioportal.org/mutation_mapper, accessed on 10 January
2023) were used for visualization.

To compare the data with those of previous cancer genome studies on tonsil cancer
and verify hotspot mutations, we downloaded the ‘Head and Neck Squamous Cell Carci-
noma from the Cancer Genome Atlas (TCGA, PanCancer Atlas)’ (TCGA HNSC) (http://
cancergenome.nih.gov/abouttcga (accessed on 5 September 2022)) sequence variant dataset
in mutation annotation format (MAF) from cBioPortal (https://www.cbioportal.org/) (ac-
cessed on 5 September 2022). We performed OncoKB™ annotation on the TCGA HNSC
MAF file and filtering using the same criteria as described above for comparison under the
same conditions as our data.

The 29 altered genes identified in this study were subjected to GSEA [22] using the
canonical pathways of the Molecular Signatures Database (http://www.gsea-msigdb.org/
gsea/msigdb/human/annotate.jsp; accessed on 10 January 2023), including BIOCARTA,
KEGG, PID, REACTOME, and WIKIPATHWAYS, which determine pathway correlations
with major biomolecular and cellular procedures [23]. For genes that could be assigned
to multiple pathways, we chose the signaling with the highest fraction of mapped genes.
Additionally, knowledge of the functional classification of the major signaling molecules in
the chosen pathway was used. A result was considered significant if the cut-off of the false
discovery rate was ≤ 0.01 and p-value was < 0.05.

2.7. Statistical Analyses

Statistical analyses of the data for pairs of groups were conducted using the Fisher’s
exact test for categorical variables and Wilcoxon rank-sum test for continuous variables.
Survival curves were produced using the Kaplan–Meier method, and a log-rank test was
performed to calculate the statistical significance between groups. Overall survival (OS)
was clarified as the interval from the first day of surgery until death. Disease-free survival
(DFS) was described as the interval from the first day of surgery until tumor recurrence.
The OS and DFS were analyzed until February 2019. Univariate and multivariate analyses
applying the Cox proportional hazard regression model were used to measure the hazard
ratios (HRs) and 95% confidence intervals (CIs) for specific variables involved in OS and
DFS. The prognostic variables (p < 0.1) observed using univariate analysis by means of the
log-rank test were additionally analyzed using multivariate analysis. A two-sided p < 0.05
was considered to indicate a statistically significant difference. Statistical analyses were
carried out using Rex software (version 3.3.1, RexSoft Inc., Seoul, Republic of Korea).

3. Results
3.1. Patient Characteristics

The clinical and pathological features of the patients with TSCC are outlined in Table 1.
Of the 43 patients, 38 (88.4%) were men and 5 (11.6%) were women, with an average age

http://www.broadinstitute.org/igv/
https://www.cbioportal.org/mutation_mapper
http://cancergenome.nih.gov/abouttcga
http://cancergenome.nih.gov/abouttcga
https://www.cbioportal.org/
http://www.gsea-msigdb.org/gsea/msigdb/human/annotate.jsp
http://www.gsea-msigdb.org/gsea/msigdb/human/annotate.jsp
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at diagnosis of 54 years (range, 36–80 years). Twenty-one (50.0%) patients were heavy
smokers, while fifteen (35.7%) were heavy alcohol drinkers. Only high-risk HPV genotypes
were identified in 35 (81.4%) of the 43 patients—HPV 16 was detected in 28 (80.0%), HPV
18 in 4 (11.4%), and HPV 16 and 18 occurred concurrently in 3 (8.6%) patients.

Table 1. Baseline characteristics of patients with tonsillar squamous cell carcinoma.

Variable Total

n = 43 (%)

Sex
Male 38 (88.4)
Female 5 (11.6)
Age (mean, range) 54 (36–80)
Age (y)

≤60 28 (65.1)
>60 15 (34.9)

Smoking history
Low 21 (48.8)
Heavy 22 (51.2)

Alcohol history
Light 27 (62.8)
Heavy 16 (37.2)

HPV status
Negative 8 (18.6)
Positive 35 (81.4)

pT category
1 9 (20.9)
2 13 (30.25)
3 13 (30.25)
4 8 (18.6)

pN category
0 8 (18.6)
1 18 (41.9)
2 8 (18.6)
3 9 (20.9)

AJCC stage (8th)
I 15 (34.9)
II 8 (18.6)
III 7 (16.3)
IV 13 (30.2)

PD-L1 expression
Negative 33 (76.7)
Positive 10 (23.3)

Adjuvant therapy
Done 28 (65.1)
Not done 15 (34.9)

HPV, human papillomavirus; AJCC, American Joint Committee on Cancer; PD-L1, programmed death-ligand 1.

As per the 8th AJCC staging system, 9 (20.9%) tumors were categorized as T1, 13
(30.25%) as T2, 13 (30.25%) as T3, and 8 (18.6%) as T4; 8 (18.6%) were categorized as N0, 18
(41.9%) as N1, 8 (18.6%) as N2, and 9 (20.9%) as N3. Upon merging the T and N categories,
the overall stage of 15 patients was diagnosed as stage I (34.9%), 8 (18.6%) as stage II,
7 (16.3%) as stage III, and 13 (30.2%) as stage IV. All 43 patients with tonsil cancers were
treated with surgical resection, of which 28 (65.1%) additionally received post-operative
chemotherapy and/or radiotherapy. The median follow-up period was 56 months (range,
16–121 months), with 5-year OS and DFS rates of 55.8% and 48.8%, respectively.
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3.2. Molecular Profiling in Overall TSCCs

The genetic landscape of all the cases is summarized in Figure 1A. On average, there
were 405,114 reads (range 128,509–711,217) per case. An average of 96.4% of the reads
(range 81.9–99.6%) per case was mapped to the intended targeted areas of the human
genome. All regions had an average coverage of 1531× (range 163×–3417×). After the
multiple filtering process described in the Materials and Methods section, we identified
120 variant calls of validated mutations for 29 genes in 35 cases (81.4%) as oncogenic/likely
oncogenic mutations in the OncoKB™ database, including 98 (81.7%) missense point
mutations (single-nucleotide variants) in 32 cases, 13 (10.8%) nonsense mutations in 9 cases,
and 9 (7.5%) frameshift deletion mutations in 8 cases (Table S1). A total of 26 of the 43 cases
(60.5%) harbored concurrent mutations in two or more genes.
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Figure 1. (A) Schematic overview of the overall mutation profile of 43 tonsil cancers, followed by
targeted next-generation sequencing and analysis. Each column represents a case. The top three
panels show the age, stage, and HPV status. The bottom panel shows the distribution of mutations.
The four mutation types have been distinguished using different colors. The right panel represents
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the comparison of mutation frequencies among our cases, overall head and neck cancers, and tonsil
cancers retrieved from the TCGA data. Locations of TP53 (B) and PIK3CA (C) mutations found
in tonsillar squamous cell carcinomas. A circle represents the presence of a single mutation case.
Deep-red- and dark-blue/black-lined circles indicate cases in this study with and without HPV
infection, respectively; others have been retrieved from the TCGA tonsil cancer and TCGA HNSC
data. The line length depends on the number of mutations detected in that codon. The colored boxes
are specific functional domains. Above the lollipops, the frequent variants have been annotated
as the amino acid change at that particular site. HPV, human papillomavirus; TCGA, The Cancer
Genomic Atlas.

Among the mutated genes, TP53 mutations were most recurrent, in 20 of the 43 (46.5%)
patients, followed by PIK3CA in 11 (25.6%), PTEN in 8 (18.6%), EGFR in 7 (16.3%), and
SMAD4 in 6 (14.0%) patients (Figure 2A). RB1 and FBXW7 variants were observed in 5 of
43 (11.6%) patients each, followed by SMARCB1 and PDGFRA variants in 4 each (9.3%),
and CDKN2A, KIT, and HRAS variants in 3 each (7.0%). ATM, ALK, CDH1, ERBB2, FGFR2,
KRAS, and NOTCH1 variants were found in 2 of 43 (4.7%) patients each, followed by MET,
AKT1, FGFR3, FLT3, IDH1, IDH2, MPL, RET, STK11, and VHL variants in a single case
each (2.3%).
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Figure 2. Schematic comparison of mutation frequencies between the cases in our cohort (A) and
TCGA data (tonsil cancer (B) and total head and neck squamous cell cancer (C)). TCGA, The Cancer
Genomic Atlas.

As per OncoKB™, 14 genes (ALK, ATM, ERBB2, EGFR, FGFR3, FLT3, IDH1, IDH2, KIT,
KRAS, MET, PDGFRA, PIK3CA, and SMARCB1) having level 1 evidence were observed in
25 (58.1%) patients.

The TP53 mutations (n = 30) were present in exons 4–8, including the following
(Figure 1B): p.R283H (n = 1), p.R280Efs*65 (n = 1), p.G279V (n = 1), and p.R267Q (n = 1) in
exon 8; p.R248W (n = 1), p.G245D (n = 1), and p.M237I (n = 1) in exon 7; p.Y205C (n = 3),
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p.R213Dfs*34 (n = 1), p.R213*(n = 1), p.R213Q (n = 1), p.T211I (n = 1), and p.G187V (n = 1)
in exon 6; p.T170A (n = 1), p.T170M (n = 1), p.A161Pfs*9 (n = 1), p.R158H (n = 1), p.R158C
(n = 2), p.V157I (n = 1), p.R156C (n = 1), p.G154V (n = 1), p.P153Afs*16 (n = 1), and p.A129V
(n = 1) in exon 5; and p.R110C (n = 2), p.P82Rfs*41 (n = 1), and p.A78Qfs*45 (n = 1) in exon
4. Only 6.7% of TP53 missense mutations were observed in codons R248, R273, G245, R175,
R282, and H179, which are the most recurring hotspot variants in HNSCCs [24].

The p.R158 (n = 3), p.R213 (n = 3), or p.Y205 (n = 3) variants of TP53 mutations
appeared in more than two cases, while the c.614A > G (p.Y205C) transversion variant
occurred in three patients. In contrast, PIK3CA hotspot variants (E542, E545) were identified
in 20.9% (9/43) of TSCC patients, with four samples (9.3%) bearing non-hotspot mutations
(p.R108H, p.V344M, p.E453K, and p.A1066T). Other PIK3CA hotspot mutations such as
p.H1047 were not identified. The most frequent alterations in PIK3CA were E545K and
p.E542K mutations (69.2%) (Figure 1C).

Genetic alterations in coding sequences, including missense, frameshift, and nonsense
mutations, were categorized into several gene pathways and groups on the basis of the
known function of the genes (Table 2). In TSCCs, the epidermal growth factor receptor
(EGFR) pathway, including alterations in EGFR and downstream genes (ERBB2, KRAS,
HRAS, PIK3CA, PTEN, and AKT1), was the most frequently affected, in 22 (51.2%) cases,
followed by the p53 pathway, including alterations in TP53 and ATM, in 21 (48.8%), phos-
phatidylinositol 3-kinase (PI3K) pathway in 17 (39.5%), receptor tyrosine kinase (RTK)
pathway in 15 (34.9%), retinoblastoma tumor suppressor (RB) pathway in 8 (18.6%), trans-
forming growth factor-beta (TGF-β) pathway in 6 (14.0%), mitogen-activated protein kinase
(MAPK) pathway in 5 (11.6%), proteolysis pathway in 5 (11.6%), and SWItch/Sucrose
Non-Fermentable complex pathway in 4 (9.3%) cases. Other signaling pathways, in-
cluding Notch, Hippo, mammalian target of rapamycin, metabolism, and transcription
factors/regulators, had mutations with minor frequencies.

Table 2. Genetic alterations in coding sequences in the context of tonsillar squamous cell carcinoma.

Pathways Genes No. Variant Calls (%) No. Cases (%)

EGFR pathway 39 (32.5) 22 (51.2)
EGFR, ERBB2
KRAS, HRAS

PIK3CA, PTEN, AKT1
p53 pathway (genome integrity) 21 (48.8)

TP53 30 (25.0) 20 (46.5)
ATM 2 (1.7) 2 (4.7)

PI3K pathway 17 (39.5)
PIK3CA 13 (10.8) 11 (25.6)
PTEN 9 (7.5) 8 (18.6)
AKT1 1 (0.8) 1 (2.3)

RTK pathway 15 (34.9)
KIT 3 (2.5) 3 (7.0)

PDGFRA 4 (3.3) 4 (9.3)
EGFR 9 (7.5) 7 (16.3)
ERBB2 2 (1.7) 2 (4.7)
FGFR2 2 (1.7) 2 (4.7)
FGFR3 1 (0.8) 1 (2.3)
MET 1 (0.8) 1 (2.3)
RET 1 (0.8) 1 (2.3)
FLT3 1 (0.8) 1 (2.3)
ALK 2 (1.7) 2 (4.7)

RB pathway (cell cycle) 8 (18.6)
RB1 5 (4.2) 5 (11.6)

CDKN2A 3 (2.5) 3 (7.0)
TGF-β pathway SMAD4 8 (6.8) 6 (14.0)
MAPK pathway 5 (11.6)

KRAS 2 (1.7) 2 (4.7)
HRAS 3 (2.5) 3 (7.0)

Proteolysis FBXW7 5 (4.2) 5 (11.6)
SWI/SNF complex SMARCB1 4 (3.3) 4 (9.3)
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Table 2. Cont.

Pathways Genes No. Variant Calls (%) No. Cases (%)

Notch pathway NOTCH1 2 (1.7) 2 (4.7)
HIPPO pathway CDH1 2 (1.7) 2 (4.7)
mTOR pathway STK11 1 (0.8) 1 (2.3)

Metabolism IDH1 1 (0.8) 1 (2.3)
IDH2 1 (0.8) 1 (2.3)

Transcription factor/regulator VHL 1 (0.8) 1 (2.3)
Other MPL 1 (0.8) 1 (2.3)

RTK, receptor tyrosine kinase; PI3K, phosphatidylinositol 3-kinase; EGFR, epidermal growth factor receptor;
RB, retinoblastoma tumor suppressor; TGF-β, transforming growth factor-beta; MAPK, mitogen-activated protein
kinase; SWI/SNF complex, SWItch/Sucrose Non-Fermentable complex; mTOR, mammalian target of rapamycin.

3.3. Comparisons between HPV-Positive and -Negative TSCCs

We next assessed the differential genetic alterations in HPV-positive and -negative
tonsil cancers. Among the 120 variant calls of the 50 evaluated genes, HPV-positive tumors
carried a meaningfully higher frequency of mutations than HPV-negative tumors (73.3%
(88/120) vs. 26.7% (32/120), respectively).

The most repeated mutation in the HPV-positive tumors was in TP53 (37.1%, 13/35),
followed by those in PIK3CA (22.9%, 8/35), PTEN (20.0%, 7/35), EGFR and RB1 (14.3%,
5/35 each), and SMAD4 (11.4%, 4/35) (Figure 3A). The EGFR pathway had the most
frequently altered signaling in HPV-positive tumors (48.6%, 17/35), followed by the p53
(40.0%, 14/35), PI3K (37.1%, 13/35), RTK (31.4%, 11/35), RB and TGF-β (17.1%, 6/35 each),
and Notch (8.6%, 3/35) pathways.
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The most recurrent mutation in HPV-negative tumors was in TP53 (87.5%), followed
by those in PIK3CA (37.5%) and EGFR, FBXW7, PDGFRA, and CDKN2A (25.0% each)
(Figure 4A). The most frequently altered pathway was the p53 pathway (87.5%) in HPV-
negative tumors, followed by the EGFR (62.5%, 5/8) and PI3K and RTK pathways (50.0%,
4/8 each).
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We further examined whether specific somatic mutations might be related to the
discordant cases between the p16 immunohistochemistry and HPV PCR results. We found
10 discordant cases, consisting of HPV-DNA-detected but p16-negative tumors (n = 8) and
HPV-DNA-negative but p16-positive tumors (n = 2). Among the somatic mutations in
the 29 genes detected in this study, the SMARCB1 mutation tended to be more frequently
detected in the discordant cases than in the concordant ones (p = 0.020).

3.4. Impact of Gene Mutations and Pathway Mutations on Clinicopathological Features

Next, we assessed the influence of important gene mutations and the primarily affected
gene pathways in tonsil cancers on clinicopathological features (Table 3). Significantly more
patients with TP53 mutations were heavy smokers (p = 0.033), HPV-negative (p = 0.017),
node-negative (pN0; p = 0.038), and PD-L1-negative (p = 0.011), as compared to those
without. CDKN2A mutations were considerably correlated with a history of heavy alcohol
consumption (p = 0.045) and node-negative tumors (p = 0.014) (data not shown). FBXW7
mutations were correlated with a history of heavy smoking (p = 0.048) (data not shown).
With the exceptions of the TP53, CDKN2A, and FBXW7 mutations, no other associations were
detected between a single somatic mutation and the evaluated clinicopathological variables.
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Table 3. Correlation of the mutation status with clinicopathological parameters in tonsillar squamous cell carcinomas.

Parameter TP53 PIK3CA EGFR Pathway P53 Pathway PI3K Pathway RTK Pathway

MT WT p MT WT p MT WT p MT WT p MT WT p MT WT p

n = 20
(%)

n = 23
(%)

n = 11
(%)

n = 32
(%)

n = 22
(%)

n = 21
(%)

n = 21
(%)

n = 22
(%)

n = 17
(%)

n = 26
(%)

n = 15
(%)

n = 28
(%)

Sex 0.051 0.306 0.185 0.048 0.139 0.798
Male 20 (100) 18 (78.3) 11 (100) 27 (84.4) 21 (95.5) 17 (81.0) 21 (100) 17 (77.3) 17 (100) 21 (80.8) 13 (86.7) 25 (89.3)

Female 0 (0) 5 (21.7) 0 (0) 5 (15.6) 1 (4.5) 4 (19.0) 0 (0.0) 5 (22.7) 0 (0.0) 5 (19.2) 2 (13.3) 3 (10.7)
Age (yrs) 0.512 0.719 0.526 0.666 0.745 0.235

≤60 12 (60.0) 16 (69.6) 8 (72.7) 20 (62.5) 13 (59.1) 15 (71.4) 13 (61.9) 15 (68.2) 12 (70.6) 16 (61.5) 8 (53.3) 20 (71.4)
>60 8 (40.0) 7 (30.4) 3 (27.3) 12 (37.5) 9 (40.9) 6 (28.6) 8 (38.1) 7 (31.8) 5 (29.4) 10 (38.5) 7 (46.7) 8 (28.6)

Smoking 0.033 0.736 0.763 0.015 1.000 0.526
Low 6 (30.0) 15 (65.2) 6 (54.5) 15 (46.9) 10 (45.5) 11 (52.4) 6 (28.6) 15 (68.2) 8 (47.1) 13 (50.0) 6 (40.0) 15 (53.6)

Heavy 14 (70.0) 8 (34.8) 5 (45.5) 17 (53.1) 12 (54.5) 10 (47.6) 15 (71.4) 7 (31.8) 9 (52.9) 13 (50.0) 9 (60.0) 13 (46.4)
Alcohol 0.127 0.494 0.537 0.215 1.000 0.782

Light 10 (50.0) 17 (73.9) 8 (72.7) 19 (59.4) 15 (68.2) 12 (57.1) 11 (52.4) 16 (72.7) 11 (64.7) 16 (61.5) 9 (60.0) 18 (64.3)
Heavy 10 (50.0) 6 (26.1) 3 (27.3) 13 (40.6) 7 (31.8) 9 (42.9) 10 (47.6) 6 (27.3) 6 (35.3) 10 (38.5) 6 (40.0) 10 (35.7)
HPV 0.017 0.392 0.698 0.021 0.502 0.320

Negative 7 (35.0) 1 (4.3) 3 (27.3) 5 (15.6) 5 (22.7) 3 (14.3) 7 (33.3) 1 (4.5) 4 (23.5) 4 (15.4) 4 (26.7) 4 (14.3)
Positive 13 (65.0) 22 (95.7) 8 (72.7) 27 (84.4) 17 (77.3) 18 (85.7) 14 (66.7) 21 (95.5) 13 (76.5) 22 (84.6) 11 (73.3) 24 (85.7)

AJCC stage 0.547 0.736 0.763 0.366 1.000 0.019
I–II 9 (45.0) 13 (56.5) 5 (45.5) 17 (53.1) 12 (54.5) 10 (47.6) 9 (42.9) 13 (59.1) 9 (52.9) 13 (50.0) 4 (26.7) 18 (64.3)

III–IV 11 (55.0) 10 (43.5) 6 (54.5) 15 (46.9) 10 (45.5) 11 (52.4) 12 (57.1) 9 (40.9) 8 (47.1) 13 (50.0) 11 (73.3) 10 (35.7)
pT category 0.763 1.000 0.131 1.000 0.537 0.347

T1–T2 11 (55.0) 11 (47.8) 6 (54.5) 16 (50.0) 14 (63.6) 8 (38.1) 11 (52.4) 11 (50.0) 10 (58.8) 12 (46.2) 6 (40.0) 16 (57.1)
T3–T4 9 (45.0) 12 (52.2) 5 (45.5) 16 (50.0) 8 (36.4) 13 (61.9) 10 (47.6) 11 (50.0) 7 (41.2) 14 (53.8) 9 (60.0) 12 (42.9)

pN category 0.038 * 0.656 0.412 0.046 0.298 0.391
N0 6 (30.0) 1 (4.3) 1 (9.1) 6 (18.8) 5 (22.7) 2 (9.5) 6 (28.6) 1 (4.5) 4 (23.5) 3 (11.5) 1 (6.7) 6 (21.4)
N+ 14 (70.0) 22 (95.7) 10 (90.9) 26 (81.2) 17 (77.3) 19 (90.5) 15 (71.4) 21 (95.5) 13 (76.5) 23 (88.5) 14 (93.3) 22 (78.6)

PD-L1 0.011 0.409 0.162 0.069 0.061 1.000
Negative 19 (95.0) 14 (60.9) 10 (90.9) 23 (71.9) 19 (86.4) 14 (66.7) 19 (90.5 14 (63.6) 16 (94.1) 17 (65.4) 12 (80.0) 21 (75.0)
Positive 1 (5.0) 9 (39.1) 1 (9.1) 9 (28.1) 3 (13.6) 7 (33.3) 2 (9.5) 8 (36.4) 1 (5.9) 9 (34.6) 3 (20.0) 7 (25.0)

MT, mutant; WT, wild-type; HPV, human papillomavirus; AJCC, American Joint Committee on Cancer; EGFR, epidermal growth factor receptor; RTK, receptor tyrosine kinase; PD-L1,
programmed death-ligand 1. * Statistically significant, at p < 0.05.P53 pathway mutations were associated with male sex (p = 0.048), heavy smoking history (p = 0.015), HPV negativity
(p = 0.021), and node-negative tumors (p = 0.046), whereas those in the RTK pathway were strongly associated with advanced stages (p = 0.019). However, there were no meaningful
correlations between the PI3K pathway mutations and clinicopathological features.
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3.5. Prognostic Genetic Factors in Overall Tonsil Cancers

We analyzed the prognostic relationships of genetic alterations and clinicopathological
features with OS and DFS in patients with TSCC (Table 4). With respect to OS (Figure 5A),
RTK pathway mutations (p = 0.007), older age (>60 years; p = 0.011), and advanced disease
stage (p = 0.003) were associated with shorter patient survival. Factors with p < 0.1 in the
univariate analysis were incorporated into the subsequent multivariate analysis. Older age
(p = 0.020, HR = 3.565, 95% CI = 1.221–10.412) and advanced stage (p = 0.006, HR = 5.246,
95% CI = 1.596–17.235) were independent predictors of shorter OS in patients with TSCC;
however, RTK pathway mutations did not reach statistical significance in the multivariate
analysis. Kaplan–Meier survival analyses showed that patients with HPV-positive TSCCs
had significantly better OS rates than those with HPV-negative TSCCs (mean 80 months
vs. 25 months; p = 0.049); however, the difference was not statistically significant and
showed only borderline significance in the univariate analysis carried out using the Cox
proportional hazard regression model (p = 0.058).

Table 4. Univariate and multivariate analyses of factors predicting overall and disease-free survival
of patients with tonsillar squamous cell carcinoma.

Overall Survival Disease-Free Survival

Univariate Multivariate Univariate Multivariate

HR (95% CI) p HR (95% CI) p HR (95% CI) p HR (95% CI) p

Sex 1.105 0.894 1.337 0.695
Female vs. Male (0.256–4.767) (0.313–5.710)

Age (y) 3.146 0.011 * 3.565 0.020 * 2.140 0.072 2.068 0.088
≤60 vs. >60 (1.296–7.639) (1.221–10.412) (0.935–4.902) (0.898–4.761)

Smoking 1.427 0.433 1.126 0.777
Low vs. Heavy (0.587–3.471) (0.495–2.561)

Alcohol 1.651 0.272 1.126 0.782
Light vs. Heavy (0.675–4.041) (0.485–2.615)

HPV 0.385 0.058 1.901 0.313 0.567 0.239
Negative vs. Positive (0.144–1.033) (0.546–6.618) (0.220–1.460)

AJCC stage 4.688 0.003 * 5.246 0.006 * 3.386 0.008 * 2.856 0.029 *

I–II vs. III–IV (1.687–
13.030) (1.596–17.235) (1.380–8.306) (1.110–7.345)

Adjuvant therapy 1.287 0.607 1.736 0.247
Yes vs. No (0.493–3.356) (0.683–4.418)

TP53 2.221 0.088 1.781 0.265 1.436 0.390
WT vs. MT (0.887–5.563) (0.646–4.909) (0.629–3.280)

PIK3CA 0.787 0.642 0.892 0.811
WT vs. MT (0.286–2.166) (0.351–2.267)

RTK pathway 3.371 0.007 * 1.798 0.214 2.349 0.042 * 1.584 0.295
WT vs. MT (1.390–8.178) (0.712–4.539) (1.033–5.339) (0.670–3.746)

p53 pathway 1.915 0.161 1.248 0.597
WT vs. MT (0.772–4.752) (0.548–2.843)

PI3K pathway 0.647 0.353 0.816 0.635
WT vs. MT (0.258–1.622) (0.352–1.890)

EGFR pathway 0.669 0.372 0.781 0.556
WT vs. MT (0.277–1.618) (0.344–1.776)

HR, hazard ratio; CI, confidence interval; HPV, human papillomavirus; AJCC, American Joint Committee on
Cancer; MT, mutant; WT, wild type; RTK, receptor tyrosine kinase; EGFR, epidermal growth factor receptor. *
Statistically significant, at p < 0.05.

In contrast, patients with either RTK pathway mutations (p = 0.042) or advanced stage
disease (p = 0.008) exhibited worse prognostic outcomes in terms of DFS (Figure 5B). RTK
pathway mutations failed to reach statistical significance in the multivariate analysis. Only
advanced stage was an independent negative prognostic factor influencing DFS (p = 0.029,
HR = 2.856, 95% CI = 1.110–7.345) in the multivariate analyses.
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Figure 5. Overall (A) and disease-free (B) survival by RTK pathway gene mutation status in patients
with tonsil cancer who underwent curative surgery. The presence of RTK pathway gene mutations is
strongly associated with shorter overall and disease-free survival. In HPV-positive tonsil cancers,
RTK pathway gene mutations are associated with worse overall (C) and disease-free (D) survival.
Overall (E) and disease-free (F) survival by TP53 mutation status in patients who underwent curative
surgery and adjuvant therapy. The TP53 mutation strongly correlates with decreased overall survival
in patients following resection and adjuvant therapy. HPV, human papillomavirus; RTK, receptor
tyrosine kinase.

3.6. Prognostic Genetic Factors in HPV-Positive TSCCs

We further surveyed prognostic factors related to OS and DFS in HPV-positive tonsil
cancers (Table 5). In the univariate analyses, RTK pathway mutations (Figure 5C,D), older
age (>60 years), and advanced stage were related with shorter OS and DFS rates (p = 0.007,
0.003, and 0.006, respectively, for OS; p = 0.037, 0.021, and 0.009, respectively, for DFS). Mul-
tivariate analysis showed that older age (>60 years) and advanced stage were independent
prognostic factors for worse OS and DFS (p = 0.002, HR = 10.521, 95% CI = 2.426–45.616;
p = 0.003, HR = 9.576, 95% CI = 2.141–42.823, respectively, for OS; p = 0.010, HR = 4.378,
95% CI = 1.429–13.408; p = 0.007, HR = 4.700, 95% CI = 1.520–14.530, respectively, for DFS);
however, RTK pathway mutations did not reach statistical significance in the multivariate
analysis for HPV-positive tonsil cancers.
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Table 5. Univariate and multivariate analyses of factors predicting overall and disease-free survival
in patients with HPV-positive tonsil cancer.

Overall Survival Disease-Free Survival

Univariate Multivariate Univariate Multivariate

HR (95% CI) p HR (95% CI) p HR (95% CI) p HR (95% CI) p

Sex 0.658 0.585 0.833 0.809
Female vs. Male (0.147–2.953) (0.190–3.653)

Age (y) 4.942 0.003 * 10.521 0.002 * 3.165 0.021 * 4.378 0.010 *
≤60 vs. >60 (1.705–14.329) (2.426–45.616) (1.190–8.420) (1.429–13.408)

Smoking 1.447 0.493 1.159 0.762
No vs.

Current/Former (0.504–4.159) (0.446–3.013)

Alcohol 1.624 0.390 1.086 0.877
Light vs. Heavy (0.538–4.907) (0.381–3.093)

AJCC stage 5.205 0.006 * 9.576 0.003 * 3.809 0.009 * 4.700 0.007 *
I–II vs. III–IV (1.622–16.707) (2.141–42.823) (1.399–10.370) (1.520–14.530)

TP53 1.482 0.474 0.972 0.955
WT vs. MT (0.505–4.350) (0.358–2.636)

PIK3CA 0.428 0.268 0.606 0.432
WT vs. MT (0.096–1.918) (0.174–2.113)

P53 pathway 1.246 0.686 0.821 0.698
WT vs. MT (0.428–3.631) (0.303–2.223)

PI3K pathway 0.357 0.115 0.587 0.318
WT vs. MT (0.099–1.284) (0.207–1.670)

RTK pathway 4.314 0.007 * 1.979 0.218 2.758 0.037* 1.415 0.495
WT vs. MT (1.489–12.502) (0.667–5.868) (1.061–7.173) (0.522–3.836)

EGFR pathway 0.522 0.247 0.702 0.474
WT vs. MT (0.174–1.567) (0.267–1.849)

HR, hazard ratio; CI, confidence interval; HPV, human papillomavirus; AJCC, American Joint Committee on
Cancer; MT, mutant; WT, wild type; RTK, receptor tyrosine kinase; EGFR, epidermal growth factor receptor.
* Statistically significant, at p < 0.05.

3.7. Prognostic Genetic Factors in Patients Who Received Adjuvant Therapy following Surgery

We next investigated the prognostic potential of genetic alterations in patients with
TSCC who underwent adjuvant therapy following surgical resection (Table 6). TP53 muta-
tions (p = 0.011), p53 pathway mutations (p = 0.029), and advanced stage (p = 0.017) were
highly correlated with decreased OS in these patients (Figure 5E). Multivariate analyses
revealed that TP53 mutation (p = 0.022, HR = 4.348, 95% CI = 1.242–15.223) and higher
stage (p = 0.024, HR = 4.856, 95% CI = 1.228–19.201) were independent prognostic factors
predicting a decrease in OS in those who received adjuvant therapy.

Table 6. Univariate and multivariate analyses of factors predicting overall and disease-free survival
of patients with tonsillar squamous cell carcinoma who underwent adjuvant therapy.

Overall Survival Disease-Free Survival

Univariate Multivariate Univariate Multivariate

HR (95% CI) p HR (95% CI) p HR (95% CI) p HR (95% CI) p

Sex 2.616 0.354 3.535 0.221
Female vs. Male (0.342–20.020) (0.468–26.710)

Age (y) 2.211 0.158 1.490 0.456
≤60 vs. >60 (0.735–6.648) (0.522–4.248)

Smoking 1.429 0.505 1.079 0876
Low vs. Heavy (0.500–4.086) (0.416–2.800)

Alcohol 2.112 0.185 1.285 0.639
Light vs. Heavy (0.698–6.388) (0.451–3.657)

HPV 0.340 0.076 1.146 0.841 0.601 0.376
Negative vs.

Positive (0.103–1.119) (0.302–4.355) (0.195–1.856)

AJCC stage 4.765 0.017 * 4.856 0.024 * 2.868 0.049 * 3.075 0.039 *
I–II vs. III–IV (1.319–17.220) (1.228–19.201) (1.005–8.187) (1.057–8.944)
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Table 6. Cont.

Overall Survival Disease-Free Survival

Univariate Multivariate Univariate Multivariate

HR (95% CI) p HR (95% CI) p HR (95% CI) p HR (95% CI) p

TP53 4.582 0.011 * 4.348 0.022 * 2.439 0.075 2.653 0.059
WT vs. MT (1.419–14.789) (1.242–15.223) (0.913–6.511) (0.963–7.309)

PIK3CA 0.759 0.643 0.871 0.796
WT vs. MT (0.237–2.428) (0.306–2.483)

P53 pathway 3.678 0.029 * 2.681 0.153 1.929 0.187
WT vs. MT (1.144–11.827) (0.693–10.368) (0.727–5.117)

PI3K pathway 0.663 0.463 0.906 0.842
WT vs. MT (0.222–1.984) (0.343–2.391)

RTK pathway 2.848 0.055 1.653 0.303
WT vs. MT (0.980–8.279) (0.636–4.297)

EGFR pathway 0.598 0.344 0.745 0.546
WT vs. MT (0.206–1.735) (0.286–1.941)

HR, hazard ratio; CI, confidence interval; HPV, human papillomavirus; AJCC, American Joint Committee on
Cancer; MT, mutant; WT, wild type; RTK, receptor tyrosine kinase; EGFR, epidermal growth factor receptor.
Statistically significant, at p < 0.05.

With respect to DFS, TP53 mutations showed borderline statistical significance in affect-
ing DFS in both the univariate (p = 0.075) and multivariate (p = 0.059) analyses (Figure 5F).
Advanced stage was the only independent poor prognostic factor for DFS in patients who
underwent resection with adjuvant therapy (p = 0.039, HR = 3.075, 95% CI = 1.057–8.944).

3.8. Comparisons with TCGA Data

We compared our results with TCGA data for validation purposes. When we exclu-
sively sorted tonsil cancer data from the TCGA database, we found only 38 cases of tonsil
cancer, which were fewer than the number of cases in our study. Owing to this small num-
ber, we unavoidably had to retrieve 487 cases of overall HNSC from the TCGA database.

In the TCGA tonsil cancer data (n = 38), only seven gene mutations (in TP53, PIK3CA,
PTEN, RB1, FBXW7, CDKN2A, and FGFR3) have been reported (Figure 2B). TP53 and
PIK3CA mutations were the two most common variants, which is consistent with the
results of our study; the frequency of TP53 mutations (13.1%) was lower than that found
in our results (46.5%). In the TCGA HNSC data (n = 487), TP53 mutations were the most
common (71.5%), followed by CDKN2A (20.5%), PIK3CA (15.4%), NOTCH1 (8.4%), HRAS
(5.7%), FBXW7 (5.3%), RB1 (5.3%), and PTEN (2.3%) variants (Figure 2C), which were
identified in our study as well.

The HPV positivity (32/38, 84.2%) noted in the TCGA tonsil cancer data (Figure 3B)
was highly comparable to the 81.4% HPV positivity observed in our cohort (35/43).
Upon comparing the HPV positivity of all TCGA HNSC dataset samples (72/487, 14.8%)
(Figure 3C), the present study found that the tonsil cancers showed much higher HPV
positivity. The HPV negativity (6/38, 15.8%) observed in the TCGA tonsil cancer data
(Figure 4B) was also similar to the 18.6% HPV negativity in our cohort (8/43). In the TCGA
tonsil cancer and TCGA HNSC data, TP53 mutations were the most common (83.3% and
82.2%, respectively), followed by PIK3CA (16.7% and 13.5%, respectively) and CDKN2A
(16.7% and 23.6%, respectively) (Figure 4C) mutations, comparable to the findings in our
cohort (75.0%, 37.5%, and 25.0%, respectively). In our HPV-positive TSCC data, most
PIK3CA mutations were E542/545K (7/8, 87.5%), whereas this was much lower in the
HPV-negative group (2/5, 40%). Similar results were also observed in TCGA HNSCC
dataset, 81.8% (18/22) for the HPV-positive and 50.0% (32/64) for the HPV-negative group.
TCGA tonsil cancer showed the same mutation rate in the HPV-positive group (7/8, 87.5%)
and only one PIK3CA mutation (E545K) was noted in the HPV-negative group.

In the present study, there were differences in RB1 (14.3% vs. 0%), PDGFRA (5.7% vs.
25.0%), CDKN2A (2.9% vs. 25.0%), HRAS (8.6% vs. 0%), NOTCH1 (2.9% vs. 12.5%), AKT1
(0% vs. 12.5%), FGFR3 (2.9% vs. 0%), and FLT3 (0% vs. 12.5%) expression upon comparing
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HPV-positive tonsil cancers with HPV-negative tonsil cancers, respectively. HPV-positive
tumors tended to have higher rates of RB1, HRAS, and FGFR3 expression, whereas HPV-
negative tumors displayed a higher tendency for PDGFRA, CDKN2A, NOTCH1, AKT1, and
FLT3 expression.

In HPV-associated and -unrelated TCGA tonsil cancer data, the tendency for CDKN2A
(0% vs. 16.7%, respectively), FGFR3 (6.3% vs. 0%, respectively), and RB1 (9.4% vs. 7.9%,
respectively) expression was comparable to that observed in our cohort. However, reports
regarding PFGFRA, HRAS, AKT1, FLT3, and NOTCH1 are lacking in the TCGA tonsil cancer
data. Upon additionally analyzing TCGA HNSC data, PDGFRA (0% vs. 0.2%, respectively)
and NOTCH1 (2.8% vs. 8.4%, respectively) showed a trend that was similar to our results,
whereas HRAS (0% vs. 5.7%, respectively), AKT1 (1.4% vs. 0.4%, respectively), and FLT3
(0% vs. 0%, respectively) showed lower expression.

Survival analyses of TCGA tonsil cancer data were performed in accordance with the
mutation status of TP53, PIK3CA, and RTK pathway genes (Figure 6). TP53 mutations had
worse prognostic consequences for OS (p < 0.0001) and DFS (p = 0.032) in the TCGA tonsil
cancer cohort. PIK3CA and RTK pathway gene mutations, on the other hand, were not
correlated with OS or DFS in the TCGA tonsil cancer cohort, even in the HPV-positive group.
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Figure 6. Overall (A–D) and disease-free (E–H) survival rates in the TCGA tonsil cancer data,
depending on the mutation status of TP53, PIK3CA, and RTK. TCGA, The Cancer Genome Atlas.

3.9. Identification of Gene Signatures Using GSEA

We then carried out a GSEA with the identified mutations of the 29 genes. The top
20 enriched gene sets are shown in Figure 7. Several malignancy-related gene sets, including
head and neck SCCs, glioblastoma, melanoma, endometrial cancer, prostate cancer, and
breast cancer, were strongly enriched. The genes involved in signal transduction, such as
growth factor receptors and second messengers, EGFR tyrosine kinase inhibitors, and PI3K
signaling pathways, were mostly related to the 29 genes observed in TSCCs.
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4. Discussion

In our study, somatic mutations were relatively common in tonsil cancers, of which
81.4% had one or more oncogenic/likely oncogenic mutations in twenty-nine cancer-related
genes, and 48.6% displayed concurrent mutations in two or more genes. TP53 (46.5%),
PIK3CA (25.6%), PTEN (18.6%), EGFR (16.3%), and SMAD4 (14.0%) were the top five
mutated genes. The fact that these genes are the most frequently altered genes in HNSCC,
including TSCCs, represents a critical therapeutic target in patients with TSCCs [17,25–27].
In this study, the presence of TP53 mutations was highly correlated with reduced OS
and DFS in patients who underwent adjuvant treatment following surgical resection, and
multivariate analysis disclosed it to be an independent factor associated with inferior OS.
As the TP53 gene is widely inactivated for its tumor-suppressive function in a number of
cancers, and TP53 mutation has been reported to confer resistance to cancer therapies, its
reactivation or restoration may be a highly attractive therapeutic target for treating the
disease, resulting in tumor regression [28]. Unfortunately, this trial is generally regarded as
difficult and has only been demonstrated in animal and cell line models [29–31]. Synergistic
effects have been displayed in the TSCC cell line when complementing single PI3K, PARP,
and WEE1 inhibitor medications with 10 Gy or combining these inhibitors [31]. In a current
Phase I clinical trial, the WEE1 kinase inhibitor adavosertib (AZD1775) has exhibited
beneficials effects on TP53 mutants in the context of HNSCC [32].

The pathways involving EGFR signaling (51.2%), p53 signaling (48.8%), PI3K (39.5%),
and RTKs (34.9%) were found to be frequently involved, suggesting that they may con-
tribute to the tumorigenesis and progression of tonsil cancer [11,27,33–37]. These mutations
were also identified in the TCGA HNSC data; however, TCGA tonsil cancer data were
available for only a small number (n = 38) of patients with tonsil cancer, which is a smaller
patient cohort than that in our study, thus reflecting the importance of our research. In
our GSEA, the 29 genes detected in TSCCs were confirmed to be linked with the gene
signatures in signal transduction by growth factor receptors and second messengers, EGFR
tyrosine kinase inhibitors, and PI3K signaling pathways. In the present study, RTK pathway
mutations, including EGFR, were considerably associated with reduced OS and DFS upon
univariate analyses, in the overall TSCCs as well as the HPV-positive subgroup; however,
multivariate analyses did not reach statistical significance in this case. Overall, RTK somatic
mutations, including EGFR and MET, mediate therapeutic resistance in HNSCC [33]. How-
ever, the prognostic and predictive relevance of individual RTK mutations are not clear in
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HNSCC, including tonsil cancer [33]. As these subsets of patients may potentially benefit
from a drug targeting the related pathways, effective screening of molecular-targeted genes
may be of great clinical relevance. Targeting EGFR utilizing anti-EGFR monoclonal anti-
bodies or kinase domain inhibitors with concomitant radiation is a treatment choice for
patients with HNSCC [38]. Several tyrosine kinase inhibitors, such as gefitinib, erlotinib,
and afatinib, have also been used to treat HNSCC [39].

TP53 and PIK3CA mutations were the top two common alterations in tonsil cancer,
independent of HPV infection status. We found no relationship between clinicopathological
variables and PIK3CA mutation in tonsil cancer. The lack of specific clinicodemographic fea-
tures concerned with PIK3CA mutation has been suggested in oropharyngeal cancers [27],
although some studies have characterized rare patients with decreased exposure to tobacco
or HPV-positivity by the clinicopathological features of PIK3CA mutation [16,40]. Previous
studies have reported that TP53 mutations are common in HPV-negative tumors, while
PIK3CA mutations are frequent in HPV-positive cancers [27,40,41]. Recent NGS-based stud-
ies identified TP53 (9.3–25.0% vs. 63.8–85.7%) and PIK3CA (20.1–21.4% vs. 6.4–32.1%) in
HPV-positive and -negative oropharyngeal SCCs [42], respectively, indicating that although
the total number of TP53 and PIK3CA mutations may differ depending on the HPV status,
these may still be relatively prevalent [16,42]. Meanwhile, HPV-positive and -negative ton-
sil cancers may likely have different preferences for cancer-related pathways and detailed
somatic mutations: HPV-positive tumors tend to have higher rates of RB1, HRAS, and
FGFR3 mutations. Of note, FGFR3 has been identified as a common variant, particularly
in HPV-positive tonsil/base of tongue cancers, where FGFR3 mutations have indicated
worse prognosis of patients [27]. Similarly, in our study, RTK mutations, including FGFR3,
were associated with low OS and DFS in the HPV-positive group upon univariate analysis.
In contrast, HPV-negative tumors showed a higher tendency for TP53, FBXW7, PDGFRA,
CDKN2A, NOTCH1, AKT1, and FLT3 mutations in the present study. Reder et al. [42]
also demonstrated that HPV-negative oropharyngeal cancers have a significantly higher
frequency of mutations in TP53, FAT1, KRAS, NOTCH1, and NRAS, with the reported
FBXW7 (25.0%) mutation frequency being consistent to that observed in our study. TP53,
CDKN2A, and NOTCH1 have repeatedly been reported to be associated with HPV-negative
oral/oropharyngeal SCCs [16,42]. Likewise, the clinicopathological correlation of our
study suggested that TP53, CDKN2A, and FBXW7 mutations may be closely linked with
HPV-negative smoking/alcohol-consumption-related tumors; TP53 mutation was associ-
ated with heavy smoking, HPV-negativity, node-negativity (pN0), and PD-L1-negativity;
CDKN2A mutation with heavy alcohol drinking history and node-negative tumors; and
FBXW7 mutation with heavy smoking history. Mutations in CDKN2A and TP53 have
been described among the earliest genetic events in oral dysplastic lesions [15], which
may more likely indicate HPV-negative tumors. Notably, there are no precursor lesions of
HPV-associated oropharyngeal SCCs [5,43].

The eighth edition of the AJCC staging system for oropharyngeal cancer has been
updated with the incorporation of HPV infection and extranodal extension [12], and now
offers better stratification between early or advanced stages and T or N categories for
OS than the seventh edition for tonsil cancers [20]. However, the prognostic implication
of the various somatic mutations in tonsil cancers has rarely been reported, with little
information on staging under the eighth edition of the AJCC guidelines [41,42]. Under this
updated staging system, we identified the AJCC stage as the best independent prognostic
indicator in tonsil cancers, regardless of HPV status or adjuvant therapy. RTK pathway
mutations were likely associated with adverse prognostic impact on OS and DFS in patients
with TSCC, although they were not an independent prognostic factor. Nevertheless, RTK
pathway gene mutations were more clinically relevant to the advanced stage of tonsil
cancers than other mutations in this study. With respect to HPV, HPV infection did not
carry an independent prognostic implication for OS and DFS in our study, which may be
due to the notable contribution of HPV to the T and N categories of the staging system.
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The impact of the staging modification might have obscured the effect of HPV because our
study analyzed all HPV-positive as well as -negative tumors [20].

TP53 mutations, despite having the highest frequency (46.5%), occurred at only 6.7% of
the hotspot codons in our study, indicating that most TP53 mutations are widely distributed
across exons 4–8 in non-hotspot positions in tonsil cancers. PIK3CA variants, the second
most common (25.6%) in TSCCs, were mainly located in non-hotspot regions, and their
hotspot mutations (E542, E545, and H1047) only accounted for one-fifth of PIK3CA variants.
This may emphasize the need for caution in the production of sequencing primers and
their interpretation when attempting identification using direct sequencing. Earlier studies
using direct sequencing and hotspot-targeted primers have reported low rates of TP53
(21–23%) [34,44] and PIK3CA (16–19.5%) mutations in oral/oropharyngeal SCCs [36,40,45].
Instead, a comprehensive NGS panel may be effective in assessing a broad spectrum
of genetic alterations in TSCCs. Recent studies on oropharyngeal cancers using NGS
platforms have reported high TP53 (33–55.4%) and PIK3CA (26.8%) mutation frequencies,
comparable to those observed in our study [41,42,46]. Notably, 58.1% of tonsil cancers
harbored candidate target mutations in 14 genes (ALK, ATM, EGFR, ERBB2, FGFR3, FLT3,
IDH1, IDH2, KIT, KRAS, MET, PDGFRA, PIK3CA, and SMARCB1) with level 1 evidence
in OncoKB™, which could be implicated in targeted therapies in the future. In addition,
we found that SMARCB1 mutations were more frequent in the 10 discordant cases (23.3%)
between p16 immunohistochemistry and HPV PCR results. Although the significance of
discordant cancers is controversial, patients with discordant cases demonstrate a borderline
significant trend toward survival differences compared to those with concordant cases,
which may be a potential therapeutic strategy for discrepant tonsil cancers with SMARCB1
mutation [47–49]. This may also imply that NGS-based gene analyses of tonsil cancer may
potentially contribute to providing comprehensive treatment options, including molecularly
targeted therapies; however, in the current scenario, NGS testing is not yet routine.

One of the limitations of this study is that we used a limited cancer-related gene
panel that lacked information on copy number alterations. Another limitation is the
small number of tonsil cancers included in the NGS analyses. Nevertheless, our study
improved the understanding of mutation profiles and their clinical significance in poorly
elucidated tonsil cancers, with the highest count of HPV and SCC sites among studies
on oropharyngeal cancers in the era of precision medicine. Our data showed a similar
pattern of mutation frequencies to TCGA tonsil cancer data; the latter was derived from a
smaller patient cohort than that considered in our study. Because tonsil cancer data are very
scarce even in the TCGA head and neck cancer database, our findings may be valuable for
further understanding the genomic mutation profile of cancers of the tonsils, a specialized
oropharyngeal organ among head and neck structures.

5. Conclusions

In conclusion, the present study revealed that oncogenic/likely oncogenic mutations
are relatively high in tonsil cancers, and that TP53 and RTK pathway mutations may be
candidate predictors for detrimental prognosis in patients receiving adjuvant therapy and
for overall tonsil cancer patients/HPV-positive subgroup, respectively, according to the
AJCC eighth edition staging system. The findings of this study may pave the way for further
prospective investigations and may be clinically relevant for the potential personalized
therapeutic options for tonsil cancer.

Supplementary Materials: The following supporting information can be downloaded at https://www.
mdpi.com/article/10.3390/biomedicines11030851/s1, Table S1: Full list of pathogenic mutations.

Author Contributions: H.Y.P.: investigation, formal analysis, validation, writing—original draft,
writing—review and editing; J.S.L., J.H.W. and J.W.K.: data curation; E.S.K., T.K., H.S.K. and H.L.:
formal analysis; H.S.H., H.J.K. and N.Y.K.: software; E.S.N. and S.J.C.: project administration; M.J.K.:
investigation, writing—original draft, writing—review and editing, funding acquisition. All authors
have read and agreed to the published version of the manuscript.

https://www.mdpi.com/article/10.3390/biomedicines11030851/s1
https://www.mdpi.com/article/10.3390/biomedicines11030851/s1


Biomedicines 2023, 11, 851 20 of 22

Funding: This research was funded by the National Research Foundation of Korea, Korean Ministry
of Science and I.C.T. (grant no. NRF-2022R1F1A1065335) to M.J.K. The APC was funded by NRF-
2022R1F1A1065335.

Institutional Review Board Statement: This study was conducted according to the guidelines of the
Declaration of Helsinki and approved by the Institutional Review Board of Hallym University Sacred
Heart Hospital (Anyang, Republic of Korea) (IRB no. 2019-06-012).

Informed Consent Statement: Informed consent was obtained from all subjects involved in the study.

Data Availability Statement: The data used to support the findings of this study are available from
the corresponding author upon request.

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

References
1. Taberna, M.; Mena, M.; Pavon, M.A.; Alemany, L.; Gillison, M.L.; Mesia, R. Human papillomavirus-related oropharyngeal cancer.

Ann. Oncol. 2017, 28, 2386–2398. [CrossRef] [PubMed]
2. Luginbuhl, A.; Sanders, M.; Spiro, J.D. Prevalence, morphology, and prognosis of human papillomavirus in tonsillar cancer. Ann.

Otol. Rhinol. Laryngol. 2009, 118, 742–749. [CrossRef] [PubMed]
3. Olaleye, O.; Moorthy, R.; Lyne, O.; Black, M.; Mitchell, D.; Wiseberg, J. A 20-year retrospective study of tonsil cancer incidence

and survival trends in South East England: 1987–2006. Clin. Otolaryngol. 2011, 36, 325–335. [CrossRef] [PubMed]
4. Sharma, S.J.; Schartinger, V.H.; Wuerdemann, N.; Langer, C.; Mollenhoff, K.; Collin, L.; Sutton, L.; Riedl, D.; Kreuter, A.;

Lechner, M.; et al. Awareness of Human Papillomavirus (HPV) and HPV Vaccination amongst the General Population in Ger-
many: Lack of Awareness and Need for Action. Oncol. Res. Treat. 2022, 45, 561–567. [CrossRef]

5. Timbang, M.R.; Sim, M.W.; Bewley, A.F.; Farwell, D.G.; Mantravadi, A.; Moore, M.G. HPV-related oropharyngeal cancer: A review
on burden of the disease and opportunities for prevention and early detection. Hum. Vaccin. Immunother. 2019, 15, 1920–1928.
[CrossRef]

6. El-Naggar, A.K.; Chan, J.K.C.; Rubin Grandis, J.; Takata, T.; Slootweg, P.J. International Agency for Research on Cancer. In WHO
Classification of Head and Neck Tumours, 4th ed.; International Agency for Research on Cancer: Lyon, France, 2017; pp. 133–146.

7. Doweck, I.; Robbins, K.T.; Mendenhall, W.M.; Hinerman, R.W.; Morris, C.; Amdur, R. Neck level-specific nodal metastases in
oropharyngeal cancer: Is there a role for selective neck dissection after definitive radiation therapy? Head Neck 2003, 25, 960–967.
[CrossRef]

8. Slootweg, P.J.; Eveson, J.W. Tumours of the oral cavity and oropharynx. In World Health Organization Classification of Tumours:
Head and Neck Tumours; Barnes, L., Eveson, J.W., Reichart, P., Sidransky, D., Eds.; International Agency for Research on Cancer
(IARC): Lyon, France, 2005; pp. 163–207.

9. Throat Cancer: Squamous Cell Carcinoma of the Tonsil. Available online: https://healthengine.com.au/info/throat-cancer-
squamous-cell-carcinoma-of-the-tonsil (accessed on 25 January 2023).

10. Kuo, Y.Y.; Chu, P.Y.; Chang, S.Y.; Wang, Y.F.; Tsai, T.L.; Yang, M.H.; Wang, L.W.; Tai, S.K. Treatment selection for tonsillar squamous
cell carcinoma. J. Chin. Med. Assoc. JCMA 2013, 76, 211–217. [CrossRef]

11. Kim, S.H.; Koo, B.S.; Kang, S.; Park, K.; Kim, H.; Lee, K.R.; Lee, M.J.; Kim, J.M.; Choi, E.C.; Cho, N.H. HPV integration begins in
the tonsillar crypt and leads to the alteration of p16, EGFR and c-myc during tumor formation. Int. J. Cancer 2007, 120, 1418–1425.
[CrossRef]

12. Amin, M.B.; American Joint Committee on Cancer; American Cancer Society. AJCC Cancer Staging Manual, 8th ed.; Amin, M.B.,
Edge, S.B., Gress, D.M., Meyer, L.R., Eds.; American Joint Committee on Cancer; Springer: Chicago, IL, USA, 2017; pp. 113–135.

13. Banerjee, S.; Kundu, D.; Mukherjee, M.; Kumar Mait, P. Early stage squamous cell carcinoma of the tonsil presenting with multiple
organ metastases including skin and brain after successful local treatment. J. Cancer Metastasis Treat. 2015, 1, 31–33. [CrossRef]

14. Huang, S.H.; Perez-Ordonez, B.; Weinreb, I.; Hope, A.; Massey, C.; Waldron, J.N.; Kim, J.; Bayley, A.J.; Cummings, B.;
Cho, B.C.; et al. Natural course of distant metastases following radiotherapy or chemoradiotherapy in HPV-related oropha-
ryngeal cancer. Oral. Oncol. 2013, 49, 79–85. [CrossRef]

15. Califano, J.; van der Riet, P.; Westra, W.; Nawroz, H.; Clayman, G.; Piantadosi, S.; Corio, R.; Lee, D.; Greenberg, B.; Koch, W.; et al.
Genetic progression model for head and neck cancer: Implications for field cancerization. Cancer Res. 1996, 56, 2488–2492.
[CrossRef]

16. Gillison, M.L.; Akagi, K.; Xiao, W.; Jiang, B.; Pickard, R.K.L.; Li, J.; Swanson, B.J.; Agrawal, A.D.; Zucker, M.; Stache-Crain, B.; et al.
Human papillomavirus and the landscape of secondary genetic alterations in oral cancers. Genome. Res. 2019, 29, 1–17. [CrossRef]
[PubMed]

17. Leemans, C.R.; Braakhuis, B.J.; Brakenhoff, R.H. The molecular biology of head and neck cancer. Nat. Rev. Cancer 2011, 11, 9–22.
[CrossRef] [PubMed]

18. Garnaes, E.; Kiss, K.; Andersen, L.; Therkildsen, M.H.; Franzmann, M.B.; Filtenborg-Barnkob, B.; Hoegdall, E.; Krenk, L.; Josiassen,
M.; Lajer, C.B.; et al. A high and increasing HPV prevalence in tonsillar cancers in Eastern Denmark, 2000-2010: The largest
registry-based study to date. Int. J. Cancer 2015, 136, 2196–2203. [CrossRef] [PubMed]

http://doi.org/10.1093/annonc/mdx304
http://www.ncbi.nlm.nih.gov/pubmed/28633362
http://doi.org/10.1177/000348940911801010
http://www.ncbi.nlm.nih.gov/pubmed/19894403
http://doi.org/10.1111/j.1749-4486.2011.02361.x
http://www.ncbi.nlm.nih.gov/pubmed/21696555
http://doi.org/10.1159/000525697
http://doi.org/10.1080/21645515.2019.1600985
http://doi.org/10.1002/hed.10315
https://healthengine.com.au/info/throat-cancer-squamous-cell-carcinoma-of-the-tonsil
https://healthengine.com.au/info/throat-cancer-squamous-cell-carcinoma-of-the-tonsil
http://doi.org/10.1016/j.jcma.2012.12.007
http://doi.org/10.1002/ijc.22464
http://doi.org/10.4103/2394-4722.152761
http://doi.org/10.1016/j.oraloncology.2012.07.015
http://doi.org/10.1016/S0194-5998(96)80631-0
http://doi.org/10.1101/gr.241141.118
http://www.ncbi.nlm.nih.gov/pubmed/30563911
http://doi.org/10.1038/nrc2982
http://www.ncbi.nlm.nih.gov/pubmed/21160525
http://doi.org/10.1002/ijc.29254
http://www.ncbi.nlm.nih.gov/pubmed/25283302


Biomedicines 2023, 11, 851 21 of 22

19. Park, H.Y.; Kwon, M.J.; Kang, H.S.; Kim, Y.J.; Kim, N.Y.; Kim, M.J.; Min, K.W.; Choi, K.C.; Nam, E.S.; Cho, S.J.; et al. Targeted
next-generation sequencing of well-differentiated rectal, gastric, and appendiceal neuroendocrine tumors to identify potential
targets. Hum. Pathol. 2019, 87, 83–94. [CrossRef] [PubMed]

20. Kim, H.; Kwon, M.J.; Park, B.; Choi, H.G.; Nam, E.S.; Cho, S.J.; Min, K.W.; Kim, E.S.; Hwang, H.S.; Hong, M.; et al. Negative
Prognostic Implication of TERT Promoter Mutations in Human Papillomavirus-Negative Tonsillar Squamous Cell Carcinoma
Under the New 8th AJCC Staging System. Indian J. Surg. Oncol. 2021, 12, 134–143. [CrossRef] [PubMed]

21. Chakravarty, D.; Gao, J.; Phillips, S.M.; Kundra, R.; Zhang, H.; Wang, J.; Rudolph, J.E.; Yaeger, R.; Soumerai, T.; Nissan, M.H.; et al.
OncoKB: A Precision Oncology Knowledge Base. JCO Precis. Oncol. 2017, 2017, 1–16. [CrossRef]

22. Subramanian, A.; Tamayo, P.; Mootha, V.K.; Mukherjee, S.; Ebert, B.L.; Gillette, M.A.; Paulovich, A.; Pomeroy, S.L.; Golub, T.R.;
Lander, E.S.; et al. Gene set enrichment analysis: A knowledge-based approach for interpreting genome-wide expression profiles.
Proc. Natl. Acad. Sci. USA 2005, 102, 15545–15550. [CrossRef]

23. Schaefer, C.F.; Anthony, K.; Krupa, S.; Buchoff, J.; Day, M.; Hannay, T.; Buetow, K.H. PID: The Pathway Interaction Database.
Nucleic Acids Res. 2009, 37, D674–D679. [CrossRef]

24. Zhou, G.; Liu, Z.; Myers, J.N. TP53 Mutations in Head and Neck Squamous Cell Carcinoma and Their Impact on Disease
Progression and Treatment Response. J. Cell Biochem. 2016, 117, 2682–2692. [CrossRef]

25. Stransky, N.; Egloff, A.M.; Tward, A.D.; Kostic, A.D.; Cibulskis, K.; Sivachenko, A.; Kryukov, G.V.; Lawrence, M.S.; Sougnez, C.;
McKenna, A.; et al. The mutational landscape of head and neck squamous cell carcinoma. Science 2011, 333, 1157–1160. [CrossRef]
[PubMed]

26. Gupta, A.K.; Kumar, M. An integrative approach toward identification and analysis of therapeutic targets involved in HPV
pathogenesis with a focus on carcinomas. Cancer Biomark. 2022, 36, 31–52. [CrossRef] [PubMed]

27. Bersani, C.; Sivars, L.; Haeggblom, L.; DiLorenzo, S.; Mints, M.; Ahrlund-Richter, A.; Tertipis, N.; Munck-Wikland, E.; Nasman,
A.; Ramqvist, T.; et al. Targeted sequencing of tonsillar and base of tongue cancer and human papillomavirus positive unknown
primary of the head and neck reveals prognostic effects of mutated FGFR3. Oncotarget 2017, 8, 35339–35350. [CrossRef] [PubMed]

28. Lai, D.; Visser-Grieve, S.; Yang, X. Tumour suppressor genes in chemotherapeutic drug response. Biosci. Rep. 2012, 32, 361–374.
[CrossRef]

29. Martins, C.P.; Brown-Swigart, L.; Evan, G.I. Modeling the therapeutic efficacy of p53 restoration in tumors. Cell 2006, 127, 1323–1334.
[CrossRef]

30. Ventura, A.; Kirsch, D.G.; McLaughlin, M.E.; Tuveson, D.A.; Grimm, J.; Lintault, L.; Newman, J.; Reczek, E.E.; Weissleder, R.;
Jacks, T. Restoration of p53 function leads to tumour regression in vivo. Nature 2007, 445, 661–665. [CrossRef]

31. Byskata, K.; Lukoseviciute, M.; Tuti, F.; Zupancic, M.; Kostopoulou, O.N.; Holzhauser, S.; Dalianis, T. Targeted Therapy with
PI3K, PARP, and WEE1 Inhibitors and Radiotherapy in HPV Positive and Negative Tonsillar Squamous Cell Carcinoma Cell
Lines Reveals Synergy while Effects with APR-246 Are Limited. Cancers 2022, 15, 93. [CrossRef]

32. Kong, A.; Good, J.; Kirkham, A.; Savage, J.; Mant, R.; Llewellyn, L.; Parish, J.; Spruce, R.; Forster, M.; Schipani, S.; et al. Phase I
trial of WEE1 inhibition with chemotherapy and radiotherapy as adjuvant treatment, and a window of opportunity trial with
cisplatin in patients with head and neck cancer: The WISTERIA trial protocol. BMJ Open 2020, 10, e033009. [CrossRef]

33. Nair, S.; Bonner, J.A.; Bredel, M. EGFR Mutations in Head and Neck Squamous Cell Carcinoma. Int. J. Mol. Sci. 2022, 23, 3818.
[CrossRef]

34. Munirajan, A.K.; Tutsumi-Ishii, Y.; Mohanprasad, B.K.; Hirano, Y.; Munakata, N.; Shanmugam, G.; Tsuchida, N. p53 gene
mutations in oral carcinomas from India. Int. J. Cancer 1996, 66, 297–300. [CrossRef]

35. Beaty, B.T.; Moon, D.H.; Shen, C.J.; Amdur, R.J.; Weiss, J.; Grilley-Olson, J.; Patel, S.; Zanation, A.; Hackman, T.G.; Thorp, B.;
et al. PIK3CA Mutation in HPV-Associated OPSCC Patients Receiving Deintensified Chemoradiation. J. Natl. Cancer Inst. 2020,
112, 855–858. [CrossRef] [PubMed]

36. Kozaki, K.; Imoto, I.; Pimkhaokham, A.; Hasegawa, S.; Tsuda, H.; Omura, K.; Inazawa, J. PIK3CA mutation is an oncogenic
aberration at advanced stages of oral squamous cell carcinoma. Cancer Sci. 2006, 97, 1351–1358. [CrossRef] [PubMed]

37. Lee, M.; Kim, S.B.; Lee, S.W.; Roh, J.L.; Choi, S.H.; Nam, S.Y.; Kim, S.Y.; Cho, K.J. Human papillomavirus prevalence and cell cycle
related protein expression in tonsillar squamous cell carcinomas of korean patients with clinicopathologic analysis. Korean J.
Pathol. 2013, 47, 148–157. [CrossRef]

38. Fasano, M.; Della Corte, C.M.; Viscardi, G.; Di Liello, R.; Paragliola, F.; Sparano, F.; Iacovino, M.L.; Castrichino, A.; Doria, F.;
Sica, A.; et al. Head and neck cancer: The role of anti-EGFR agents in the era of immunotherapy. Adv. Med. Oncol. 2021,
13, 1758835920949418. [CrossRef] [PubMed]

39. Sola, A.M.; Johnson, D.E.; Grandis, J.R. Investigational multitargeted kinase inhibitors in development for head and neck
neoplasms. Expert Opin. Investig. Drugs 2019, 28, 351–363. [CrossRef]

40. Nichols, A.C.; Palma, D.A.; Chow, W.; Tan, S.; Rajakumar, C.; Rizzo, G.; Fung, K.; Kwan, K.; Wehrli, B.; Winquist, E.; et al. High
frequency of activating PIK3CA mutations in human papillomavirus-positive oropharyngeal cancer. JAMA Otolaryngol. Head
Neck Surg. 2013, 139, 617–622. [CrossRef]

41. Shaikh, H.; McGrath, J.E.; Hughes, B.; Xiu, J.; Brodskiy, P.; Sukari, A.; Darabi, S.; Ikpeazu, C.; Nabhan, C.; Korn, W.M.; et al.
Genomic and Molecular Profiling of Human Papillomavirus Associated Head and Neck Squamous Cell Carcinoma Treated with
Immune Checkpoint Blockade Compared to Survival Outcomes. Cancers 2021, 13, 6309. [CrossRef]

http://doi.org/10.1016/j.humpath.2019.02.007
http://www.ncbi.nlm.nih.gov/pubmed/30851333
http://doi.org/10.1007/s13193-020-01200-9
http://www.ncbi.nlm.nih.gov/pubmed/33994739
http://doi.org/10.1200/PO.17.00011
http://doi.org/10.1073/pnas.0506580102
http://doi.org/10.1093/nar/gkn653
http://doi.org/10.1002/jcb.25592
http://doi.org/10.1126/science.1208130
http://www.ncbi.nlm.nih.gov/pubmed/21798893
http://doi.org/10.3233/CBM-210413
http://www.ncbi.nlm.nih.gov/pubmed/36245368
http://doi.org/10.18632/oncotarget.15240
http://www.ncbi.nlm.nih.gov/pubmed/28525363
http://doi.org/10.1042/BSR20110125
http://doi.org/10.1016/j.cell.2006.12.007
http://doi.org/10.1038/nature05541
http://doi.org/10.3390/cancers15010093
http://doi.org/10.1136/bmjopen-2019-033009
http://doi.org/10.3390/ijms23073818
http://doi.org/10.1002/(SICI)1097-0215(19960503)66:3&lt;297::AID-IJC4&gt;3.0.CO;2-U
http://doi.org/10.1093/jnci/djz224
http://www.ncbi.nlm.nih.gov/pubmed/31747025
http://doi.org/10.1111/j.1349-7006.2006.00343.x
http://www.ncbi.nlm.nih.gov/pubmed/17052259
http://doi.org/10.4132/KoreanJPathol.2013.47.2.148
http://doi.org/10.1177/1758835920949418
http://www.ncbi.nlm.nih.gov/pubmed/33767760
http://doi.org/10.1080/13543784.2019.1581172
http://doi.org/10.1001/jamaoto.2013.3210
http://doi.org/10.3390/cancers13246309


Biomedicines 2023, 11, 851 22 of 22

42. Reder, H.; Wagner, S.; Wuerdemann, N.; Langer, C.; Sandmann, S.; Braeuninger, A.; Dugas, M.; Gattenloehner, S.; Wittekindt, C.;
Klussmann, J.P. Mutation patterns in recurrent and/or metastatic oropharyngeal squamous cell carcinomas in relation to human
papillomavirus status. Cancer Med. 2021, 10, 1347–1356. [CrossRef]

43. Chung, K.; Min, H.K.; Jung, K.Y.; Choi, G.; Choi, J.O. Squamous cell carcinoma of the tonsil–clinical features and treatment results.
J. Korean Med. Sci. 1997, 12, 416–420. [CrossRef]

44. van Rensburg, E.J.; Engelbrecht, S.; van Heerden, W.F.; Kotze, M.J.; Raubenheimer, E.J. Detection of p53 gene mutations in oral
squamous cell carcinomas of a black African population sample. Hum. Mutat. 1998, 11, 39–44. [CrossRef]

45. Sewell, A.; Brown, B.; Biktasova, A.; Mills, G.B.; Lu, Y.; Tyson, D.R.; Issaeva, N.; Yarbrough, W.G. Reverse-phase protein array
profiling of oropharyngeal cancer and significance of PIK3CA mutations in HPV-associated head and neck cancer. Clin. Cancer
Res. 2014, 20, 2300–2311. [CrossRef] [PubMed]

46. Batta, N.; Pandey, M. Mutational spectrum of tobacco associated oral squamous carcinoma and its therapeutic significance. World
J. Surg. Oncol. 2019, 17, 198. [CrossRef] [PubMed]

47. Shinn, J.R.; Davis, S.J.; Lang-Kuhs, K.A.; Rohde, S.; Wang, X.; Liu, P.; Dupont, W.D.; Plummer, D., Jr.; Thorstad, W.L.;
Chernock, R.D.; et al. Oropharyngeal Squamous Cell Carcinoma With Discordant p16 and HPV mRNA Results: Incidence
and Characterization in a Large, Contemporary United States Cohort. Am. J. Surg. Pathol. 2021, 45, 951–961. [CrossRef]

48. Hong, A.; Jones, D.; Chatfield, M.; Lee, C.S.; Zhang, M.; Clark, J.; Elliott, M.; Harnett, G.; Milross, C.; Rose, B. HPV status of
oropharyngeal cancer by combination HPV DNA/p16 testing: Biological relevance of discordant results. Ann. Surg. Oncol. 2013,
20 (Suppl. S3), S450–S458. [CrossRef] [PubMed]

49. Ngo, C.; Postel-Vinay, S. Immunotherapy for SMARCB1-Deficient Sarcomas: Current Evidence and Future Developments.
Biomedicines 2022, 10, 650. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

http://doi.org/10.1002/cam4.3741
http://doi.org/10.3346/jkms.1997.12.5.416
http://doi.org/10.1002/(SICI)1098-1004(1998)11:1&lt;39::AID-HUMU6&gt;3.0.CO;2-G
http://doi.org/10.1158/1078-0432.CCR-13-2585
http://www.ncbi.nlm.nih.gov/pubmed/24599934
http://doi.org/10.1186/s12957-019-1741-2
http://www.ncbi.nlm.nih.gov/pubmed/31775759
http://doi.org/10.1097/PAS.0000000000001685
http://doi.org/10.1245/s10434-012-2778-4
http://www.ncbi.nlm.nih.gov/pubmed/23208131
http://doi.org/10.3390/biomedicines10030650

	Introduction 
	Materials and Methods 
	Patients and Tumor Samples 
	DNA Extraction 
	Detection of HPV 
	Immunohistochemistry 
	Library Preparation and Sequencing 
	Data Analyses, TCGA Data, and Gene Set Enrichment Analysis (GSEA) 
	Statistical Analyses 

	Results 
	Patient Characteristics 
	Molecular Profiling in Overall TSCCs 
	Comparisons between HPV-Positive and -Negative TSCCs 
	Impact of Gene Mutations and Pathway Mutations on Clinicopathological Features 
	Prognostic Genetic Factors in Overall Tonsil Cancers 
	Prognostic Genetic Factors in HPV-Positive TSCCs 
	Prognostic Genetic Factors in Patients Who Received Adjuvant Therapy following Surgery 
	Comparisons with TCGA Data 
	Identification of Gene Signatures Using GSEA 

	Discussion 
	Conclusions 
	References

