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Abstract: The main aim of this study was to investigate the risk of prostate cancer metastasis forma-
tion associated with the expression of ETS homologous factor (EHF) in a cohort of bioptic samples.
To this end, the expression of EHF was evaluated in a cohort of 152 prostate biopsies including
primary prostate cancers that developed metastatic lesions, primary prostate cancers that did not
develop metastasis, and benign lesions. Data here reported EHF as a candidate immunohistochemical
prognostic biomarker for prostate cancer metastasis formation regardless of the Gleason scoring
system. Indeed, our data clearly show that primary lesions with EHF positive cells >40% had a great
risk of developing metastasis within five years from the first diagnosis. Patients with these lesions
had about a 40-fold increased risk of developing metastasis as compared with patients with prostate
lesions characterized by a percentage of EHF positive cells <30%. In conclusion, the immunohisto-
chemical evaluation of EHF could significantly improve the management of prostate cancer patients
by optimizing the diagnostic and therapeutic health procedures and, more important, ameliorating
the patient’s quality of life.
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1. Introduction

Prostate cancer is the male neoplasia with the highest prevalence and the second
incidence in worldwide [1]. About 80% of prostate cancers are localized at the first diagnosis,
whilst 20% have spread from primary mass to regional lymph nodes (13%) or to distant
organs (6-7%) [1]. The presence of metastasis at the first diagnosis significantly impacts
the 5-year survival rate. Indeed, the 5-year survival rate is about 100% for prostate cancer
patients with localized mass and only 30% for those with evidence of tumour metastasis.
Therefore, the occurrence of metastatic lesions represents a major health challenge in the
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management of prostate cancer patients, despite the slow growth rate of prostate lesions;
metastatic lesions usually develop after 10 years from the diagnosis.

At the state of the art, the main prognostic factors of the prostate cancers are the
pre-treatment Gleason score [2], the clinical stage [3], the PSA level [4], and the percentage
of positive core biopsy [5]. However, some of these lack specificity, e.g., PSA level, that is
subject to both aging and presence of inflammation [5]. As concerns the Gleason score, the
International Society of Urological Pathology released supplementary guidance in 2014
and a revised prostate cancer grading system called the Grade Groups in order to improve
the prognostic and predictive values of this morphological grading system [2].

Nevertheless, the mortality rate, although decreasing, remains high [1], probably
due to cancer resistance after treatment. This suggests that prostate cancers with similar
morphological appearance may significantly differ from a biological or molecular point
of view. A better stratification of prostate lesions with high risk of developing metastasis
based on the combination of morphological and molecular characteristics of tumours could
provide fundamental information for choosing the most appropriate therapeutic approach,
thus improving the management of prostate cancer patients. In particular, the identification
of easy-to-investigate prognostic biomarkers, such as immunohistochemical biomarkers,
could improve the capability of the Gleason scoring system to find patients with high risk
of metastasis development [6].

Moreover, the research of biomarkers capable of stratifying prostate cancer patients
according to the risk of developing metastatic lesions could also improve knowledge about
the molecular mechanisms related to prostate cancer progression.

Several studies proposed mechanisms and biomarkers associated with the capability of
prostate cancer cells to invade the surrounding tissues and thus to form metastatic lesions [7-11].
The loss of epithelial characteristics, i.e., the epithelial to mesenchymal transition (EMT)
phenomenon, seems to be very effective in promoting prostate tumour invasion [12-15].
The expression of EMT inductor molecules from the tumour environment, as well as the
acquisition of a mesenchymal phenotype by prostate cancer cells are considered negative
prognostic biomarkers for cancer progression [16,17].

One of the most interesting pathways related to the EMT phenomenon involves the
ZEB family proteins, such as ZEB1/8EF1 and ZEB2/SIP1, which are crucial modulators of
the EMT phenomenon [16-18]. In this scenario, ETS homologous factor (EHF), a molecule
of the epithelium-specific subfamily (E26 transformation-specific (ETS) transcription factor
family), seems to be involved in the regulation of the EMT by activating the ZEB1 pro-
moters [19,20]; however, the involvement of EHF in cancer occurrence and progression
is a very debated issue in the oncological research. Indeed, EHF takes part in the com-
plex molecular network implicated in the modulation of epithelial cell differentiation and
stem-like potential under physiological conditions [21,22]. Sakamoto and colleagues [23]
recently demonstrated that different EHF transcript variants, i.e., EHF-LF and EHF-SE, may
have different impact on the differentiation of epithelial cells, thus promoting or inhibiting
the EMT phenomenon. Specifically, authors found that new point mutations within the
conserved ETS domain of EHF increase the tumour invasion in vivo by abolishing the
native function of EHF protein. This evidence could explain the apparently contradictory
data concerning the role of EHF in cancer progression. In fact, some studies highlight
the protective role of EHF in cancer development, underling its ability to preserve the
epithelial characteristics of cells [24,25], whilst other studies emphasize the impact of EHF
over-expression in EMT-related cancer metastatization [19,26]. The EHF expression was
also investigated in prostate cancer. The main studies concerning the effect of EHF in
prostate cancer cells have been performed by the Prostate Cancer Biology and Experi-
mental Therapeutics groups of the Institute of Oncology Research [27-31]. Among these,
Albino et al. [29] performed in vitro and in vivo investigations in which it has been demon-
strated that EHF influences cancer progression by modulating the IL-6/JAK/STAT3 path-
way in prostate cancer stem cells. In this model, EHF can be considered a molecular factor
capable of inhibiting the expansion of prostate cancer stem cell compartments. However, to
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the best of our knowledge, no studies have been performed about the possible association
between EHF expression and the formation of prostate cancer metastasis by investigating
human biotic samples.

Therefore, starting from these considerations, the main aim of this study was to
investigate the risk of prostate cancer metastasis formation associated with the expression
of EHF in a cohort of bioptic samples.

2. Materials and Methods
2.1. Prostate Samples Collection

In this study 152 consecutive prostate samples were retrospectively collected from
treatment-naive patients (73.06 & 2.53 years; range 64-85 years). At least 16 bioptic speci-
mens were analysed for the histopathological diagnosis. For each patient, the sample with
the highest value of Gleason group (GG) was used for immunohistochemical evaluation of
EHF.

The main anamnestic data were registered, as well as the follow-up concerning the
development of distant metastasis within 5-years of the histological diagnosis.

From each bioptic sample, paraffin serial sections were used for both histological and
immunohistochemical investigations.

This retrospective study was approved by the Institutional Ethical Committee of the
“Policlinico Tor Vergata” (reference number #129.18). Experimental procedures were per-
formed in agreement with The Code of Ethics of the World Medical Association (Declaration
of Helsinki). All patients signed an informed consent prior to surgical procedures.

Surgical samples were formalin-fixed, paraffin-embedded, and haematoxylin and
eosin stained, as previously described [32]. For each cancer lesion, the GG was evaluated.
Histological classification was blindly performed by two pathologists (L.A. and A.M.).
The presence of metastases was detected by imaging diagnostic analyses, such as positron
emission tomography and magnetic resonance imaging.

2.2. Immunohistochemistry

Immunohistochemical analyses were performed to study the expression of EHF in
prostate lesions. Briefly, sections were treated with EDTA citrate pH 7.8 for 30 min at
95 °C for the antigen retrieval [33]. Sections were then incubated for 1 h at room tempera-
ture with the rabbit polyclonal anti-EHF antibody (1:200; ab272671, ABCAM, Cambridge,
CB2 0AX, UK). Washings were performed with PBS/Tween20 pH 7.6. Reactions were
revealed by HRP-DAB Detection Kit (UCS Diagnostic, Rome, Italy). Inmunoreaction was
evaluated as percentage of EHF positive cells.

2.3. Bioinformatics Analysis

Bioinformatics analysis was carried out on the https://tnmplot.com/analysis/ web-
site (accessed date 1 March 2022) by examining data generated by gene arrays from the
Gene Expression Omnibus of the National Center for Biotechnology Information (NCBI-
GEO) [34]. This analysis showed the results of EHF gene expression in “Normal” tissue,
non-metastatic “Tumours”, and “Metastatic” tumours.

2.4. Statistical Analysis

Data were analysed using SPSS version 16.0 (SPSS Inc., Chicago, IL, USA) software.
Continuous variables were expressed as the mean =+ SD or + SE. The Shapiro-Wilk test
was used to statistically assess the normal distribution of the data. Comparisons between
continuous variables were performed using the Bonferroni post hoc test. Categorical data
were analysed using the chi-square test or the Fisher exact test. Linear regression analysis
was used to study the possible association between EHF expression and PSA values. In
order to evaluate the odds ratio of metastases for different percentage of EHF positive
tumour cells, different cut-offs of positivity were tested (30%, 40%, and 50%).


https://tnmplot.com/analysis/

Diagnostics 2022, 12, 800

40f9

In order to evaluate the risk of metastatization of prostate cancer lesions, the PSA
values were subdivided in two group using 10 ng/mL as the cut-off in which patients with
PSA <10 ng/mL had a low risk of disease progression [5]. Similarly, the values of the
histological grading, evaluated in terms of GG, were subdivided into two groups. The first
group included patients with GG1, generally considered to have a favourable prognosis [5],
whilst the other ones included patients with GG > 2.

The odds ratio of metastases for serum PSA, GG scores, and that for different per-
centage of EHF-positive cells was evaluated by logistic regression using the value of EXP
(B), where B represents the logistic coefficient. A 2-tailed p value < 0.05 was considered
statistically significant.

3. Results
3.1. Prostate Lesions Classification

In this study, 152 prostate biopsies were retrospectively collected. All biopsies were
classified according to WHO 2016 [5]. In particular, histological analysis allowed the
biopsies to be classified as follows: 112 prostate acinar adenocarcinomas and 40 benign
prostate hyperplasia (BL), defined as a nonmalignant enlargement of the prostate because
of overgrowth of the epithelium and fibromuscular tissue in the transition zone and peri-
urethral area [5]. According to 5-year follow-up data, the 112 prostate adenocarcinomas
were further subdivided in lesions that developed distant metastasis within 5 years from
the first diagnosis (n = 15; PC+) and lesions that did not develop distant metastasis within
5 years from the first diagnosis (n = 97; PC—). The highest value of GG was used.

According to the GG, lesions were classified as follows: 15.9% GG1 (Gleason score
<6), 9.4% GG2 (Gleason score 3 + 4), 16.5% GG3 (Gleason score 4 + 3), 21.5% GG4
(Gleason score 4 + 4), and 8.1% GGbS (Gleason score > 9). No specific association was
observed between the GG and the occurrence of metastasis. In all patients who underwent
prostatectomy during the follow-up (n = 12), histological analysis confirmed the GG
value of the first diagnosis (i.e., the highest GG value obtained in the biopsies).

3.2. EHF Expression

The expression of EHF was assessed by immunohistochemical analyses. For each
tissue, the percentage of positive epithelial cells (both cancer and benign) was evaluated on
the whole biopsy (Figure 1A-C).
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Figure 1. Inmunohistochemical evaluation of EHF. (A) Graph shows the percentage of EHF-positive
cells in prostate lesions that developed metastasis within 5 years of the first diagnosis (PC+), prostate
lesions that did not develope metastasis within 5 years from the first diagnosis (PC—), and benign
lesions (BL). (B) PC— lesion with EHF-positive cells <30% (arrows). (C) PC+ lesion with EHF-positive
cells >30%. *** p < 0.001.
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As concerns EHF expression, a significant group effect was observed in PC+, PC—, and
BL lesions (one-way ANOVA p < 0.0001) (Figure 1A). Post hoc test (Bonferroni comparisons
test) revealed a significant increase in the percentage of EHF-positive prostate cancer cells
in PC+ (62.9 + 4.4%) as compared with both PC— (26.8 & 2.3%) and BL (4.9 = 1.1%) lesions
(PC+ vs. PC— p <0.0001; PC+ vs. BL p < 0.0001; PC— vs. BL p < 0.0001) (Figure 1A).

Of note is that no significant association was observed by studying the relationship
between EHF expression and the GG (Figure 2A,B). Specifically, neither significant data
distribution (One way ANOVA GG p = 0.548; GG p = 0.735) nor significant differences in
post hoc analysis were observed.
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Figure 2. EHF expression, Gleason group (GG), and bioinformatics analysis. (A) The graph displays
the percentage of EHF-positive cells in prostate cancer lesions classified according to the Gleason
group (GG). (B) EHF gene expression in normal tissue, prostate adenocarcinomas, and prostate
cancers that developed metastatic lesions (metastatic).

3.3. Bioinformatics Analysis

The examination of data generated by NCBI-GEO (https:/ /tnmplot.com/analysis/)
(accessed date 1 March 2022) [34] further supported EHF immunohistochemical data. In-
deed, gene chip data from NCBI-GEO showed a significant increase in EHF gene expression
in prostate cancers (tumour n = 283) and metastatic cancers (Metastatic n = 6) as compared
with prostate-normal tissues (normal n = 106) (p = 3.65 x 10~ !) (Figure 2). Although the
low number of metastatic prostate cancer data collected in NCBI-GEO dataset does not
allow conclusive considerations, an increase in the EHF gene expression was also observed
in the metastatic cancers if compared with tumour ones.

3.4. Risk of Prostate Metastasis Formation

Logistic regression analysis was applied to identify the risk of prostate cancer metasta-
sis formation associated with the GG or the expression of EHF (Table 1(a)).

As concerns the GG, an increase in the risk of prostate metastasis formation was
observed in the GG4 (1.41 95% CI 0.29-6.79) as compared with other GGs (Table 1). Specifi-
cally, GG4 showed an ~8-fold increase in the risk of prostate cancer metastatization with
respect to low grade lesions (GG2 0.19 95% CI 0.02-2.04).

Three cut-offs of EHF-positive prostate cancer cell percentages were tested (30%, 40%,
and 50%) (Table 1). Remarkably, the relative risk of prostate cancer metastasis formation
was exceptionally low for patients with primary lesions characterized by 30% of EHF-
positive prostate cancer cells but considerably increased for value of EHF expression >40%
(Table 1). It is important to underline that over the 40% threshold, the expression of EHF
was related to 40-fold increase in prostate metastasis development risk. Indeed, only 7.1%
of prostate biopsies of PC+ group showed values of EHF-positive cells <40% (Table 1).

Noteworthy, multivariate analysis showed a great risk of prostate cancer metastasis
formation in primary lesions with EHF expression >40%, regardless of both PSA and
GG (Table 1(b)).
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Table 1. SPA, Gleason group, EHF expression, and the risk of prostate metastasis formation.

a
95% CI
ODDs RATIO p
Lower Upper
EHF30 0.381 0.296 0.491 0.001
EHF40 45.043 5.62 361.27 0.001
EHF50 42.000 8.49 207.86 0.001
b
95% CI
ODDs RATIO p
Lower Upper
PSA * 1.40 0.29 6.77 0.67
GG ** 7.31 0.72 74.48 0.09
EHF *** 50.19 5.90 427.12 0.001

*PSA > 10 ng/mL, ** GG > 2, *** EHF > 40%.

4. Discussion

Data here reported EHF as a candidate for an immunohistochemical prognostic
biomarker for prostate cancer metastasis formation, regardless of the GG. Indeed, our
data clearly show that primary lesions with a percentage of EHF-positive cells >40% had a
great risk of developing metastasis within five years from the first diagnosis. Patients with
these lesions have about a 40-fold increased risk of developing metastasis as compared with
patients with prostate lesions characterized by a percentage of EHF-positive cells <30%.

The EHF is a transcription factor of the ETS family that plays a fundamental role in
the molecular network that orchestrates gene expression in the epithelial cells in response
to both endogenous and exogenous stimuli [35]. More generally, the ETS proteins are
transcription factors that exert several biological functions of the epithelium thanks to the
highly conserved DNA-binding domains [35]. As concerns human cancer, these transcrip-
tion factors showed a paradoxical effect in that they can both inhibit and promote cancer
progression [19,36]. Hence, EHF expression has also been associated with both tumour
occurrence/progression and its inhibition. However, to the best of our knowledge, no
studies have been performed about the risk of prostate cancer metastasis formation related
to EHF expression.

To this end, in this study the expression of EHF was evaluated in a cohort of
152 prostate biopsies, including primary prostate cancers that developed metastatic le-
sions (PC+), primary prostate cancers that did not develop metastasis (PC—), and benign
lesions (BL). Noteworthy, our data show a significant increase in the percentage of EHF-
positive cells in PC+ if compared with both PC— and BL, thus suggesting a possible role of
this molecule in prostate cancer progression. It is also interesting to note that no association
between EHF expression and GG has been observed. This evidence allows speculation that
EHF expression could be a prognostic factor regardless of GG, also suggesting that specific
molecular signatures can explain the different metastatic potential of prostate cancer lesions
with similar morphological aspects.

To further strengthen the immunohistochemical data here displayed, a bioinformatics
analysis was carried out on the https://tnmplot.com/analysis/ (accessed date 1 March
2022) [34]. EHF gene expression showed the same trend as the immunohistochemical
data, with an increase in EHF expression in prostate metastatic lesions with respect to both
prostate cancers and benign lesions. The limit of this bioinformatics analysis, as well as for
the immunohistochemical study, is the low number of metastatic lesions included in the
case selection.

As reported above, logistic regression analysis associated the EHF expression in
primary prostate cancer with a risk of developing metastatic lesions within 5 years from
the diagnosis, establishing a threshold value of 40% of positive cells, beyond which the risk
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increases 40-fold. Indeed, just ~7% of prostate cancers that gave rise to metastatic lesions
that showed a percentage of EHF positive cells <40%.

From a biological point of view, these data could be explained by both the presence of
different EHF transcript variants, some of which were associated with EMT occurrence,
and the accumulation of mutations capable of inducing the loss of function of the EHF
protein; under physiological conditions, EHF participates in maintaining the epithelial
characteristics of cells [23].

As concerns the EHF transcript variants, Sakamoto et al. [23] demonstrated that only
EHF-SF variant abrogates ETS1-mediated activation of the ZEB1 promoter by promot-
ing degradation of ETS1 proteins, thereby inhibiting the EMT phenotypes of cancer cells.
Conversely, the EHF-LF variant could favour EMT-related cancer progression by stim-
ulating ZEB1 promoter. According to this hypothesis, the biological link between EHF
expression and the formation of prostate cancer metastasis may be represented by the
EMT phenomenon. In fact, it is known that the EMT makes the epithelial cancer cells able
to invade the surrounding tissues, thus forming distant metastasis [37]. However, it is
important to note that the polyclonal antibody used in this study that recognized different
epitopes of EHF did not discriminate different variants of this molecule. Thus, the observed
expression accounts for all known variants of EHF.

Additionally, data from our study can be explained by assuming the loss of EHF
function due to the accumulation of mutations in its gene [23]. These mutations should
be able of impairing EHF function but not its expression. Similar to what occurs for other
molecules, it is possible to speculate that the EHF loss of function can activate feedback
in which gene expression is strongly stimulated in an effort to re-establish physiological
status. Under these conditions, the loss of the protective role of EHF can be associated with
an increase in its expression, as observed in this study.

It is important to underline that these hypotheses must be confirmed through tran-
scriptomics and molecular biology studies.

5. Conclusions

In the era of precision medicine, the discovery of new prognostic biomarkers capable of
identifying prostate cancer lesions with high metastatic potential represents one of the main
goals of oncological research. Indeed, the early identification of prognostic characteristics
of tumours is essential for establishing better therapeutic approaches.

The results of this study highlight the predictive value of EHF, suggesting its possible
use in the characterization of prostate cancer lesions. Specifically, the evaluation of EHF
expression can significantly improve the management of prostate cancer patients, opti-
mizing diagnostic and therapeutic health procedures, and more important, ameliorating
the patient’s quality of life. Lastly, the possibility of evaluating EHF expression by easily
available techniques, such as immunohistochemistry, allows this prognostic information to
be obtained quickly during histopathological analyses.

Author Contributions: M.S.: conceptualization, methodology, investigation, writing—original draft.
M.M. and R.B. (Rita Bonfiglio): methodology, data curation, writing—review and editing. L.A., N.U.,
EB., E.G, ES,, AD.A. and VM.: methodology, investigation, writing—review and editing. R.B.
(Roberto Bei), E.EA. and O.S.: supervision, writing—review and editing. A.M.: conceptualization,
writing—original draft. All authors have read and agreed to the published version of the manuscript.

Funding: This research received no external funding.

Institutional Review Board Statement: The study protocol was approved by the IRBs of our institu-
tion (reference no. 129.18, 26 July 2018).

Informed Consent Statement: Informed consent was obtained from all subjects involved in the study.
Data Availability Statement: Data will be provided on request.

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



Diagnostics 2022, 12, 800 80f9

References

1.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

Sung, H.; Ferlay, J.; Siegel, R.L.; Laversanne, M.; Soerjomataram, I.; Jemal, A.; Bray, F. Global Cancer Statistics 2020: GLO-BOCAN
Estimates of Incidence and Mortality Worldwide for 36 Cancers in 185 Countries. CA Cancer |. Clin. 2021, 71, 209-249. [CrossRef]
[PubMed]

Epstein, ].I; Egevad, L.; Amin, M.B.; Delahunt, B.; Srigley, J.R.; Humphrey, P.A.; Grading Committee. The 2014 International
Society of urological pathology (ISUP) consensus conference on Gleason grading of prostatic carcinoma: Definition of grading
patterns and proposal for a new grading system. Am. J. Surg. Pathol. 2016, 40, 244-252. [CrossRef] [PubMed]

Beyer, K.; Moris, L.; Lardas, M.; Haire, A.; Barletta, F.; Scuderi, S.; Vradi, E.; Gandaglia, G.; Omar, M.I.; MacLennan, S.; et al.
Diagnostic and prognostic factors in patients with prostate cancer: A systematic review protocol. BMJ Open 2021, 11, e040531.
[CrossRef] [PubMed]

Mottet, N.; Bellmunt, J.; Bolla, M.; Briers, E.; Cumberbatch, M.G.; De Santis, M.; Fossati, N.; Gross, T.; Henry, A.M.; Joniau, S.; et al.
EAU-ESTRO-SIOG Guidelines on Prostate Cancer. Part 1: Screening, Diagnosis, and Local Treatment with Curative Intent. Eur.
Urol. 2017, 71, 618-629. [CrossRef]

Humphrey, P.A.; Moch, H.; Cubilla, A.L.; Ulbright, T.M.; Reuter, V.E. The 2016 WHO Classification of Tumours of the Urinary
System and Male Genital Organs-Part B: Prostate and Bladder Tumours. Eur. Urol. 2016, 70, 106-119. [CrossRef]

Kweldam, C.E; van Leenders, G.J.; van der Kwast, T. Grading of prostate cancer: A work in progress. Histopathology 2019, 74,
146-160. [CrossRef]

Urbano, N.; Scimeca, M.; Tolomeo, A.; Dimiccoli, V.; Bonanno, E.; Schillaci, O. Novel Biological and Molecular Characterization in
Radiopharmaceutical Preclinical Design. J. Clin. Med. 2021, 10, 4850. [CrossRef]

Mapelli, S.N.; Albino, D.; Mello-Grand, M.; Shinde, D.; Scimeca, M.; Bonfiglio, R.; Bonanno, E.; Chiorino, G.; Garcia-Escudero, R.;
Catapano, C.V; et al. A Novel Prostate Cell Type-Specific Gene Signature to Interrogate Prostate Tumor Differentiation Status and
Monitor Therapeutic Response (Running Title: Phenotypic Classification of Prostate Tumors). Cancers 2020, 12, 176. [CrossRef]
Kai, K.; Dittmar, R.; Sen, S. Secretory microRNAs as biomarkers of cancer. Semin. Cell Dev. Biol. 2018, 78, 22-36. [CrossRef]

Hu, D.; Cao, Q.; Tong, M,; Ji, C,; Li, Z.; Huang, W.; Jin, Y; Tong, G.; Wang, Y.; Li, P; et al. A novel defined risk signature based on
pyroptosis-related genes can predict the prognosis of prostate cancer. BMC Med. Genom. 2022, 15, 1-17. [CrossRef]

Tucci, P; Agostini, M.; Grespi, F; Markert, E.K,; Terrinoni, A.; Vousden, K.H.; Muller, PA J.; Dotsch, V.; Kehrloesser, S.; Sayan, B.S.; et al.
Loss of p63 and its microRNA-205 target results in enhanced cell migration and metastasis in prostate cancer. Proc. Natl. Acad. Sci. USA
2012, 109, 15312-15317. [CrossRef] [PubMed]

Scimeca, M.; Bonfiglio, R.; Varone, E; Ciuffa, S.; Mauriello, A.; Bonanno, E. Calcifications in prostate cancer: An active phe-
nomenon mediated by epithelial cells with osteoblast-phenotype. Microsc. Res. Tech. 2018, 81, 745-748. [CrossRef] [PubMed]
Scimeca, M.; Urbano, N.; Rita, B.; Mapelli, S.N.; Catapano, C.V.; Carbone, G.M.; Ciuffa, S.; Tavolozza, M.; Schillaci, O.;
Mauriello, A.; et al. Prostate Osteoblast-Like Cells: A Reliable Prognostic Marker of Bone Metastasis in Prostate Cancer Patients.
Contrast Media Mol. Imaging 2018, 2018, 9840962. [CrossRef] [PubMed]

Parol-Kulczyk, M.; Gzil, A.; Ligmanowska, J.; Grzanka, D. Prognostic significance of SDF-1 chemokine and its receptors CXCR4
and CXCR?Y involved in EMT of prostate cancer. Cytokine 2022, 150, 155778. [CrossRef]

Zheng, Y.; Li, P; Huang, H.; Ye, X.; Chen, W.; Xu, G.; Zhang, F. Androgen receptor regulates elF5A2 expression and promotes
prostate cancer metastasis via EMT. Cell Death Discov. 2021, 7, 1-8. [CrossRef] [PubMed]

Lamouille, S.; Xu, J.; Derynck, R. Molecular mechanisms of epithelial-mesenchymal transition. Nat. Rev. Mol. Cell Biol. 2014, 15,
178-196. [CrossRef] [PubMed]

Georgakopoulos-Soares, I.; Chartoumpekis, D.V.; Kyriazopoulou, V.; Zaravinos, A. EMT Factors and Metabolic Pathways in
Cancer. Front. Oncol. 2020, 10, 499. [CrossRef]

Cho, E.S.; Kang, H.E.; Kim, N.H.; Yook, J.I. Therapeutic implications of cancer epithelial-mesenchymal transition (EMT). Arch.
Pharm. Res. 2019, 42, 14-24. [CrossRef]

Gao, L.; Yang, T.; Zhang, S.; Liang, Y.; Shi, P,; Ren, H.; Hou, P.; Chen, M. EHF enhances malignancy by modulating AKT and
MAPK/ERK signaling in non-small cell lung cancer cells. Oncol. Rep. 2021, 45, 102. [CrossRef]

Gu, M.-L,; Zhou, X.-X,; Ren, M.-T; Shi, K.-D.; Yu, M.-S,; Jiao, W.-R.; Wang, Y.-M.; Zhong, W.-X.; Ji, F. Blockage of ETS homologous
factor inhibits the proliferation and invasion of gastric cancer cells through the c-Met pathway. World J. Gastroenterol. 2020, 26,
7497-7512. [CrossRef]

Luk, LY.; Reehorst, C.M.; Mariadason, ].M. ELF3, ELF5, EHF and SPDEF Transcription Factors in Tissue Homeostasis and Cancer.
Molecules 2018, 23, 2191. [CrossRef]

Zhou, T,; Liu, J.; Xie, Y.; Yuan, S.; Guo, Y.; Bai, W.; Zhao, K,; Jiang, W.; Wang, H.; Wang, H.; et al. ESE3/EHF, a promising target of
rosiglitazone, suppresses pancreatic cancer stemness by down-regulating CXCR4. Gut 2022, 71, 357-371. [CrossRef] [PubMed]
Sakamoto, K.; Endo, K.; Sakamoto, K.; Kayamori, K.; Ehata, S.; Ichikawa, J.; Ando, T.; Nakamura, R.; Kimura, Y.; Yoshizawa, K,; et al.
EHF suppresses cancer pro-gression by inhibiting ETS1-mediated ZEB expression. Oncogenesis 2021, 10, 26. [CrossRef] [PubMed]
Long, Z.; Deng, L.; Li, C.; He, Q.; He, Y,; Hu, X,; Cai, Y.; Gan, Y. Loss of EHF facilitates the development of treatment-induced
neuroendocrine prostate cancer. Cell Death Dis. 2021, 12, 46. [CrossRef] [PubMed]

Reehorst, C.M.; Nightingale, R.; Luk, LY, Jenkins, L.; Koentgen, F; Williams, D.S.; Darido, C.; Tan, F; Anderton, H,;
Chopin, M.; et al. EHF is essential for epidermal and colonic epithelial homeostasis, and suppresses Apc-initiated colonic
tumorigenesis. Development 2021, 148, dev199542. [CrossRef] [PubMed]


http://doi.org/10.3322/caac.21660
http://www.ncbi.nlm.nih.gov/pubmed/33538338
http://doi.org/10.1097/PAS.0000000000000530
http://www.ncbi.nlm.nih.gov/pubmed/26492179
http://doi.org/10.1136/bmjopen-2020-040531
http://www.ncbi.nlm.nih.gov/pubmed/33574142
http://doi.org/10.1016/j.eururo.2016.08.003
http://doi.org/10.1016/j.eururo.2016.02.028
http://doi.org/10.1111/his.13767
http://doi.org/10.3390/jcm10214850
http://doi.org/10.3390/cancers12010176
http://doi.org/10.1016/j.semcdb.2017.12.011
http://doi.org/10.1186/s12920-022-01172-5
http://doi.org/10.1073/pnas.1110977109
http://www.ncbi.nlm.nih.gov/pubmed/22949650
http://doi.org/10.1002/jemt.23031
http://www.ncbi.nlm.nih.gov/pubmed/29633435
http://doi.org/10.1155/2018/9840962
http://www.ncbi.nlm.nih.gov/pubmed/30627063
http://doi.org/10.1016/j.cyto.2021.155778
http://doi.org/10.1038/s41420-021-00764-x
http://www.ncbi.nlm.nih.gov/pubmed/34864817
http://doi.org/10.1038/nrm3758
http://www.ncbi.nlm.nih.gov/pubmed/24556840
http://doi.org/10.3389/fonc.2020.00499
http://doi.org/10.1007/s12272-018-01108-7
http://doi.org/10.3892/or.2021.8053
http://doi.org/10.3748/wjg.v26.i47.7497
http://doi.org/10.3390/molecules23092191
http://doi.org/10.1136/gutjnl-2020-321952
http://www.ncbi.nlm.nih.gov/pubmed/33674341
http://doi.org/10.1038/s41389-021-00313-2
http://www.ncbi.nlm.nih.gov/pubmed/33712555
http://doi.org/10.1038/s41419-020-03326-8
http://www.ncbi.nlm.nih.gov/pubmed/33414441
http://doi.org/10.1242/dev.199542
http://www.ncbi.nlm.nih.gov/pubmed/34180969

Diagnostics 2022, 12, 800 90f9

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

Cheng, Z.; Guo, J.; Chen, L.; Luo, N.; Yang, W.; Qu, X. Knockdown of EHF inhibited the proliferation, invasion and tumor-igenesis
of ovarian cancer cells. Mol. Carcinog. 2016, 55, 1048-1059. [CrossRef]

Dallavalle, C.; Albino, D.; Civenni, G.; Merulla, J.; Ostano, P.; Mello-Grand, M.; Rossi, S.; Losa, M.; D’Ambrosio, G.; Sessa, F.; et al.
MicroRNA-424 impairs ubiquitination to activate STAT3 and promote prostate tumor progression. J. Clin. Investig. 2016, 126,
4585-4602. [CrossRef]

Civenni, G.; Albino, D.; Shinde, D.; Vazquez, R.; Merulla, J.; Kokanovic, A.; Mapelli, S.N.; Carbone, G.M.; Catapano, C.V.
Transcriptional Reprogramming and Novel Therapeutic Approaches for Targeting Prostate Cancer Stem Cells. Front. Oncol. 2019,
9, 385. [CrossRef]

Albino, D.; Civenni, G.; Rossi, S.; Mitra, A.; Catapano, C.V.; Carbone, G.M. The ETS factor ESE3/EHF represses IL-6 pre-venting
STAT3 activation and expansion of the prostate cancer stem-like compartment. Oncotarget 2016, 7, 76756-76768. [CrossRef]
[PubMed]

Albino, D.; Civenni, G.; Dallavalle, C.; Roos, M.; Jahns, H.; Curti, L.; Rossi, S.; Pinton, S.; D’Ambrosio, G.; Sessa, F.; et al. Activation
of the Lin28/let-7 Axis by Loss of ESE3/EHF Promotes a Tumorigenic and Stem-like Phenotype in Prostate Cancer. Cancer Res.
2016, 76, 3629-3643. [CrossRef]

Longoni, N.; Kunderfranco, P; Pellini, S.; Albino, D.; Mello-Grand, M.; Pinton, S.; D’Ambrosio, G.; Sarti, M.; Sessa, F;
Chiorino, G.; et al. Aberrant expression of the neuronal-specific protein DCDC2 promotes malignant pheno-types and is
associated with prostate cancer progression. Oncogene 2013, 32, 2315-2324, 2324.e1-2324.e4. [CrossRef]

Scimeca, M.; Anemona, L.; Granaglia, A.; Bonfiglio, R.; Urbano, N.; Toschi, N.; Santeusanio, G.; Schiaroli, S.; Mauriello, S.;
Tancredi, V.; et al. Plaque calcification is driven by different mechanisms of mineralization associated with specific cardiovascular
risk factors. Nutr. Metab. Cardiovasc. Dis. 2019, 29, 1330-1336. [CrossRef] [PubMed]

Scimeca, M.; Bonfiglio, R.; Urbano, N.; Cerroni, C.; Anemona, L.; Montanaro, M.; Fazi, S.; Schillaci, O.; Mauriello, A.; Bonanno,
E. Programmed death ligand 1 expression in prostate cancer cells is associated with deep changes of the tumor inflammatory
infiltrate composition. Urol. Oncol. Semin. Orig. Investig. 2019, 37, 297.€19-297.e31. [CrossRef] [PubMed]

Bartha, A.; Gy6rffy, B. TNMplot.com: A Web Tool for the Comparison of Gene Expression in Normal, Tumor and Metastatic
Tissues. Int. J. Mol. Sci. 2021, 22, 2622. [CrossRef] [PubMed]

Fossum, S.L.; Mutolo, M.].; Yang, R.; Dang, H.; O'Neal, WK_; Knowles, M.R.; Leir, S.-H.; Harris, A. Ets homologous factor
regulates pathways controlling response to injury in airway epithelial cells. Nucleic Acids Res. 2014, 42, 13588-13598. [CrossRef]
[PubMed]

Zhang, C.; Li, J.; Guo, Y.; Wang, R.; Hua, L.; Gan, D.; Zhu, L.; Ma, P; Yang, J.; Li, H.; et al. Ese-3 Inhibits the Proliferation,
Migration, and Invasion of HaCaT Cells by Downregulating PSIP1 and NUCKS]1. Ann. Clin. Lab. Sci. 2021, 51, 470-486. [PubMed]
Saitoh, M. Involvement of partial EMT in cancer progression. J. Biochem. 2018, 164, 257-264. [CrossRef]


http://doi.org/10.1002/mc.22349
http://doi.org/10.1172/JCI86505
http://doi.org/10.3389/fonc.2019.00385
http://doi.org/10.18632/oncotarget.12525
http://www.ncbi.nlm.nih.gov/pubmed/27732936
http://doi.org/10.1158/0008-5472.CAN-15-2665
http://doi.org/10.1038/onc.2012.245
http://doi.org/10.1016/j.numecd.2019.08.009
http://www.ncbi.nlm.nih.gov/pubmed/31653516
http://doi.org/10.1016/j.urolonc.2019.02.013
http://www.ncbi.nlm.nih.gov/pubmed/30827759
http://doi.org/10.3390/ijms22052622
http://www.ncbi.nlm.nih.gov/pubmed/33807717
http://doi.org/10.1093/nar/gku1146
http://www.ncbi.nlm.nih.gov/pubmed/25414352
http://www.ncbi.nlm.nih.gov/pubmed/34452885
http://doi.org/10.1093/jb/mvy047

	Introduction 
	Materials and Methods 
	Prostate Samples Collection 
	Immunohistochemistry 
	Bioinformatics Analysis 
	Statistical Analysis 

	Results 
	Prostate Lesions Classification 
	EHF Expression 
	Bioinformatics Analysis 
	Risk of Prostate Metastasis Formation 

	Discussion 
	Conclusions 
	References

