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Abstract
Introduction: Vulva squamous cell carcinoma (VSCC) develops through two separate 
molecular pathways—one involving high-risk human papilloma virus infection (HPV-
associated), and the other without HPV infection (HPV-independent) often involving 
TP53 mutation. HPV-associated VSCC generally has a better progression-free survival 
than HPV-independent VSCC. The aim of this study was to determine TP53 mutation 
status using immunohistochemistry, compare different methods of HPV detection 
and correlate both with survival in a retrospective cohort of 123 patients with VSCC.
Material and methods: Immunohistochemistry for p53, Ki67 and p16INK4A (a surro-
gate marker for HPV infection) was performed on formalin-fixed paraffin-embedded 
tissues from a cohort of surgically treated VSCC patients to identify molecular sub-
types of VSCC. Presence of HPV infection was detected by HPV DNA PCR and HPV 
mRNA in situ hybridization (ISH). The Pearson chi-square test and multivariable Cox 
regression model were used to investigate the association of different parameters 
with progression-free survival and disease-specific survival (DSS), and Kaplan–Meier 
curves were used to show the association of different parameters with survival.
Results: The results of p53 and p16INK4A immunohistochemistry confirmed three 
VSCC subtypes associated with different prognosis. The TP53 mutation status was 
identified as an independent prognostic factor of worse progression-free survival 
(p = 0.024) after adjustment for FIGO stage. p16INK4A immunohistochemistry, mRNA 
ISH, and DNA PCR had excellent concordance in terms of HPV detection. According 
to the multivariable Cox regression model, the presence of hrHPV mRNA correlated 
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1  |  INTRODUC TION

Vulva squamous cell carcinoma (VSCC) is a rare, heterogeneous dis-
ease that has been increasing in incidence, particularly in women below 
60 years.1,23,4 Surgery, along with radiochemotherapy, have been the 
cornerstone in VSCC treatment for several decades.5 However, cur-
rently, there is no effective treatment for locally advanced radiore-
sistant disease or systemic disease.6 The recurrence rates are high at 
12%–37%, and the five-year survival rate is only 25%–50% in patients 
with recurrent/metastatic disease.5,7 While the pathogenesis of VSCC 
has been extensively studied, molecular risk stratification and pheno-
typic profiling have only recently been applied in clinical trials.

Two distinct etiopathogenic pathways of VSCC have been eluci-
dated: VSCC with human papilloma virus infection (HPV-associated) 
and VSCC with chronic dermatitis, such as lichen sclerosus, without 
HPV (HPV-independent).1 HPV-associated VSCC is often observed 
in younger women and accounts for 20%–35% of VSCC cases.6 HPV-
associated VSCC has a mostly basaloid and/or warty histology; dis-
plays strong, diffused cytoplasmic and nuclear expression (“block” 
type) of the cell cycle protein p16INK4A; and high expression of Ki67 
(a marker of active cell proliferation).6 HPV-independent VSCC is 
more common in elderly women and exhibits keratinizing histolog-
ical profile with atypia, TP53 mutations, and little to no p16INK4A 
expression.6,8 Increase in p53 expression in tumor tissues is consid-
ered as an indicator of poor prognosis of VSCC.9–11 More recently, 
p16INK4A and p53 immunohistochemistry has been used to define 
three distinct VSCC subtypes, namely, p16+, p16−/p53wt, and p16−/
p53mut, which exhibit significant survival differences.12

Patients with HPV-associated carcinomas of the head and neck 
regions have better survival rates, due to better response to radio-
therapy.13,14 However, the prognostic significance of HPV in VSCC is 
unclear, as HPV-associated and HPV-independent cancers often have 
overlapping clinical characteristics.15–18 With the emergence of sub-
type-specific treatment algorithms, identification of the HPV status 
in VSCC has become paramount in clinical practice.12,19 The World 
Health Organization 2020 guidelines recommend p16INK4A block-type 
immunoreactivity and/or positive molecular testing for HPV, com-
bined with p53 testing, for determining the HPV status of VSCC.20 
However, currently, there is no consensus on the ideal HPV detection 
method, with HPV DNA PCR and p16INK4A immunohistochemistry 

(IHC) being widely used. Recently, HPV mRNA in situ hybridization 
(ISH) has been used to obtain precise spatial and quantitative informa-
tion about transcriptionally active viral HPV in tumor cells. mRNA ISH 
can be performed on formalin-fixed paraffin-embedded (FFPE) slides 
and can, thus, be performed routinely.21,22

The primary aim of our study was to determine the TP53 muta-
tion and p16INK4A status by performing IHC on archival FFPE VSCC 
tissue samples and to validate molecular subclassification based 
on this approach. Furthermore, the secondary aim was to compare 
different HPV detection methods and to investigate associations 
of clinical, pathological, and immunohistochemical parameters and 
survival outcomes.

2  |  MATERIAL AND METHODS

2.1  |  Patient samples and histological evaluation

This retrospective study included 123 patients older than 18 years 
of age with a primary diagnosis of VSCC between 1999 and 2017 at 
the Department of Gynecology and Obstetrics, Haukeland University 
Hospital (HUS), Bergen, Norway. All patients were treatment naïve, 
and most were included in Bergen Gynecologic Cancer Biobank 
(GYNCAN). Written informed consent was obtained before enroll-
ment. A few samples were retrieved from the diagnostic biobank at 
the Department of Pathology, HUS. Patients with neoadjuvant treat-
ment, missing and/or inadequate tissue blocks, and without written 

significantly with increased progression-free survival (p = 0.040) and DSS (p = 0.045), 
after adjustment for other confounders.
Conclusions: p53 and p16INK4A immunohistochemistry stratify VSCC cohort into 
three subtypes with TP53mutated patients having the worst prognosis. The detection 
of hrHPV mRNA by ISH was an independent predictor of increased survival. Thus, the 
combined detection of p53 and HPV mRNA might improve risk stratification in VSCC.

K E Y W O R D S
human papilloma virus, in situ hybridization, prognosis, TP53, vulva cancer, vulva squamous 
cell carcinoma

Key message

Individual risk assessment is needed in order to shift to 
more personalized treatment guidance of women with 
vulva squamous cell carcinoma. Our results demonstrate 
that patients positive for HPV mRNA have better clinical 
outcome, and patients with p53-mutations have the high-
est risk for recurrence and death. Combining HPV mRNA 
in-situ hybridization with p53 immunohistochemistry 
could improve risk stratification.
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consent were excluded from the study (n = 15). Clinicopathological 
information was collected from hospital records, and the study fol-
lowed the REMARK criteria.23 Information on age at diagnosis, treat-
ment, recurrences, and disease characteristics (such as the presence of 
metastasis and International Federation of Gynecology and Obstetrics 
[FIGO] stage) were obtained from the medical records. Progression-
free-survival (PFS, defined as the time interval in months between the 
date of termination of primary treatment and the date of recurrence 
or death) and disease-specific survival (DSS, defined as time interval in 
months from the day of primary treatment to last follow-up or death 
from disease, with patients alive at last contact or dead from another 
cause were censored) were obtained from the medical records.

Histopathological parameters such as the worst pattern of inva-
sion, tumor budding, and the pattern of invasion were evaluated jointly 
by experienced pathologists on hematoxylin and eosin (HE) stained 
FFPE sections. Worst pattern of invasion was scored as defined in ear-
lier studies.24 Tumor budding was defined as a single cell or a group of 
less than five tumor cells present at the worst pattern of invasion of the 
tumor. The number of tumor buds was evaluated at 20× magnification 
field in a tissue area within 100 μm of the invasive tumor front.

2.2  |  Tissue microarray construction

Due to limited availability of tissue from metastases and recurrences, 
two 1-mm core samples were taken to construct a tissue microarray 
(TMA) (one from the tumor center and one from the invading tumor 
front).

2.3  |  IHC and HPV RNA ISH

Whole FFPE tissue sections of primary tumors (n = 123) were im-
munostained for p53, Ki67, and p16INK4A. For metastases (n = 37), 
74 TMA cores were stained whereas for recurrent VSCC tumors 
(n = 44, first-recurrence [n = 35] and second-recurrence [n = 9]) 88 
TMA cores were stained. Immunohistochemical staining was per-
formed using the BrightVision Ultimate plus goat anti-mouse/rabbit 
HRP-DAB kit (Medac Diagnostics) according to the manufacturer's 
instructions. The primary antibodies used were anti-p16INK4A, anti-
p53 and anti-Ki67. Further information about antibody dilutions 
and digital quantification can be found in Appendix S1.

Transcriptionally active HPV infection was detected using RNA 
ISH on TMA sections following the instructions of the RNAscope 
2.5 High-Definition Brown Assay kit (Advanced Cell Diagnostics 
[ACD Biosciences]). Detailed protocol is mentioned in Appendix S1. 
The whole cohort of 123 patients underwent RNA ISH detec-
tion for two probes (a) HPV 16/18 E6 E7 mRNA (cat no. 311 121, 
ACD Biosciences), and (b) HR7 HPV (detects HPV 16, 18, 31, 33, 
35, 52, and 58, E6/E7 mRNA; cat no. 312 351, ACD Biosciences). 
Quantification of brown stained HPV mRNA + cells was done by the 
pathologists using a light microscope and the results were graded as 
positive or negative for HPV RNA ISH.

2.4  |  HPV DNA detection and subtyping by 
GP5+/6+  consensus primers

HPV DNA detection was performed using a protocol published 
elsewhere.25 Briefly, three to five FFPE sections of 10-μm thick-
ness were collected in microcentrifuge tubes, deparaffinized using 
deparaffinization solution (Qiagen), and digested overnight in ATL 
buffer and Proteinase K (Qiagen) at 56°C. DNA was then extracted 
using the E.Z.N.A. tissue DNA Kit (Omega BioTek), and quantified 
using the Qubit dsDNA BR assay kit (Thermo Fisher Scientific). 
The extracted DNA was then added to a PCR reaction master-
mix together with standard Gp5+/Gp6+ primers and subtyping 
of HPV positive samples was performed by DNA sequencing (see 
Appendix S1).

2.5  |  Statistical analyses

Correlations between clinicopathological parameters and biomark-
ers were analyzed using Pearson chi-square test. Log-rank test and 
Kaplan–Meier curves were used to compare survival outcomes. The 
Cox regression model was used to investigate the association of 
each parameter with PFS and DSS. Parameters that exhibited sig-
nificant risk difference in the univariable analysis were tested for 
significance in a multivariable analysis. In the multivariable analysis, 
PFS was adjusted to age and tumor stage and DSS was adjusted to 
age. The results were summarized in a forest plot as hazard ratios 
with 95% confidence intervals, and p-values ≤0.05 were considered 
statistically significant. The sensitivity and specificity of HPV detec-
tion methods were plotted against HPV DNA status on a receiver 
operating curve (ROC). All statistical analyses were performed using 
SPSS version 26 (IBM Corp.), and forest plots were generated using 
GraphPad Prism 9.

2.6  |  Ethics statement

The study was approved by the Regional Committee for Medical 
and Health Research Ethics, Norway (REK, REK2017/279) on April 
7, 2017. The use of samples from both GYNCAN biobank and the 
diagnostic biobank (HUS) were also approved by REK (REK West: 
REK 2014/1907).

3  |  RESULTS

3.1  |  VSCC subtypes based on p16INK4A and p53 
status

The median age at primary diagnosis was 71 years and median fol-
low-up period was 5 years. Most patients (68.3%) had early-stage 
disease (FIGO stage I and II) and primary treatment was surgery 
with 80.5% patients undergoing local excision, while the rest of the 
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4  |    DONGRE et al.

TA B L E  1  Histological and clinical parameters of the VSCC cohort based on p53 and p16 IHC staining.

Parameters Total (n = 123) TP53mut/p16− (n = 55) TP53wt/p16+ (n = 35) TP53wt/p16− (n = 33) p-value

Age at diagnosis

Years, median (range) 71 (32–102) 76 (32–101) 58 (39–91) 78 (42–102) 0.390

BMI

Normal 33 (26.9%) 10 (18.2%) 13 (37.1%) 10 (30.3%) 0.049

Overweight and obese 56 (45.5%) 32 (58.2%) 14 (40%) 10 (30.3%)

Unknown 34 (27.6%) 13 (23.6%) 08 (22.9%) 13 (39.4%)

Smoking

No 65 (52.8) 33 (60%) 13 (37.1%) 19 (57.6%)

Yes 26 (21.2) 06 (10.9%) 15a (42.9%) 05 (15.2%)

Unknown 32 (26) 16 (29.1%) 07 (20%) 09 (27.3%) 0.002

FIGO stage

Stage I 64 (52%) 26 (47.3%) 16 (45.7%) 22 (66.7%)

Stage II 20 (16.3%) 07 (12.7%) 09 (25.7%) 04 (12.1%)

Stage III 37 (30.1%) 22 (40%) 09 (25.7%) 06 (18.2%) 0.135

Stage IV 02 (1.6%) 00 (0.0%) 01 (2.8%) 01 (3%)

Tumor size

≤4 cm 87 (70.7%) 37 (67.3%) 27 (77.1%) 23 (69.7%) 0.598

>4 cm 36 (29.3%) 18 (32.7%) 08 (22.9%) 10 (30.3%)

Lymphadenectomy

No 32 (26%) 12 (21.8%) 11 (31.4%) 09 (27.3%)

Yes, bilateral 70 (56.9%) 32 (58.2%) 22 (62.8%) 16 (48.5%)

Yes, regional 21 (17.1%) 11 (20%) 02 (3.6%) 08 (24.2%) 0.535

Lymph node metastasis

No 85 (69.1%) 31 (56.4%) 28 (80%) 26 (78.8%)

Yes 38 (30.9%) 24 (43.6%) 07 (20%) 07 (21.2%) 0.023

Recurrence of cancer

No 82 (66.7%) 31 (56.4%) 28 (80%) 23 (69.7%)

Yes 41 (33.3%) 24 (43.6%) 07 (20%) 10 (30.3%)

If yes

Localized 30 (73.2%) 20 (83.3%) 03 (42.8%) 07 (70%)

Regional 08 (19.5%) 04 (16.7%) 02 (28.6%) 02 (20%)

Distant 03 (7.3%) 00 02 (28.6%) 01 (10%) 0.062

Histological profile

Basaloid and/or warty 55 (44.7%) 14 (25.5%) 29a (82.9%) 12 (36.4%)

Keratinizing 54 (43.9%) 33 (60%) 03a (8.6%) 18 (54.5%)

Mixed 14 (11.4%) 08 (14.5%) 03 (8.6%) 03 (9.1%) <0.001

HPV DNA

No 87 (70.7%) 54 (98.2%) 02a (5.7%) 31 (93.9%)

Yes 36 (29.3%) 01 (1.8%) 33a (94.3%) 02 (6.1%) <0.001

High-risk HPV mRNA ISH

No 92 (74.8%) 55 (100%) 05a (14.3%) 32 (97%)

Yes 31 (25.2%) 00 30a (85.7%) 01 (3%) <0.001

HPV 16/18 mRNA ISH

No 94 (76.4%) 55 (100%) 08a (22.9%) 31 (93.9%)

Yes 29 (23.6%) 00 27a (77.1%) 02 (6.1%) <0.001
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    |  5DONGRE et al.

patients (19.5%) had hemi-vulvectomy. Lymphadenectomy was per-
formed in 91/123 patients (74.0%) as part of their primary treatment 
and in 38 patients, lymph node metastasis was identified. In 33/38 
(86.5%) cases, extra nodal extensions were observed. The clinico-
pathological characteristics of the cohort are provided in Table 1.

A total of 35 primary tumors (35/123, 29%) demonstrated 
strong cytoplasmic and nuclear expression (“block” type) of 
p16INK4A (Figure 1A a, e, & i) and were considered positive. Most 

primary tumors (82.9%) had basaloid and/or warty features 
(Figure 1A d, h, & l). p53 was expressed predominantly in the nu-
cleus of cancer cells (Figure  1A b, f, & j). Based on IHC staining 
patterns previously described for identification of TP53 mutations 
in VSCC,12 55 primary tumors (44.4%) were considered to be TP53 
mutated, and all of them were negative for p16INK4A (Figures  1B 
a, 2). Most of these tumors (60%) were of the keratinizing type, 
and 14.5% were of the mixed type exhibiting both basaloid and 

Parameters Total (n = 123) TP53mut/p16− (n = 55) TP53wt/p16+ (n = 35) TP53wt/p16− (n = 33) p-value

Tumor budding

<5 buds 74 (60.2%) 27 (49.1%) 28 (80%) 19 (57.6%)

≥5 buds 49 (39.8%) 28 (50.9%) 07a (20%) 14 (42.4%) 0.013

Type of invasion

Cohesive 74 (60.2%) 29 (52.7%) 29a (82.9%) 16 (48.5%)

Trail 49 (39.8%) 26 (47.3%) 06a (17.1%) 17 (51.5%) 0.005

Worst pattern of invasion

Type I–III 31 (25.2%) 11 (20%) 11 (31.4%) 09 (27.3%)

Type IV–V 92 (74.8%) 44 (80%) 24 (68.6%) 24 (72.3%) 0.453

Note: Bold values indicate significance.
Abbreviations: BMI, body mass index; FIGO, The International Federation of Gynecology and Obstetrics; HPV, human papilloma virus; IHC, 
immunohistochemistry; ISH, in situ hybridization; mut, mutated; VSCC, vulva squamous cell carcinoma; wt, wild-type.
aValues indicate a significant contribution of the cell to p-value.

TA B L E  1  (Continued)

F I G U R E  1  Representative immunohistochemical staining of p16INK4A, p53, and Ki67. (A) Differences in immunohistochemistry (IHC) 
staining of p16INK4A (a, e, i), p53 (b, f, j), and Ki67 (c, g, k) as detected by diaminobenzidine staining (DAB, brown color) in vulva squamous cell 
carcinoma samples. Representative hematoxylin and eosin staining of the same area is shown in d, h, and l (scale bar = 250 μm). The inset 
sections show higher magnification images of the corresponding boxed areas (scale bar = 50 μm). (B) Digital quantification of IHC staining of 
(A) p53 and (B) Ki67. The p16INK4A positive tumors are shown as red dots in the digital quantification of p53 staining. Data are presented as 
median with 95% confidence interval value of the percentage of cells that were positive per mm2 of the tumor front (TF).
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6  |    DONGRE et al.

keratinizing type histology. Ki67 was present in the nucleus of 
cancer cells (Figure 1A c, g, & k) with 50 primary tumors (40.3%) 
being positive for Ki67. The percentage of Ki67-positive cells at the 
invasive tumor front was significantly higher than that of the jux-
ta-tumor normal epithelial (Figure 1B b, p < 0.001). Several tumors 
(33/123, 26.8%) were TP53wt and p16− and did not fall into any of 
the classical subtypes of VSCC (Figure 2A; Table 1). Of note, there 
were no cases with p16+ and TP53 mutation as reported in previ-
ous studies.12 Compared to the two classically described groups, 
patients with TP53wt/p16− tumors were significantly older at 
diagnosis (75.6 vs. 71.6 years for TP53mut/p16−, 61.3 years for 
TP53wt/p16+ tumors; p = 0.001). Moreover, they showed similar 
rates of lymph-node metastases to TP53wt/p16+ tumors (21.2% 
vs 20%, respectively), but differed significantly to the TP53mut/
p16− tumors (21.2% vs 43.6%; p = 0.023). Pathological features 
such as tumor budding and type of invasion were significantly 
different in TP53wt/p16− tumors as compared to TP53wt/p16+ 
but comparable to TP53mut/p16− (Table 1). Since the FIGO stages 

at diagnosis of these groups did not significantly differ, survival 
status  were compared. 47.3% of patients with TP53wt/p16− tu-
mors demonstrated disease progression compared to 63.6% in 
the TP53mut/p16− group and 15.4% in the TP53wt/p16+ group. 
Similarly, 80.8% patients in the TP53wt/p16− subgroup were alive 
(based on disease-specific survival) as compared to 74.5% in the 
TP53mut/p16− group and 92.3% in the TP53wt/p16+ group during 
the study period. Kaplan–Meier analysis revealed that patients 
with TP53wt/p16+ tumors had better PFS and DSS (log-rank test: 
p < 0.001 and p = 0.021, respectively) than patients with TP53mut/
p16− and TP53wt/p16− tumors (Figure 2B).

3.2  |  TP53 mutation status as an independent 
prognostic factor of worse PFS

TP53 mutations were detected in 17 metastases (45.9%), 10 first 
recurrences (28.6%), and one second recurrence (11.1%) (Table S1). 

F I G U R E  2  Vulva squamous cell carcinoma subtypes based on p16INK4A and TP53 status. (A) Cases segregated by p16INK4A and TP53 
status (+ indicates positive cases, − indicates negative cases). (B) Kaplan–Meier curves for progression-free and disease-specific survival of 
different subtypes based on p16INK4A and TP53 status.
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    |  7DONGRE et al.

Six of the metastases (16.2%) showed differences in the p53 stain-
ing profile: TP53 mutation was present in the primary tumor but ab-
sent in the corresponding recurrent tumor, or vice versa. In most 
cases (4/6, 66.7%), the recurrent tumor had gained p53 expression. 
Further, 27 out of the 35 (77.4%) first recurrences had similar p53 
profiles as their primary tumor. Seven (7/8, 87.5%) tumors had a 
TP53 mutation in the primary tumor but was absent in the recurrent 
tumor with a representative sample shown (Figure S1a, d, & g). No 

difference in p16INK4A staining or histological features (that is, kerati-
nizing type vs. nonkeratinizing type) was observed between samples 
from the same patient (Figures S1b, e, & h and S1c, f, & i). Univariable 
Cox regression analysis revealed that the presence of TP53 mutation 
was significantly associated with PFS (p < 0.001) and DSS (p = 0.019) 
(Figure 3A,B). The TP53 mutation status remained an independent 
prognostic predictor of PFS (p = 0.024) after adjustment for FIGO 
stage in a multivariable Cox regression model (Table 2).

F I G U R E  3  Forest box plots depicting the association of various parameters with survival. The hazard ratios (HR) with 95% confidence 
interval and p-values are shown for the association of different parameters with (A) progression-free survival and (B) disease-specific 
survival. Kaplan–Meier survival curves for parameters that were independent prognostic indicators according to multivariable Cox 
regression analysis. (C) Progression-free survival of the TP53-mutated and hrHPV mRNA ISH subgroups, and (D) disease-specific survival of 
the hrHPV mRNA ISH subgroup.
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3.3  |  Comparison of the specificity and 
sensitivity of different HPV detection methods

HPV DNA was detected in 36 (29.3%) patients (30 for HPV 16/18 
and 6 for HPV 33). According to ISH, HPV 16/18 mRNA and hrHPV 
mRNA were detected in 29 (23.6%) and 31 (25.2%) patients, respec-
tively. All the cases that were positive for HPV mRNA by ISH (n = 35, 
combined for hrHPV and HPV 16/18 mRNA cases) were positive for 
HPV DNA by PCR (Figure 4A). Compared to HPV DNA PCR, the area 
under the curve (AUC) for HPV 16/18 mRNA ISH was 0.903 (95% 
CI, 0.82–0.98); hrHPV mRNA ISH, 0.931 (95% CI, 0.86–0.99); and 
p16INK4A IHC, 0.947 (95% CI, 0.89–1.00) (Figure 4B; Table S2). Out of 
88 HPV mRNA ISH- cases, two were p16INK4A IHC+ (both negative 
for HPV DNA) with a representative image shown (Figure 4C a–c). 
Interestingly, both these discordant cases were p53wt (Figure S2). 
On the other hand, one case that was negative for p16INK4A was posi-
tive for HPV DNA, HPV 16/18 mRNA, and hrHPV mRNA (Figure 4C 
e–g). Both cases were p53wt (Figure 4C d and h).

3.4  |  hrHPV mRNA as an independent prognostic 
factor for improved DSS

In the univariable analysis, age (>65 years), higher FIGO stage and 
body mass index were associated with decreased PFS, whereas 
p16INK4A, HPV DNA, hrHPV mRNA, and HPV 16/18 mRNA were 
significantly associated with increased PFS (Figure  S3). Similarly, 

age > 65 years and recurrence were significantly associated with 
poor DSS. Ki67, p16INK4A, HPV DNA, hrHPV mRNA, and HPV 16/18 
mRNA were significantly associated with improved DSS (Figure S4). 
In the multivariable Cox regression analysis, only hrHPV mRNA sta-
tus (p = 0.040) was an independent prognostic indicator of PFS when 
adjusted for tumor stage (Table 2; Figure 3C). For DSS, only hrHPV 
mRNA status showed a significant association with better DSS after 
adjustment for tumor stage and age (p = 0.045) (Table 2; Figure 3D). 
Since hrHPV mRNA status was an independent prognostic predic-
tor of improved PFS and DSS, the correlation of all the clinicopatho-
logical parameters was examined using the Pearson chi-square test 
(Table S3).

4  |  DISCUSSION

Recent decades have seen some improvements in VSCC therapeu-
tic options.1,12 Moreover, advances in molecular classification have 
led to suggestions that HPV-associated tumors are less aggressive 
and have better prognosis.19,26 Despite this, the treatment regimen 
is similar for HPV-associated and HPV-independent VSCC.8 To be 
able to shift towards personalized medicine, individual risk for VSCC 
progression needs to be assessed upfront on biopsy tissue or other 
biological material. In this regard, the questions addressed in this 
study were, first to determine if distinct molecular subtypes defined 
by TP53 mutation and p16INK4A status are of prognostic significance 
in VSCC and second to identify the most feasible method to detect 
active HPV infection. Data from this study suggests that mutated 
TP53 status is an independent prognostic factor of decreased PFS 
(p = 0.024) after adjusting for FIGO stage. Furthermore, different 
HPV detection methods have excellent concordance between them 
in detecting HPV. hrHPV mRNA ISH correlated significantly with in-
creased PFS (p = 0.040) and DSS (p = 0.045) after adjusting for other 
confounders.

HPV-independent VSCC is frequently associated with TP53 
mutations.6,12,27 In the present cohort, TP53 mutation signifi-
cantly correlated with shorter PFS in a multivariable Cox regres-
sion model. This data corroborates with an earlier study on VSCC 
by Dong et al. (n = 97).9 Further, recent studies have reported the 
presence of a clinically relevant TP53wt/p16− subgroup in addi-
tion to the classical TP53mut/p16− and TP53wt/p16+ subgroups 
in VSCC.12,27 In this study, 26.8% of the VSCCs could be classified 
under this newly described TP53wt/p16− subgroup. Although the 
molecular mechanism of oncogenesis is unclear in this group, sev-
eral molecular markers have been proposed to influence clinical 
outcomes,27 including EGFR, NOTCH1, and HRAS.28 Recent studies 
have identified frequent mutations in NOTCH1 and HRAS in p53−/
p16− subgroups in both VSCC5,12,28 and Head and Neck SCC.29,30 
Additionally, studies have shown that TP53wt/p16− tumors have 
intermediate recurrence rates that are more similar to those of the 
TP53mut/p16− subgroup than the TP53wt/p16+ subgroup.12 Our 
results on the PFS and DSS of the three subtypes are in agreement 
with these previous studies. The present study also looked at p53 

TA B L E  2  Results of multivariable analysis of the significant 
variables associated with progression-free survival and disease-
specific survival.

Parameters
Hazard 
ratio 95% CI p-value

Progression-free survivala

TP53 (mutated) 2.11 1.11–4.02 0.024

Ki67 (≥cutoff) 0.64 0.34–1.19 0.158

p16INK4A IHC (yes) 2.03 0.47–8.75 0.342

HPV DNA (yes) 0.66 0.07–6.29 0.718

HPV 16/18 mRNA ISH (yes) 1.31 0.13–13.73 0.822

hrHPV mRNA ISH (yes) 0.13 0.02–0.91 0.040

Disease-specific survivalb

Ki67 (≥cutoff) 0.52 0.19–1.44 0.207

TP53 (mutated) 1.82 0.66–5.00 0.246

HPV DNA (yes) 0.93 0.07–11.82 0.953

p16INK4A IHC (yes) 3.50 0.45–27.42 0.234

hrHPV mRNA ISH (yes) 0.04 0.02–0.94 0.045

Note: Significant values are presented in bold.
aAdjusted for tumor stage.
bAdjusted for tumor stage and age.
Abbreviations: CI, confidence interval; HPV, human papilloma virus 
infection; IHC, immunohistochemistry; mRNA ISH, mRNA in situ 
hybridization.
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and p16 status in recurrent and metastatic settings. Most recur-
rent tumors had similar p53 and p16 staining profile. However, 
22.8% recurrent tumors had a different p53 staining pattern as 
compared to its primary tumor suggesting loss or gain of p53 
expression may be due to tumor heterogeneity or “de novo” mu-
tation that tumors acquire during disease progression. Our data 
corroborates with the those of Lerias et al. who reported similar 
observations in recurrent settings.18

Previous studies investigating the role of HPV (detected by 
p16INK4A IHC, HPV DNA PCR, or HPV mRNA ISH) in VSCC reported 
contradictory results.15–18 This could be attributed to differences in 
the sensitivity and specificity of different HPV detection methods. 
Currently, p16INK4A IHC and HPV DNA PCR are the most common 
methods.21 In our study, both p16INK4A IHC and HPV DNA PCR 
showed prognostic significance for the prediction of PFS and DSS 
only in the univariable Cox regression analysis. However, while 
p16INK4A immunostaining is easy to carry out and is widely available, 

it lacks specificity for HPV since it might be upregulated in cancer 
cells by several other mechanisms independent of HPV.31 Further, 
the criteria for defining p16INK4A positivity is based on studies on 
oropharyngeal and cervical cancers, where HPV infection is com-
mon.31,32 In contrast, in vulva cancers, the presence of HPV infec-
tion varies widely and therefore applicability of these criteria for 
vulva cancers needs to be re-examined.33 HPV DNA PCR is too sen-
sitive, does not perform as well on archival FFPE samples, and does 
not provide spatial and transcriptional information.

Detection of HPV mRNA using ISH may help overcome the 
limitations of these methods, as it allows for direct visualization of 
transcriptionally active viral HPV load in FFPE sections and may, 
therefore, be the key to detecting high-risk HPV-type tumors.21,22 
In our study, the specificity and sensitivity of combined mRNA ISH 
(hrHPV mRNA and HPV 16/18 HPV mRNA) were 100% and 97.2%, 
respectively. In addition, hrHPV mRNA ISH was the only method for 
HPV detection that demonstrated a significant association of HPV 

F I G U R E  4  Comparison of the different human papilloma virus infection (HPV) detection methods. (A) Decision tree for comparison of 
HPV status. HPV DNA PCR, p16INK4A IHC, HPV 16/18, and high-risk HPV mRNA ISH was performed on all tissue samples with the tumors 
initially divided into the combined HPV ISH- and ISH+ groups. Later, based on p16INK4A IHC and HPV DNA PCR, three subgroups were 
defined. (B) Receiver operator characteristic (ROC) curves were used to assess the discriminatory accuracy of p16INK4A IHC, HPV 16/18 
mRNA ISH, hrHPV mRNA ISH, and combined HPV 16/18 and hrHPV mRNA ISH against HPV DNA PCR. (C) Cases in which the results of 
HPV DNA PCR, p16INK4A IHC, and HPV mRNA ISH were not in agreement. Representative images for a p16+ (a), HPV 16/18 mRNA ISH-(b), 
hrHPV mRNA ISH (c) and p53wt (d) case. Representative images for a p16− (e), HPV DNA+ (f), HPV 16/18 mRNA ISH+ (g), hrHPV mRNA ISH 
and p53wt (h) case (scale bar = 100 μm).
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infection with increased PFS and DSS, even after adjustment for 
other confounders.

Of note, there were three discrepant cases of p16 IHC and HPV 
nucleic acid tests. Two of the three cases were p16 IHC+ and HPV 
nucleic acid negative. These cases were not TP53 mutated based on 
the IHC staining and the histology was of mixed type. Previous stud-
ies suggest that these cases are likely false positive p16 cases that 
are not related to HPV and could be due to other genomic alterations 
in the retinoblastoma protein pathway.34 Indeed, such discordant 
cases have been reported in a recent large multicenter international 
study of 7895 patients with oropharyngeal cancer with p16 IHC+/
HPV-independent discordant cases having significantly worse out-
comes than p16 IHC+/HPV-associated true HPV cases.34 However, 
the present study is underpowered to validate this in VSCC and fur-
ther multicenter studies are warranted to confirm this.

Clinical parameters such as age more than 65 years, FIGO stage, 
and body-mass index (overweight and obese) were unfavorable prog-
nostic factors for PFS whereas only age correlated with DSS, which 
correspond with earlier findings.35 A significant association between 
age and prognosis is not surprising, since several studies also have 
reported that HPV-associated tumors occur more frequently in 
younger patients and have better prognosis.36 No prognostic signif-
icance was observed between other parameters and survival as re-
ported in other SCCs.37 No prognostic value was observed between 
patients with lymph node metastases larger or equal to 5 mm with 
inferior survival as reported by Lérias et al.18 A possible explanation 
is that in our cohort, 81% of patients with lymph node metastasis 
also had lymph node metastasis with size larger or equal to 5 mm, 
and thus the data was underpowered to detect an effect.

The limitations of this study include those inherent to the use 
of TMAs, affecting the identification of intratumoral heterogene-
ity, which could be clinically significant. In addition, the specificity 
and sensitivity of p53 IHC for the detection of TP53 mutation is not 
100%, which might explain absence of p53mut/p16+ subtype in our 
study. Moreover, due to differences in data presented in the patient 
journals over the years, data for the selected variables could not be 
identified for all patients. Finally, owing to the small sample size, the 
results need to be validated in larger cohorts.

5  |  CONCLUSION

The present findings indicate the presence of three distinct VSCC 
subtypes based on p53 and p16INK4A IHC, with p16INK4A+ patients 
having a better prognosis. In addition, there exists a strong concord-
ance between different HPV detection methods, among which hrHPV 
mRNA detection by ISH was found to be an independent prognostic 
predictor of improved survival. We postulate that combining HPV 
mRNA ISH with p53 IHC could improve risk stratification in VSCC.

AUTHOR CONTRIBUTIONS
HND: methodology, data curation, formal analysis, funding acquisi-
tion, writing of the original draft. RE: methodology, data curation, 

formal analysis. ST and IBMK: methodology, data curation. SF: data 
curation, review and editing, formal analysis. LCVT and ESN: data 
curation, review and editing. ACJ: data curation, review and edit-
ing, supervision. OKV: conceptualization, writing original draft. DEC: 
data curation, conceptualization, funding acquisition, writing original 
draft, supervision. LB: conceptualization, funding acquisition, writ-
ing original draft, supervision. All authors read and approved of the 
final version of this manuscript.

ACKNOWLEDG MENTS
We thank Randi Hope Lavik for excellent technical assistance.

FUNDING INFORMATION
This work was supported by the Norwegian Center of Excellence 
(grant ID: 223250), the Western Norway Regional Health Authority 
(project no. 912260), the Norwegian Center for International 
Cooperation in Education (project no. CPEA-LT- 2016/10106), and 
funds from the Norwegian Women's Public Health Association (pro-
ject no. 40021).

CONFLIC T OF INTERE S T S TATEMENT
LCVT and LB report institutional funding received from AstraZeneca 
for an ovarian cancer clinical trial; LCVT received honoraria from 
Bayer and Astra Zeneca and advisory board/consulting speaker 
fees from Eisai Co.; LB reports payment for expert testimony on 
patent application and a leadership role in the Nordic Society of 
Gynecological Oncology (NSGO) clinical trial unit and oncology 
forum. The authors declare that they have no known competing fi-
nancial interests or personal relationships that could have appeared 
to influence the work reported in this paper.

ORCID
Harsh Nitin Dongre   https://orcid.org/0000-0003-4378-2869 
Line Bjørge   https://orcid.org/0000-0002-0240-2770 

R E FE R E N C E S
	 1.	 Clancy AA, Spaans JN, Weberpals JI. The forgotten woman's can-

cer: vulvar squamous cell carcinoma (VSCC) and a targeted ap-
proach to therapy. Ann Oncol. 2016;27:1696-1705.

	 2.	 Dongre H, Rana N, Fromreide S, et al. Establishment of a novel can-
cer cell line derived from vulvar carcinoma associated with lichen 
sclerosus exhibiting a fibroblast-dependent tumorigenic potential. 
Exp Cell Res. 2020;386:111684.

	 3.	 Meltzer-Gunnes CJ, Smastuen MC, Kristensen GB, et al. Vulvar car-
cinoma in Norway: a 50-year perspective on trends in incidence, 
treatment and survival. Gynecol Oncol. 2017;145:543-548.

	 4.	 Hockel M, Trott S, Dornhofer N, et al. Vulvar field resection based 
on ontogenetic cancer field theory for surgical treatment of vulvar 
carcinoma: a single-Centre, single-group, prospective trial. Lancet 
Oncol. 2018;19:537-548.

	 5.	 Nooij LS, Brand FA, Gaarenstroom KN, et al. Risk factors and treat-
ment for recurrent vulvar squamous cell carcinoma. Crit Rev Oncol 
Hematol. 2016;106:1-13.

	 6.	 Hinten F, Molijn A, Eckhardt L, et  al. Vulvar cancer: two path-
ways with different localization and prognosis. Gynecol Oncol. 
2018;149:310-317.

 16000412, 0, D
ow

nloaded from
 https://obgyn.onlinelibrary.w

iley.com
/doi/10.1111/aogs.14689 by U

N
IV

E
R

SIT
Y

 O
F B

E
R

G
E

N
, W

iley O
nline L

ibrary on [22/11/2023]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense

https://orcid.org/0000-0003-4378-2869
https://orcid.org/0000-0003-4378-2869
https://orcid.org/0000-0002-0240-2770
https://orcid.org/0000-0002-0240-2770


    |  11DONGRE et al.

	 7.	 Gadducci A, Tana R, Barsotti C, Guerrieri ME, Genazzani AR. Clinico-
pathological and biological prognostic variables in squamous cell 
carcinoma of the vulva. Crit Rev Oncol Hematol. 2012;83:71-83.

	 8.	 Rogers LJ, Cuello MA. Cancer of the vulva. Int J Gynaecol Obstet. 
2018;143(Suppl 2):4-13.

	 9.	 Dong F, Kojiro S, Borger DR, Growdon WB, Oliva E. Squamous 
cell carcinoma of the vulva: a subclassification of 97 cases by clin-
icopathologic, immunohistochemical, and molecular features (p16, 
p53, and EGFR). Am J Surg Pathol. 2015;39:1045-1053.

	10.	 Hay CM, Lachance JA, Lucas FL, Smith KA, Jones MA. Biomarkers 
p16, human papillomavirus and p53 predict recurrence and survival 
in early stage squamous cell carcinoma of the vulva. J Low Genit 
Tract Dis. 2016;20:252-256.

	11.	 Tandon S, Tudur-Smith C, Riley RD, Boyd MT, Jones TM. A system-
atic review of p53 as a prognostic factor of survival in squamous 
cell carcinoma of the four main anatomical subsites of the head and 
neck. Cancer Epidemiol Biomarkers Prev. 2010;19:574-587.

	12.	 Kortekaas KE, Bastiaannet E, van Doorn HC, et al. Vulvar cancer 
subclassification by HPV and p53 status results in three clinically 
distinct subtypes. Gynecol Oncol. 2020;159:649-656.

	13.	 Ang KK, Harris J, Wheeler R, et al. Human papillomavirus and survival 
of patients with oropharyngeal cancer. N Engl J Med. 2010;363:24-35.

	14.	 Jhaveri J, Rayfield L, Liu Y, et al. Prognostic relevance of human pap-
illomavirus infection in anal squamous cell carcinoma: analysis of the 
national cancer data base. J Gastrointest Oncol. 2017;8:998-1008.

	15.	 Alonso I, Fusté V, del Pino M, et al. Does human papillomavirus in-
fection imply a different prognosis in vulvar squamous cell carci-
noma? Gynecol Oncol. 2011;122:509-514.

	16.	 McAlpine JN, Leung SCY, Cheng A, et  al. Human papillomavirus 
(HPV)-independent vulvar squamous cell carcinoma has a worse 
prognosis than HPV-associated disease: a retrospective cohort 
study. Histopathology. 2017;71:238-246.

	17.	 Lee LJ, Howitt B, Catalano P, et  al. Prognostic importance of 
human papillomavirus (HPV) and p16 positivity in squamous cell 
carcinoma of the vulva treated with radiotherapy. Gynecol Oncol. 
2016;142:293-298.

	18.	 Lérias S, Esteves S, Silva F, et al. CD274 (PD-L1), CDKN2A (p16), 
TP53, and EGFR immunohistochemical profile in primary, recurrent 
and metastatic vulvar cancer. Mod Pathol. 2020;33:893-904.

	19.	 Proctor L, Hoang L, Moore J, et al. Association of human papilloma 
virus status and response to radiotherapy in vulvar squamous cell 
carcinoma. Int J Gynecol Cancer. 2020;30:100-106.

	20.	 Höhn AK, Brambs CE, Hiller GGR, May D, Schmoeckel E, Horn LC. 
2020 WHO classification of female genital tumors. Geburtshilfe 
Frauenheilkd. 2021;81:1145-1153.

	21.	 Randén-Brady R, Carpén T, Jouhi L, et al. In situ hybridization for 
high-risk HPV E6/E7 mRNA is a superior method for detecting 
transcriptionally active HPV in oropharyngeal cancer. Hum Pathol. 
2019;90:97-105.

	22.	 Mills AM, Dirks DC, Poulter MD, Mills SE, Stoler MH. HR-HPV E6/
E7 mRNA in situ hybridization: validation against PCR, DNA in situ 
hybridization, and p16 immunohistochemistry in 102 samples of 
cervical, vulvar, anal, and head and neck neoplasia. Am J Surg Pathol. 
2017;41:607-615.

	23.	 Altman DG, McShane LM, Sauerbrei W, Taube SE. Reporting rec-
ommendations for tumor marker prognostic studies (REMARK): 
explanation and elaboration. PLoS Med. 2012;9:e1001216.

	24.	 Bryne M, Jenssen N, Boysen M. Histological grading in the deep 
invasive front of T1 and T2 glottic squamous cell carcinomas has 
high prognostic value. Virchows Arch. 1995;427:277-281.

	25.	 Haave H, Gulati S, Brekke J, Lybak S, Vintermyr OK, Aarstad 
HJ. Tumor stromal desmoplasia and inflammatory response 

uniquely predict survival with and without stratification for HPV 
tumor infection in OPSCC patients. Acta Otolaryngol. 2018;138:​
1035-1042.

	26.	 Cormio G, Loizzi V, Carriero C, et al. Groin recurrence in carcinoma 
of the vulva: management and outcome. Eur J Cancer Care (Engl). 
2010;19:302-307.

	27.	 Nooij LS, Ter Haar NT, Ruano D, et  al. Genomic characterization 
of vulvar (pre)cancers identifies distinct molecular subtypes with 
prognostic significance. Clin Cancer Res. 2017;23:6781-6789.

	28.	 Weberpals JI, Lo B, Duciaume MM, et  al. Vulvar squamous cell 
carcinoma (VSCC) as two diseases: HPV status identifies distinct 
mutational profiles including oncogenic fibroblast growth factor 
receptor 3. Clin Cancer Res. 2017;23:4501-4510.

	29.	 Stransky N, Egloff AM, Tward AD, et  al. The mutational land-
scape of head and neck squamous cell carcinoma. Science. 
2011;333:1157-1160.

	30.	 The Cancer Genome Atlas Network. Comprehensive genomic char-
acterization of head and neck squamous cell carcinomas. Nature. 
2015;517:576-582.

	31.	 Lewis JS Jr, Thorstad WL, Chernock RD, et  al. p16 positive oro-
pharyngeal squamous cell carcinoma:an entity with a favor-
able prognosis regardless of tumor HPV status. Am J Surg Pathol. 
2010;34:1088-1096.

	32.	 Arsa L, Siripoon T, Trachu N, et al. Discrepancy in p16 expression 
in patients with HPV-associated head and neck squamous cell car-
cinoma in Thailand: clinical characteristics and survival outcomes. 
BMC Cancer. 2021;21:504.

	33.	 Sand FL, Nielsen DMB, Frederiksen MH, Rasmussen CL, Kjaer 
SK. The prognostic value of p16 and p53 expression for survival 
after vulvar cancer: a systematic review and meta-analysis. Gynecol 
Oncol. 2019;152:208-217.

	34.	 Mehanna H, Taberna M, von Buchwald C, et  al. Prognostic im-
plications of p16 and HPV discordance in oropharyngeal cancer 
(HNCIG-EPIC-OPC): a multicentre, multinational, individual patient 
data analysis. Lancet Oncol. 2023;24:239-251.

	35.	 Te Grootenhuis NC, Pouwer AW, de Bock GH, et al. Prognostic fac-
tors for local recurrence of squamous cell carcinoma of the vulva: a 
systematic review. Gynecol Oncol. 2018;148:622-631.

	36.	 Al-Ghamdi A, Freedman D, Miller D, et  al. Vulvar squamous cell 
carcinoma in young women: a clinicopathologic study of 21 cases. 
Gynecol Oncol. 2002;84:94-101.

	37.	 Dolens EDS, Dourado MR, Almangush A, et al. The impact of his-
topathological features on the prognosis of Oral squamous cell 
carcinoma: a comprehensive review and meta-analysis. Front Oncol. 
2021;11:784924.

SUPPORTING INFORMATION
Additional supporting information can be found online in the 
Supporting Information section at the end of this article.

How to cite this article: Dongre HN, Elnour R, Tornaas S, 
et al. TP53 mutation and human papilloma virus status as 
independent prognostic factors in a Norwegian cohort of 
vulva squamous cell carcinoma. Acta Obstet Gynecol Scand. 
2023;00:1-11. doi:10.1111/aogs.14689

 16000412, 0, D
ow

nloaded from
 https://obgyn.onlinelibrary.w

iley.com
/doi/10.1111/aogs.14689 by U

N
IV

E
R

SIT
Y

 O
F B

E
R

G
E

N
, W

iley O
nline L

ibrary on [22/11/2023]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense

https://doi.org/10.1111/aogs.14689

	TP53 mutation and human papilloma virus status as independent prognostic factors in a Norwegian cohort of vulva squamous cell carcinoma
	Abstract
	1|INTRODUCTION
	2|MATERIAL AND METHODS
	2.1|Patient samples and histological evaluation
	2.2|Tissue microarray construction
	2.3|IHC and HPV RNA ISH
	2.4|HPV DNA detection and subtyping by GP5+/6+ consensus primers
	2.5|Statistical analyses
	2.6|Ethics statement

	3|RESULTS
	3.1|VSCC subtypes based on p16INK4A and p53 status
	3.2|TP53 mutation status as an independent prognostic factor of worse PFS
	3.3|Comparison of the specificity and sensitivity of different HPV detection methods
	3.4|hrHPV mRNA as an independent prognostic factor for improved DSS

	4|DISCUSSION
	5|CONCLUSION
	AUTHOR CONTRIBUTIONS
	ACKNOWLEDGMENTS
	FUNDING INFORMATION
	CONFLICT OF INTEREST STATEMENT
	REFERENCES


