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Abstract: An Ocular Sebaceous Carcinoma (OSC) is a rare malignant tumor for which initial clinical
and pathological diagnosis is often incorrect. OSCs can mimic Squamous Cell Carcinomas of the
Conjunctiva (SCCC). The aim of this study was to find microRNA biomarkers to distinguish OSCs
and SCCCs from normal tissue and from each other. Clinical OSC and SCCC case files and the
corresponding histopathological slides were collected and reviewed. Micro dissected formalin-fixed
paraffin-embedded tumor and control tissues were subjected to semi-high throughput microRNA
profiling. MicroRNA expression distinguishes OSCs and SCCCs from corresponding control tissues.
Selected differentially expressed miRNAs were validated using single RT-PCR assays. No prognostic
miRNAs could be identified that reliably predict SCCC metastasis or OSC recurrence. A compar-
ison between OSCs (n = 14) and SCCCs (n = 18) revealed 38 differentially expressed microRNAs
(p < 0.05). Differentially expressed miRNAs were selected for validation in the discovery cohort and
an independent validation cohort (OSCs, n = 11; SCCCs, n = 12). At least two miRNAs, miR-196b-5p
(p ≤ 0.05) and miR-107 (p ≤ 0.001), displayed a statistically significant differential expression between
OSCs and SCCCs with miR-196b-5p upregulated in SCCCs and miR-107 upregulated in OSCs. In
the validation cohort, microRNA miR-493-3p also showed significant upregulation in SCCCs when
compared to OSCs (p ≤ 0.05). ROC analyses indicated that the combined miR-196b-5p and miR-107
expression levels predicted OSCs with 90.0% sensitivity and 83.3% specificity. In conclusion, the
combined testing of miR-196b-5p and miR-107, can be of additional use in routine diagnostics to
discriminate OSCs from SCCCs.

Keywords: conjunctiva; eyelid; Ocular Surface Squamous Neoplasm (OSSN); Squamous Cell
Carcinoma of the Conjunctiva (SCCC); Ocular Sebaceous Carcinoma (OSC); microRNA

1. Introduction

Squamous Cell Carcinoma of the Conjunctiva (SCCC) is the most common epithelial
neoplasm of the conjunctiva, with an incidence between 0.03 and 0.84 per 100,000 persons
per year [1,2] in high-latitude areas with an increasing incidence rate estimated up to
1.8 per 100,000 persons per year in countries closer to the equator [3]. SCCCs are part of
the spectrum of Ocular Surface Squamous Neoplasms (OSSN) and generally derive from
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Conjunctival Intraepithelial Neoplasia’s (CIN) or periocular Bowens disease [4]. Tumor
recurrence has been demonstrated in 12–20% of cases [5,6], metastasis in up to 13%, and
mortality in 5% [7,8].

An ocular sebaceous carcinoma (OSC) is a malignant tumor originating from sebaceous
glands in the eyelid, caruncle, and conjunctiva [4]. The incidence is estimated between
0.5 and 0.8 per million persons per year for the periocular region [9,10]. OSCs may have aspe-
cific clinical features and can mimic chalazia, blepharitis, conjunctivitis, and SCCC. As such,
OSCs are known as the “great masqueraders”, causing delays of 1–3 years before a correct
diagnosis is established [11]. A common characteristic of OSC is pagetoid spread, involving
intraepithelial extension into the eyelid epidermis and conjunctival epithelium mimicking
CIN and Bowens disease [11]. OSCs are relatively aggressive, and tumor recurrence has
been demonstrated in 18% of cases, metastasis in 7–21%, and mortality in 6–20% [12,13].

OSC is a rare disease in which the initial pathologic diagnosis is often incorrect.
Misdiagnosis has been reported in 40–75 percent of cases, depending on the experience
of the pathologist and the suspicion of the referring surgeon [11]. In our clinic, residents
in ophthalmology are taught to take a biopsy when performing an incision in a recurrent
chalazion or chalazion without lipogranulomatous production. These biopsies (of the tarsal
plate and palpebral conjunctiva) need to be sent into a pathologist fresh, for Oil-red-O
staining (which can only be performed on fresh tissue as formalin dissolves the sebaceous
material) [11,14]. Immunohistochemical staining’s for, e.g., androgen receptors, EMA,
BerEp4, and adipophilin, have been reported to aid in differentiating sebaceous carcinomas
from other neoplasms. However, these stains are known to provide difficulties in the
distinction of less differentiated OSCs from SCCCs [14,15].

Both SCCC and OSC show overlap and differences in clinical behaviour and in their
molecular genetic profiles. Recurrent TP53, CDKN2A, RB1, and TERT promoter mutations
occur in both tumor types [16–19]. For both tumor types, HPV infection is responsible
for about 10% of cases in the Western population [16,20]. We hypothesize that microRNA
(miRNA) expression profiling may aid in establishing a differential diagnosis, preferably
on formalin-fixed tissue as it is easier for the ophthalmic pathologist to review suspect
material. Formalin-fixed tissue is also easier for the referring specialist as it rules out
logistical problems surrounding fresh sampling and biases by not including sebaceous
carcinoma in the differential diagnosis.

MiRNAs have been shown to play a role in the carcinogenesis of multiple conjunctival
tumors [21,22] including OSCs, but to date no studies have been published showing the
differences between OSCs and SCCCs for diagnostic purposes. To our knowledge no
studies on miRNA expression in OSSNs are available.

The aim of this study is to identify miRNAs that may be of importance for tumorigen-
esis in OSCs and SCCCs, to identify miRNAs that may be of prognostic importance, and to
identify differentiating miRNAs for OSCs versus SCCCs.

2. Results
2.1. Patient Characteristics

The patient cohort consisted of 55 patients that have been diagnosed with SCCC or
OSC in the Rotterdam Eye Hospital and the Erasmus MC between the years 1990 and 2020.
All histopathological slides have been reviewed by an experienced ophthalmic pathologist
for correct diagnosis, and cases with equivocal histopathological diagnosis or insufficient
remaining tissue for additional analysis have been excluded. The patients were divided
in a discovery cohort and a validation cohort. The discovery cohort consisted of 18 SCCC
patients, 8 male and 10 female. The median age at diagnosis was 50.5 years (range 36–89).
The median follow-up of the SCCC patients in the discovery cohort was 39 months (6–120).
Half of the patients with SCCCs in the discovery cohort developed at least one metastasis
(n = 9). The discovery cohort consisted of 14 OSC patients, 7 male and 7 female. The median
age at diagnosis was 75 years (range 48–91). The median follow-up of the OSC patients
in the discovery cohort was 34 months (12–156). A healthy control cohort of 12 patients
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with normal histopathology had a median age of 75 (range 57–85). The information on
recurrences, metastases, TNM-stage, and Muir –Torre syndrome are provided (Table 1).

Table 1. Patient characteristics of the discovery cohort.

Controls SCCC OSC

Gender m 6 8 7
f 6 10 7

median age at diagnosis [range] 75 [59–85] 50.5 [36–89] 75 [48–91]
median follow up
[range in months] 39 [6–120] 34 [12–156]

Muir–Torre Syndrome 0 0
Lynch Syndrome 1 0
TNM at diagnosis T1 7 4

T2 4 3
T3 1 6
T4 6 1
N 6 2
M 5 0

Follow up:
exenteration 6 5
metastases 6 3
recurrences 2 8

death by disease 5 3
prognosis bad 7 8

prognosis good 11 6

The validation cohort consisted of 12 SCCC patients. Median age at diagnosis was
56.5 years (range 31–88). The validation cohort consisted of 11 OSC patients. Median
age at diagnosis was 69 years (range 48–88). Clinical features of the validation cohort are
given in Table 2.

Table 2. Patient characteristics of the validation cohort.

SCCC OSC

Gender m 5 7
f 7 4

median age at diagnosis [range] 56.5 [31–88] 69 [48–88]
median follow up [range in months] 24.6 [3–85] 36 [2–122]

Muir–Torre Syndrome 0 0
Lynch Syndrome 0 0
TNM at diagnosis T1 6 0

T2 4 7
T3 1 3
T4 1 1
N 1 0
M 0 0

Follow up:
exenteration 2 4
metastases 0 1
recurrences 5 4

death by disease 0 1

2.2. MicroRNA Analysis
2.2.1. MicroRNA Expression Differentiates Normal Epithelium from Tumor

First, we investigated the differences in miRNA expression between normal epithelium
and tumors using a well-characterized RT-PCR platform capable of detecting 377 human
miRNAs. The comparison of normal conjunctival squamous epithelium and SCCCs re-
vealed 79 differentially expressed miRNAs (p < 0.05) (Figure 1A; Supplementary Table S1).



Int. J. Mol. Sci. 2022, 23, 4877 4 of 13

A supervised clustering based on the expression of these miRNAs almost completely
distinguished between control and tumor tissue with a single SCCC sample clustering
together with the controls. A close examination of the cluster tree showed two major
groups, one consisting of controls and tumor samples, with the controls clustering together,
and another group solely composed of SCCC samples. From the differentially expressed
miRNAs, four were selected for further validation based on statistical parameters.
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Figure 1. MicroRNA expression distinguishes squamous cell carcinoma of the conjunctiva (SCCC) 
and ocular sebaceous carcinoma (OSC) from healthy control tissues. Formalin fixed paraffin-
embedded tumor samples and corresponding control tissue were subjected to miRNA profiling. 
Shown are heatmaps of supervised hierarchical clustering analyses based on significant (p < 0.05) 
differentially expressed miRNAs between tumor and its control tissue. (A) Cluster analysis of 18 
SCCC and six controls consisting of conjunctival squamous epithelium of the eyelid based on 79 
differentially expressed miRNAs. (B) Cluster analysis of 14 conjunctival OSC tumors and six Mei-
bomian gland controls based on 78 differentially expressed miRNAs. In the heat map red indicates 
relative high expression, green relative low expression and grey designates missing expression 
values. The colored bars beneath the graph designate SCCC (light blue); OSC (orange) and con-
trols (purple). 

2.2.2. No Prognostic microRNAs for Metastatic SCCC or Recurrent OSC 

Figure 1. MicroRNA expression distinguishes squamous cell carcinoma of the conjunctiva (SCCC) and
ocular sebaceous carcinoma (OSC) from healthy control tissues. Formalin fixed paraffin-embedded
tumor samples and corresponding control tissue were subjected to miRNA profiling. Shown are
heatmaps of supervised hierarchical clustering analyses based on significant (p < 0.05) differentially
expressed miRNAs between tumor and its control tissue. (A) Cluster analysis of 18 SCCC and
six controls consisting of conjunctival squamous epithelium of the eyelid based on 79 differentially
expressed miRNAs. (B) Cluster analysis of 14 conjunctival OSC tumors and six Meibomian gland
controls based on 78 differentially expressed miRNAs. In the heat map red indicates relative high
expression, green relative low expression and grey designates missing expression values. The colored
bars beneath the graph designate SCCC (light blue); OSC (orange) and controls (purple).



Int. J. Mol. Sci. 2022, 23, 4877 5 of 13

(p < 0.02; FDR < 5.6%) Signal intensity and shape of the amplification plot using
individual RT-PCR assays. Three miRNAs, miR-383-5p, miR-424-5p, and miR-508-3p,
but not miR-422a, were confirmed to be statistically differentially expressed between
normal and tumor tissue (Supplementary Figure S1A). miR-424-5p (p ≤ 0.001) was found
upregulated in SCCCs compared to the control and miR-508-3p (p ≤ 0.001) and miR-383-5p
(p ≤ 0.01) were downregulated in SCCCs.

Similarly, the miRNA profiling of normal meibomian glands and OSCs identified
78 differentially expressed miRNAs that distinguish between control and OSC tissues
(Figure 1B; Supplementary Table S2). Supervised cluster analysis demonstrated a virtual
distinction between the controls and tumors with a single OSC sample clustering together
with the controls. Five miRNAs were selected for validation using individual RT-PCR
miRNA assays. All miRNAs were significantly differentially expressed, two miRNA miR-
196-b-5p (p ≤ 0.05) and miR-636 (p ≤ 0.01) were upregulated in OSC when compared to the
controls. Three miRNAs were downregulated in OSC miR-296-5p (p ≤ 0.05), miR-383-5p
(p ≤ 0.01), and miR-422a (p ≤ 0.01) (Supplementary Figure S1B). It was noted that, compared
to the control, miR-383-5p was downregulated in both OSCs and SCCCs, which may signify
a common carcinogenic pathway between these two tumor types.

2.2.2. No Prognostic microRNAs for Metastatic SCCC or Recurrent OSC

Next, it was examined whether miRNAs with prognostic significance could be iden-
tified for the two tumor types SCCC and OSC. A comparison of primary SCCC samples,
using the miRNA expression data from the discovery set that eventually do or do not
metastasize, revealed 16 differentially expressed miRNAs (p < 0.05; FDR 46.6–66.9%).
A supervised cluster analysis based on the expression of these differentially expressed
miRNAs showed that the majority of metastatic SCCC samples clustered away from the
non-metastatic samples (Figure 2A; Supplementary Table S3). However, when a selection
of miRNAs, miR-32; miR-130b; miR-199a; and miR-629 were validated using single RT-PCR
assays, none of the miRNA showed a robust statistically significant differential expression
by Mann–Whitney U testing (Supplementary Figure S2). For the OSC cohort metastatic
disease was too rare to be analyzed; therefore, we chose to test for the recurrent disease
instead. In OSC the miRNA expression profiles of cases showing recurrence were compared
with non-recurrent cases highlighting eight miRNAs that are differentially expressed be-
tween the groups (p < 0.05; FDR 90.2%) (Figure 2B; Supplementary Table S4). A supervised
clustering showed a clear tendency to separate OSC samples that recur from those that do
not (Figure 2B). However, because of the small number and high FDR of the differentially
expressed miRNA, we abstained from further validation. In conclusion, we were unable to
indicate robust potential prognostic biomarkers for SCCC metastasis and OSC recurrence.

2.2.3. Differentiating OSC from SCCC

Finally, we investigated whether miRNA expression profiling can differentiate between
OSC and SCCC. It was found that the expression of 38 differentially expressed miRNAs
(p < 0.05; FDR (5.4–53.5%)) almost completely discriminated between OSC and SCCC with
a misclustering of three OSC and one SCCC samples (Figure 3; Supplementary Table S5).
One SCCC clustered within the OSC group, which was derived from a 77-year-old male
who required exenteration and died of disease 36 months after diagnosis. Two OSC cases
clustered within the SCCC group, one male and one female, aged 79 and 70, respectively.
One case was completely resected without recurrence and alive at the last follow up,
one case had a recurrence that required exenteration that was declined by the patient and
the patient deceased of disease 72 months after diagnosis. All cases were reviewed for
histopathological features that confirmed the original diagnosis.
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Figure 2. Potential prognostic microRNAs that indicate metastasis of squamous cell carcinoma of
the conjunctiva (SCCC) or recurrence of ocular sebaceous carcinoma (OSC). Formalin fixed paraffin-
embedded primary tumor samples were subjected to miRNA profiling. (A) Heatmap of supervised
hierarchical clustering analyses based on 16 significant (p < 0.05) differentially expressed miRNAs
between SCCC that do (red bar below) or do not metastasize (green bar below). (B) Heatmap
of supervised hierarchical clustering analyses based on eight significant (p < 0.05) differentially
expressed miRNAs between OSC that do (red bar below) or do not recur (green bar below). In the
figure, red indicates relative high expression, green relative low expression, and grey designates
missing expression values.

Based on the expression level, statistical significance, and the shape of the amplifica-
tion plots, four miRNAs were selected for validation using single RT-PCR assays in the
discovery and validation cohort (Supplementary Figure S3). At least two, miR-107 and
miR-196b-5p, of the selected miRNAs showed a robust statistically significant differen-
tial expression by Mann–Whitney U testing in both the discovery and validation cohort.
MiR-107 was upregulated in OSC (p ≤ 0.005) and miR-196b-5p was upregulated in SCCC
(p ≤ 0.05) (Supplementary Figure S3). One other miRNA, miR-493-3p, showed a trend for
statistical significance in the discovery cohort, and was found significantly differentially
expressed in the validation cohort (p ≤ 0.05) with an upregulation in SCCC compared
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to OSC (Supplementary Figure S3). It is interesting to find that although miR-196b-5p is
upregulated in OSC when compared to normal sebaceous glands it is still significantly
higher expressed in SCCC when compared to OSC.
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Figure 3. Hierarchical clustering based on miRNA expression virtually discriminates squamous cell
carcinoma of the conjunctiva (SCCC) and ocular sebaceous carcinoma (OSC). Formalin fixed paraffin-
embedded primary SCCC (n = 18) and OSC (n = 14) samples were subjected to miRNA profiling.
Depicted is a heatmap of a supervised hierarchical clustering analyses based on 38 significant
(p < 0.05) differentially expressed miRNAs between SCCC and OSC. In the figure, red indicates
relative high expression, green relative low expression and grey designates missing expression values.
In the color bar beneath, light blue indicates SCCC and orange OSC.

ROC analyses using the expression of miR-196b-5p and miR-107 in the discovery
cohort were used to select thresholds at a 90% sensitivity to classify OSC. For miR-196b-5p,
this threshold was 1172.258, yielding a 93% sensitivity with a 56% specificity (Figure 4).
For miR-107, the threshold was 365.4, showing a 92% sensitivity and a 83% specificity
(Figure 4). To validate the predictive power of the two miRs, expression levels were
measured in 22 samples from the independent cohort (10 OSC and 12 SCCC cases). The
samples were classified using both miRs and their respective thresholds (see methods) to
obtain a predicted label as OSC or SCCC. Comparing the predicted with the true status
showed a 90.0% sensitivity and 83.3% specificity to detect OSC (for OSC 9 out of 10 are
predicted correctly, for SCCC this was 10 out of 12).
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Figure 4. ROC analyses. The absolute expression levels of miR-196b-5p and miR-107 in the discovery
cohort were used as input for a receiver operating characteristic (ROC) analysis to determine their
validity as OSC and SCCC distinguishing biomarkers. For both miRNAs, a cut-off was chosen at
which at least 90% of the OSC are categorized in the right group (90% sensitivity). For miR-196b-5p,
the cut-off yielded a 93% sensitivity and 56% specificity, samples below the threshold are predicted
as OSC. For miR-107 the cut-off yielded a 92% sensitivity and 83% specificity, samples above the
threshold are considered OSC.

3. Discussion

In this study we have identified differentially expressed miRNAs for tumors versus
control tissues in SCCCs and OSCs, respectively. No prognostic miRNAs could be reliably
identified for either tumor type. Most importantly we demonstrate that the combined
testing of miR196b-5p and miR-107 expression levels in tumor tissue, may be of additional
use in routine diagnostics to discriminate OSCs from SCCCs.

For SCCC we validated three miRNAs to be differentially expressed between nor-
mal conjunctival squamous epithelium and SCCCs. We found miR-424-5p to be upregu-
lated and miR-508-3p and miR-383-5p to be downregulated when compared to normal
conjunctival squamous epithelium. There is no literature available on miRNA expres-
sion in OSSNs, including SCCCs for corroboration of these results. There are multiple
reports on microRNA expression in pterygium of the conjunctiva, a condition that also in-
volves epithelial-mesenchymal transition of epithelial cells. The MiRNAs miR-21, miR-143,
miR-145, miR-182-5p, miR-183-5p, miR-184, miR-221 and miR-3175, have been described
as upregulated and miR-221-3p andmiR-122 have been described to be downregulated
in pterygium when compared to normal conjunctival epithelium of the limbal area. In
our data set we find miR-21 slightly upregulated in the SCCC samples compared to the
control, and miR-145, miR-182, miR-183 and miR-184 all downregulated in SCCC. MiR-143,
miR-221 and miR-3175 were not designated as differentially expressed in our study.

For OSC we validated five miRNAs to be differentially expressed between normal
meibomian gland epithelium and tumors. miR-196-b-5p and miR-636 were upregulated,
whereas miR-296-5p, miR-383-5p and miR-422a were downregulated in OSC. Earlier studies
on miRNA expression in OSC only show very limited overlap with our findings. This may
be due to the different detection platforms that were used and a diverging scientific focus.
In addition, these studies, however, suffered from low numbers of cases tested [23,24]
and/or a lack of validation in independent patient cohorts [23–27]. The control tissues
used also differed, varying from the normal meibomian gland [26] to tarsal plate tissue [24],
sebaceous adenoma [23,27], and normal epidermis [25]. In addition to varying technical
approaches, these factors explain the lack of correlation of findings between the different
published studies and the current study.

It is interesting that although miR-196b-5p is upregulated in OSCs when compared
to normal sebaceous gland epithelium, it is still significantly higher expressed in SCCCs
when compared to OSCs. It may be hypothesized that miR-196-5p explains squamous dif-
ferentiation seen in OSCs; a feature that may complicate correct diagnosis. This hypothesis
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may be supported by the fact that the upregulation of miR-196-5p is also described in oral
squamous cell carcinomas that also arises in non-keratinizing mucosal epithelium [28]. In
an earlier study on conjunctival melanoma, we have also observed miR-196-5p upregulated
in melanoma versus benign nevi, corroborating the more general role of this microRNA
in carcinogenesis [21]. Indeed, miR-196 may play a critical role in cancer pathogenesis by
targeting several regulation molecules including HOXB8, HMGA2, and annexin A1 [29].

The downregulation of miR-383-5p in both SCCCs and OSCs indicates a common
pathway of tumorigenesis. The downregulation of this miRNA has recently been implicated
in head and neck squamous cell carcinomas. It was described to enhance cell proliferation
and invasion, epithelial-mesenchymal transition (EMT), and tumor growth in this tumor
type [30]. In a first attempt to obtain insight in the regulation of pathways by the deregulated
miRNAs in OSCs and SCCCs, we performed a KEGG pathway analyses using DAVID and
predicted miRNA targets by TargetScan as input (Supplementary Figures S4 and S5). Of
interest is the fact that the MAPK signaling pathway and signaling pathways regulating the
pluripotency of stem cells appear in the top 10 most significant pathways in both analyses.
More effort is needed to establish the precise role of miRNAs in the carcinogenic processes
of OSCs and SCCCs as more insight in the biology of these tumors may open up novel
therapeutic strategies.

We were not able to identify prognostic miRNA expression patterns for either tumor.
This may be due to small sample size of the discovery cohort. Otherwise, more complex
(epi-) genetic regulation and external factors may play a role, requiring an alternative
approach including big data analysis.

The histopathologic diagnoses of SCCCs and OSCs can be challenging, even for the
experienced pathologist. OSCs can be recognized by infiltrating cells that have a finely
vacuolated, frothy lipid containing cytoplasm. Mitotic activity is usually high and there
is pronounced nuclear pleomorphisms. Some areas may, however, closely resemble squa-
mous cell carcinoma. SCCCs are generally better differentiated, have more abundant
eosinophilic cytoplasm without lipid vacuoles, and may show squamous eddy formations
and keratin cysts. On the other hand, SCCCs may undergo lipoid degeneration. The prob-
lem of discerning poorly differentiated cases of OSCs from SCCCs is even more difficult.
Immunohistochemical staining and conventional DNA based molecular studies do not
solve this problem [11,15–17,31,32]. With this study we identified at least two discriminat-
ing microRNAs: miR-196b-5p and miR-107. We clearly demonstrated the power of these
two miRNAs in predicting OSCs. Determining the expression levels of these two miRNAs
in tumor tissue may be of additional use in routine diagnostics to discriminate benign from
malignant conjunctival melanocytic lesions, especially in case the amount of tissue or the
currently available techniques seem to be insufficient. In the future, the diagnosis may
possibly be made based on liquid biopsies in blood or tear film, rendering the histopathologic
features no longer applicable [33]. Additionally, miRNAs may be of interest with regard to
targeted therapy [34,35].

4. Materials and Methods
4.1. Patients and Samples

For the primary analysis, a discovery set consisting of 14 conjunctival OSC tumors
and 18 SCCC tumors was used. Furthermore, 6 samples of Meibomian glands were used
as normal control tissues for OSCs and 6 samples of conjunctival squamous epithelium of
the eyelid were used as control tissues for SCCCs. The control tissues were derived from
non-diseased cosmetic eyelid surgical specimens. For an independent validation cohort,
11 cases of OSC and 12 cases of SCCC were used. The specimens were collected at the
department of pathology of the Erasmus MC University Medical Center Rotterdam, the
Netherlands. Clinical information and follow-up are provided for the discovery set in
Table 1 and for the validation set in Table 2.
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4.2. RNA Isolation

Hematoxylin-eosin-stained sections of formalin-fixed paraffin-embedded (FFPE) sur-
gical resections were reviewed, and areas were selected containing at least 60% tumor cells
and avoiding contamination with normal epithelium and inflammatory infiltrate. The FFPE
tissue was cut, and total RNA was isolated by microdissection from 4 micrometer thick sec-
tions using the RecoverAllTM Total Nucleic Acid Isolation Kit (Ambion/Life technologies)
according to manufacturer’s protocol.

4.3. MicroRNA Expression Profiling

MiRNA expression profiles were determined using Taqman® Low Density Array
(TLDA) cards (A card v2.0, Applied Biosystems/ThermoFisher Scientific, Waltham, MA,
USA). A cDNA pool was prepared using MegaplexTM Primers Human Pool (pool A v2.1,
Applied Biosystems/ThermoFisher Scientific) and Taqman® microRNA reverse Transcrip-
tion kit (Applied Biosystems/Thermo Fisher). Next, the cDNA pool was amplified using
MegaplexTM PreAmp Primers Human Pool (pool A v2.1) together with the Taqman®

PreAmp master-mix (Applied Biosystems/ThermoFisher Scientific). The resulting product
was loaded in human miRNA A cards using Taqman® Universal PCR Mix No AmpErase®

UNG (Applied biosystems/ThermoFisher Scientific) and run in a 7900HT Real-time PCR
system (Applied biosystems/ThermoFisher Scientific). The expression of each miRNA in
one sample was normalized to the median CT value of all detectable miRNAs in that sam-
ple. The normalized relative expression was subsequently calculated for each miRNA and
log transformed. A Mann–Whitney U test was performed to identify miRNAs that were
differentially expressed between the groups. A two-sided p-value < 0.05 was considered as
statistically significant. To adjust for multiple testing, a false discovery rate (FDR) was used.
For hierarchical clustering analyses, the software program Cluster 3.0 was used followed
by Java TreeView for visualization of the clustering results. The clustering was based on
the uncentered correlation as a distance metric using average linkage.

4.4. Validation MicroRNA Expression

After profiling, amplification curves of differentially expressed miRNAs were in-
spected in the ThermoFisher Cloud App, and those exhibiting robust amplification were
selected fur further investigation. Expression of these selected miRNAs was assessed
by RT-PCR using commercially available Taqman® MicroRNA assays (Applied Biosys-
tems/ThermoFisher Scientific). In brief, 50 ng of isolated RNA was reverse transcribed us-
ing the Taqman® MicroRNA reverse transcription kit (Applied Biosystems/ThermoFisher
Scientific) and specific miRNA primers from the Taqman® MicroRNA assays according
to the manufacturer’s protocol. The resulting cDNA was pre-amplified and used in
a quantitative real-time PCR (qPCR) using a miRNA specific primer/probe mixed to-
gether with the Taqman® Universal PCR Mix No AmpErase® UNG (Applied biosystems)
in a QuantStudioTM 7 Flex Real-Tim PCR system (Applied Biosystems/ThermoFisher Sci-
entific). qPCR data was analyzed using Quantstudio RT-PCR system software (version 1.3,
Applied Biosystems). A standard dilution series of a cDNA sample-pool was included
on every plate allowing absolute quantification of the miRNA expression. Differences in
miRNA expression between the groups was evaluated by Mann–Whitney U tests, in which
a two-sided p-value ≤ 0.05 was considered statistically significant and marked by a single
asterisk (*). p-values ≤ 0.01 were marked by double asterisks (**) and ≤ 0.001 by triple
asterisks (***). All statistical tests were performed with SPSS (IBM).

4.5. Predicting OSC Status Using ROC Analysis

Using the absolute expression levels of miR-196b-5p and miR-107 in our discovery
cohort a receiver operating characteristic (ROC) analysis was performed to determine
their validity as OSC and SCCC distinguishing biomarkers. For both miRNAs, a cut-off
was chosen at which at least 90% of the OSCs are categorized in the right group (90%
sensitivity). For miR-196b-5p, the cut-off was 1172.258 and samples below this threshold
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are predicted as OSCs, while for miR-107 the cut-off was 365.4 with samples above this level
are considered as OSCs. Subsequently, expression levels of the samples in the independent
validation cohort were measured and used to classify a sample according to the following
steps: (1) Call a sample OSC when miR-196b-5p ≤ 1172.258, otherwise SCCC. (2) Call a
sample OSC when miR-107 ≥ 365.4, otherwise SCCC. (3) Final call: only predict sample as
OSC when both miR-196b-5p and miR-107 predict the sample as OSC.

5. Conclusions

Our findings indicate that deregulated miRNAs, identified by comparing tumor tissues
with corresponding control tissues, may play a role in the tumorigenic processes in OSCs
and SCCCs. Further studies are warranted to further decipher these functions. We were
unable to identify robust prognostic miRNA biomarkers that predict metastasis in SCCCs
and recurrence in OSCs emphasizing the clinical need for further research. Importantly,
we provide evidence that miR-196b-5p and miR-107 can differentiate OSCs from SCCCs.
The combined testing of miR-196b-5p and miR-107, may be of additional use in routine
diagnostics to discriminate OSCs from SCCCs in conjunctival tumor lesions, in case the
amount of tissue or the currently available techniques seem to be insufficient. A well-
recognized diagnostic conundrum in ophthalmic pathology. Additionally, miRNAs may be
of interest with regard to targeted therapy.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/ijms23094877/s1.

Author Contributions: Conceptualization, R.O.B.d.K., E.A.C.W. and R.M.V.; methodology, R.O.B.d.K.,
A.L.M.V., E.A.C.W. and R.M.V.; software, A.L.M.V. and E.A.C.W.; validation, R.O.B.d.K., A.L.M.V.,
E.A.C.W. and R.M.V.; formal analysis, A.L.M.V., E.A.C.W. and R.M.V.; investigation, R.O.B.d.K.,
A.L.M.V., E.A.C.W. and R.M.V.; resources, R.O.B.d.K., G.J.H., D.A.P., E.A.C.W. and R.M.V.; data cura-
tion, E.A.C.W. and R.M.V.; writing—original draft preparation, R.O.B.d.K. and A.L.M.V.; writing—
review and editing, E.A.C.W. and R.M.V.; visualization, A.L.M.V. and E.A.C.W.; supervision, E.A.C.W.
and R.M.V.; project administration, R.O.B.d.K., E.A.C.W. and R.M.V.; funding acquisition, R.O.B.d.K.,
D.A.P. and R.M.V. All authors have read and agreed to the published version of the manuscript.

Funding: This research was funded by SWOO-Flierenga, grant number SSWOO2018S12.

Institutional Review Board Statement: All research adhered to the tenets of the Declaration of
Helsinki. Ethical review and approval were waived by the Medical Ethics Committee of the Erasmus
MC for this study due to the noninterventional retrospective nature of the study.

Informed Consent Statement: Patient consent was waived due to the noninterventional retrospective
nature of the study.

Data Availability Statement: The miRNA expression data have been submitted to the Gene Expres-
sion Omnibus and are publicly accessible under accession number GSE201490.

Acknowledgments: The authors wish to thank Romée H. Uijt de Boogaardt, BSC, for excellent
technical assistance. We also are grateful to Marcel Smid for expert bioinformatical support.

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

References
1. Sun, E.C.; Fears, T.R.; Goedert, J.J. Epidemiology of squamous cell conjunctival cancer. Cancer Epidemiol. Prev. Biomark. 1997, 6,

73–77.
2. Emmanuel, B.; Ruder, E.; Lin, S.-W.; Abnet, C.; Hollenbeck, A.; Mbulaiteye, S. Incidence of squamous-cell carcinoma of the

conjunctiva and other eye cancers in the NIH-AARP Diet and Health Study. Ecancermedicalscience 2012, 6, 254. [CrossRef]
3. Masanganise, R.; Rusakaniko, S.; Makunike, R.; Hove, M.; Chockunonga, E.; Borok, M.Z.; Mauchaza, B.G.; Chirenje, M.;

Masanganise, V.N.; Magure, T. A historical perspective of registered cases of malignant ocular tumors in Zimbabwe (1990 to 1999). Is
HIV infection a factor? Central Afr. J. Med. 2008, 54, 28–32. [CrossRef]

4. Grossniklaus, H.E.; Eberhart, C.G.; Kivela, T.T. WHO Classification of Tumours of the Eye, 4th ed.; International Agency for Research
on Cancer: Lyon, France, 2018; Volume 12.

https://www.mdpi.com/article/10.3390/ijms23094877/s1
https://www.mdpi.com/article/10.3390/ijms23094877/s1
http://doi.org/10.3332/ecancer.2012.254
http://doi.org/10.4314/cajm.v54i5-8.62586


Int. J. Mol. Sci. 2022, 23, 4877 12 of 13

5. Galor, A.; Karp, C.L.; Oellers, P.; Kao, A.A.; Abdelaziz, A.; Feuer, W.; Dubovy, S.R. Predictors of Ocular Surface Squamous
Neoplasia Recurrence after Excisional Surgery. Ophthalmology 2012, 119, 1974–1981. [CrossRef]

6. Yousef, Y.A.; Finger, P.T. Squamous Carcinoma and Dysplasia of the Conjunctiva and Cornea: An Analysis of 101 Cases.
Ophthalmology 2012, 119, 233–240. [CrossRef]

7. Miller, C.V.; Wolf, A.; Klingenstein, A.; Decker, C.; Garip, A.; Kampik, A.; Hintschich, C. Clinical outcome of advanced squamous
cell carcinoma of the conjunctiva. Eye 2014, 28, 962–967. [CrossRef]

8. A McKelvie, P.; Daniell, M.; McNab, A.; Loughnan, M.; Santamaria, J.D. Squamous cell carcinoma of the conjunctiva: A series of
26 cases. Br. J. Ophthalmol. 2002, 86, 168–173. [CrossRef]

9. Margo, C.E.; Mulla, Z.D. Malignant Tumors of the Eyelid: A population-based study of non-basal cell and non-squamous cell
malignant neoplasms. Arch. Ophthalmol. 1998, 116, 195–198. [CrossRef]

10. Dasgupta, T.; Wilson, L.D.; Yu, J. A retrospective review of 1349 cases of sebaceous carcinoma. Cancer 2009, 115, 158–165.
[CrossRef]

11. Shields, J.A.; Demirci, H.; Marr, B.P.; Eagle, R.C., Jr.; Shields, C.L. Sebaceous Carcinoma of the Ocular Region: A Review. Surv.
Ophthalmol. 2005, 50, 103–122. [CrossRef]

12. Veld, E.H.I.; Keizer, R.; Post, N.; Versteeg, J.; Verdijk, R.; Naus, N.; Relyveld, G.; Crijns, M.; Smith, M.; Grünhagen, D.; et al.
Outcome after treatment for sebaceous carcinoma: A multicenter study. J. Surg. Oncol. 2022, 125, 730–735. [CrossRef]

13. Sa, H.-S.; Rubin, M.L.; Xu, S.; Ning, J.; Tetzlaff, M.; Sagiv, O.; Kandl, T.J.; Esmaeli, B. Prognostic factors for local recurrence,
metastasis and survival for sebaceous carcinoma of the eyelid: Observations in 100 patients. Br. J. Ophthalmol. 2019, 103, 980–984.
[CrossRef]

14. Jakobiec, F.A.; Mendoza, P.R. Eyelid Sebaceous Carcinoma: Clinicopathologic and Multiparametric Immunohistochemical
Analysis That Includes Adipophilin. Am. J. Ophthalmol. 2014, 157, 186–208.e2. [CrossRef]

15. Prieto-Granada, C.; Rodriguez-Waitkus, P. Sebaceous Carcinoma of the Eyelid. Cancer Control 2016, 23, 126–132. [CrossRef]
16. Ramberg, I.; Vieira, F.G.; Toft, P.B.; von Buchwald, C.; Funding, M.; Nielsen, F.C.; Heegaard, S. Genomic Alterations in Human

Papillomavirus–Positive and –Negative Conjunctival Squamous Cell Carcinomas. Investig. Opthalmol. Vis. Sci. 2021, 62, 11.
[CrossRef]

17. Peterson, C.; Moore, R.; Hicks, J.; Morsberger, L.; De Marzo, A.; Zou, Y.; Eberhart, C.; Campbell, A. NGS Analysis Confirms
Common TP53 and RB1 Mutations, and Suggests MYC Amplification in Ocular Adnexal Sebaceous Carcinomas. Int. J. Mol. Sci.
2021, 22, 8454. [CrossRef]

18. Scholz, S.L.; Thomasen, H.; Reis, H.; Möller, I.; Darawsha, R.; Müller, B.; Dekowski, D.; Sucker, A.; Schilling, B.; Schadendorf, D.; et al.
Frequent TERT Promoter Mutations in Ocular Surface Squamous Neoplasia. Investig. Opthalmol. Vis. Sci. 2015, 56, 5854.
[CrossRef]

19. Muñoz-Jiménez, M.-T.; Blanco, L.; Ruano, Y.; Carrillo, R.; Santos-Briz, Á.; Riveiro-Falkenbach, E.; Requena, L.; Kutzner, H.;
Garrido, M.C.; Rodríguez-Peralto, J.-L. TERT promoter mutation in sebaceous neoplasms. Virchows Arch. 2021, 479, 551–558.
[CrossRef]

20. Moore, R.F.; Zhang, X.R.; Allison, D.B.; Rooper, L.M.; Campbell, A.A.; Eberhart, C.G. High-risk human papillomavirus and ZEB1
in ocular adnexal sebaceous carcinoma. J. Cutan. Pathol. 2021, 48, 1027–1033. [CrossRef]

21. Van Ipenburg, J.A.; Gillis, I.A.J.; Dorssers, L.C.; Bosch, Q.C.V.D.; Van Ginderdeuren, R.; Missotten, G.S.; Naus, N.; Paridaens, D.;
Looijenga, L.H.; Verdijk, R.M.; et al. MicroRNA Profiling in Benign and Malignant Conjunctival Melanocytic Lesions.
Ophthalmology 2020, 127, 432–434. [CrossRef]

22. Engelsvold, D.H.; Utheim, T.P.; Olstad, O.K.; Gonzalez, P.; Eidet, J.R.; Lyberg, T.; Trøseid, A.-M.S.; Dartt, D.A.; Raeder, S. miRNA
and mRNA expression profiling identifies members of the miR-200 family as potential regulators of epithelial–mesenchymal
transition in pterygium. Exp. Eye Res. 2013, 115, 189–198. [CrossRef]

23. Hirano, T.; Yunoki, T.; Furusawa, Y.; Tabuchi, Y.; Hayashi, A. Bioinformatics analysis of the microRNA-mRNA network in
sebaceous gland carcinoma of the eyelid. Mol. Med. Rep. 2021, 23, 1. [CrossRef]

24. Bladen, J.C.; Wang, J.; Sangaralingam, A.; Moosajee, M.; Fitchett, C.; Chelala, C.; Beaconsfield, M.; O’Toole, E.A.; Philpott, M.P.;
Ezra, D.G. MicroRNA and transcriptome analysis in periocular Sebaceous Gland Carcinoma. Sci. Rep. 2018, 8, 7531. [CrossRef]

25. Bhardwaj, M.; Sen, S.; Chosdol, K.; Sharma, A.; Pushker, N.; Kashyap, S.; Bakhshi, S.; Bajaj, M.S. miRNA-200c and miRNA-141
as potential prognostic biomarkers and regulators of epithelial-mesenchymal transition in eyelid sebaceous gland carcinoma.
Br. J. Ophthalmol. 2017, 101, 536–542. [CrossRef]

26. Zhang, C.; Zhu, L.; Liu, X.; Jiang, M.; Tang, Q.; Xu, F.; Lin, T.; Dong, L.; He, Y. MicroRNA-3907 promotes the proliferation and
migration of sebaceous gland carcinoma of the eyelid by targeting thrombospondin 1. Oncol. Lett. 2021, 22, 833. [CrossRef]

27. Tetzlaff, M.T.; Curry, J.L.; Yin, V.; Pattanaprichakul, P.; Manonukul, J.; Uiprasertkul, M.; Manyam, G.C.; Wani, K.M.; Aldape, K.;
Zhang, L.; et al. Distinct Pathways in the Pathogenesis of Sebaceous Carcinomas Implicated by Differentially Expressed
MicroRNAs. JAMA Ophthalmol. 2015, 133, 1109–1116. [CrossRef]

28. Lu, Y.-C.; Chang, J.T.-C.; Huang, Y.-C.; Huang, C.-C.; Chen, W.-H.; Lee, L.-Y.; Huang, B.-S.; Chen, Y.-J.; Li, H.-F.; Cheng, A.-J.
Combined determination of circulating miR-196a and miR-196b levels produces high sensitivity and specificity for early detection
of oral cancer. Clin. Biochem. 2015, 48, 115–121. [CrossRef]

29. Chen, C.; Zhang, Y.; Zhang, L.; Weakley, S.M.; Yao, Q. MicroRNA-196: Critical roles and clinical applications in development and
cancer. J. Cell. Mol. Med. 2011, 15, 14–23. [CrossRef]

http://doi.org/10.1016/j.ophtha.2012.04.022
http://doi.org/10.1016/j.ophtha.2011.08.005
http://doi.org/10.1038/eye.2014.79
http://doi.org/10.1136/bjo.86.2.168
http://doi.org/10.1001/archopht.116.2.195
http://doi.org/10.1002/cncr.23952
http://doi.org/10.1016/j.survophthal.2004.12.008
http://doi.org/10.1002/jso.26774
http://doi.org/10.1136/bjophthalmol-2018-312635
http://doi.org/10.1016/j.ajo.2013.08.015
http://doi.org/10.1177/107327481602300206
http://doi.org/10.1167/iovs.62.14.11
http://doi.org/10.3390/ijms22168454
http://doi.org/10.1167/iovs.15-17469
http://doi.org/10.1007/s00428-021-03083-9
http://doi.org/10.1111/cup.13987
http://doi.org/10.1016/j.ophtha.2019.10.008
http://doi.org/10.1016/j.exer.2013.07.003
http://doi.org/10.3892/mmr.2020.11682
http://doi.org/10.1038/s41598-018-25900-z
http://doi.org/10.1136/bjophthalmol-2016-309460
http://doi.org/10.3892/ol.2021.13094
http://doi.org/10.1001/jamaophthalmol.2015.2310
http://doi.org/10.1016/j.clinbiochem.2014.11.020
http://doi.org/10.1111/j.1582-4934.2010.01219.x


Int. J. Mol. Sci. 2022, 23, 4877 13 of 13

30. Wang, S.; Chen, X.; Qiao, T. Long non-coding RNA MIR4435-2HG promotes the progression of head and neck squamous cell
carcinoma by regulating the miR-383-5p/RBM3 axis. Oncol. Rep. 2021, 45, 99. [CrossRef]

31. De la Vega, L.L.; Bick, N.; Hu, K.; Rahrig, S.E.; Silva, C.D.; Matayoshi, S.; Picciarelli, P.; Wang, X.; Sugar, A.; Soong, H.K.; et al.
Invasive squamous cell carcinomas and precursor lesions on UV-exposed epithelia demonstrate concordant genomic complexity
in driver genes. Mod. Pathol. 2020, 33, 2280–2294. [CrossRef]

32. North, J.P. Molecular Genetics of Sebaceous Neoplasia. Surg. Pathol. Clin. 2021, 14, 273–284. [CrossRef]
33. Inubushi, S.; Kawaguchi, H.; Mizumoto, S.; Kunihisa, T.; Baba, M.; Kitayama, Y.; Takeuchi, T.; Hoffman, R.M.; Tanino, H.; Sasaki, R.

Oncogenic miRNAs Identified in Tear Exosomes From Metastatic Breast Cancer Patients. Anticancer Res. 2020, 40, 3091–3096.
[CrossRef]

34. Rupaimoole, R.; Slack, F.J. MicroRNA therapeutics: Towards a new era for the management of cancer and other diseases. Nat.
Rev. Drug Discov. 2017, 16, 203–222. [CrossRef]

35. Mollaei, H.; Safaralizadeh, R.; Rostami, Z. MicroRNA replacement therapy in cancer. J. Cell Physiol. 2019, 234, 12369–12384.
[CrossRef]

http://doi.org/10.3892/or.2021.8050
http://doi.org/10.1038/s41379-020-0571-7
http://doi.org/10.1016/j.path.2021.03.005
http://doi.org/10.21873/anticanres.14290
http://doi.org/10.1038/nrd.2016.246
http://doi.org/10.1002/jcp.28058

	Introduction 
	Results 
	Patient Characteristics 
	MicroRNA Analysis 
	MicroRNA Expression Differentiates Normal Epithelium from Tumor 
	No Prognostic microRNAs for Metastatic SCCC or Recurrent OSC 
	Differentiating OSC from SCCC 


	Discussion 
	Materials and Methods 
	Patients and Samples 
	RNA Isolation 
	MicroRNA Expression Profiling 
	Validation MicroRNA Expression 
	Predicting OSC Status Using ROC Analysis 

	Conclusions 
	References

