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Genetic variant located 
on chromosome 17p12 contributes 
to prostate cancer onset 
and biochemical recurrence
Anca Gabriela Pavel1,2*, Danae Stambouli1, Ismail Gener3,4, Adrian Preda5,6, 
Gabriela Anton2 & Catalin Baston3,5,6

The genetic contribution to prostate cancer (PC) onset and clinical heterogeneity has an important 
impact on the disease stratification accuracy. Despite the fact that radical prostatectomy (RP) is 
an effective treatment for localized PC, a considerable number of individuals develop biochemical 
recurrence (BCR) following surgery. In the present study, we decided to investigate the significance 
of genetic variability in a homogeneous group of Romanian men and to determine if genotyping 
could provide information regarding the possible implications of rs4054823 susceptibility loci in PC 
progression and outcome. A total of 78 samples from both PC and benign prostatic hyperplasia (BPH) 
patients were genotyped. The genotype frequencies were examined to see if there was a link between 
the 17p12 SNP and PC disease. When compared to the BPH group, the PC group had a significantly 
higher frequency of the T risk variant (P = 0.0056) and TT genotype (P = 0.0164). Subsequent analysis 
revealed that the TT genotype had a significantly higher frequency among younger PC patients based 
on their age at diagnosis and that it was related with a greater probability of BCR (P = 0.02). According 
to our findings, the TT genotype appears to be a risk factor for early-onset PC and a potential predictor 
for BCR after RP.

Prostate cancer (PC) (OMIM: 605095) is the second most common malignancy diagnosed among men, with a 
frequency of 29.3% and a mortality rate of 7.6% worldwide1. Moreover, the postoperative recurrence rate after 
radical prostatectomy (RP) remains approximately 20 to 40% within 10 years2. Currently, the prostate-specific 
antigen (PSA) biomarker is commonly used for the screening and detection of PC, but it is also an indicator for 
a number of benign (not cancerous) conditions, such as benign prostatic hyperplasia (BPH) (OMIM: 600082) 
and prostatitis (inflammation of the prostate)3,4. Post-treatment PSA serum levels are also measured for treat-
ment failure identification.

In the case of RP, due to the complete removal of prostatic tissue, serum PSA levels are expected to be low or 
undetectable. Defining specific cutoff values to delineate PSA values after RP has been a subject of debate in a 
series of studies5,6. The European Association of Urology (EAU) and the American Urological Association (AUA) 
have recommended that the biochemical recurrence (BCR) be defined as serum PSA ≥ 0.2 ng/mL followed by a 
second confirmatory test with a PSA level greater than 0.2 ng/mL. However, Liu et al. revealed that because of 
a positive bias in PSA readings in a particular laboratory, patients were being incorrectly diagnosed with recur-
rent disease due to detectable PSA after prostatectomy when their PSA levels were actually undetectable7. To 
overcome the limitations of PSA testing, some studies suggest that genetic adjustment of PSA serum levels is 
needed8. Assessment of genetic risk factors may improve precision in diagnosis of PC. It is possible that in the 
future, particular genetic variants will be included in the screening protocols along with PSA blood tests and 
digital rectal examination, and they could be used as prediction factors for PC prognosis after RP.
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The identification of patients who are at risk for BCR after surgical treatment plays an important role in 
selecting a personalized follow-up strategy to prevent clinical progression and cancer-related death9. Genome-
wide association studies (GWASs) of PC patients and controls have led to the discovery of more than 100 single 
nucleotide polymorphisms (SNPs) that are associated with PC10–17. Furthermore, some of the genetic susceptibil-
ity loci have been shown to be correlated with disease aggressiveness19,28–31,37. By identifying patients with a high 
risk of more aggressive disease in the early stages, it possible to offer them an adjuvant therapy after RP that can 
improve the outcome by decreasing the risk for castration-resistant PC and cancer-specific death18.

This study focuses on a risk variant located on chromosome 17p12, rs4054823 SNP, which has been selected 
for analysis because it is the first reported SNP predisposing to aggressive PC19. The SNP rs4054823 resides in a 
region that is evolutionarily conserved but does not contain any known coding regions. The closest annotated 
gene is HS3ST3A1, a heparan sulfate biosynthetic enzyme that participates as a co-receptor in various growth 
factor families20. Alterations in heparan sulfate regulation have been shown to promote tumor growth and 
metastasis, which would correlate with a more aggressive cancer phenotype21. The aim of this study is to inves-
tigate the relation of 17p12 polymorphism with the onset and progression of PC in a clinical setting in a group 
of Romanian PC patients who underwent RP, as well as to determine whether this SNP can be considered as a 
predictive factor for postoperative BCR.

Results
A total of 78 patients were included in this study. There were 50 (64.1%) patients with PC with a mean age 
65.4 years, as well as 28 (35.9%) patients with BPH with a mean age 70.5 years. All the patients included in PC 
group underwent RP surgery. In all, 4 (8%) men had positive surgical margins (PSM). Of these, only two patients 
experienced BCR following local therapy. Table 1 shows the clinical and pathological data as the mean ± SD or 
number of subjects (percentage) for all patients included in the study.

Table 2 shows the frequency of the rs4054823 SNP alleles and genotypes in patients with PC and BPH. Con-
sidering the CC genotype as the reference, the ORs of CT and TT genotypes for developing PC were statistically 
significant (P < 0.05). The frequency of the rs4054823 TT genotype in PC patients was significantly higher than 
in the BPH group (42% vs. 25%; P = 0.0164). In the PC group, there was a significant difference in frequency 
between the two alleles (C allele 36% and T allele 64%). Therefore, the TT genotype (T allele) could be considered 
a potential risk factor for PC.

We evaluated the association between rs4054823 genotypes and clinical characteristics in the PC group. There 
was no significant association between the risk variant (TT genotype) and the aggressive disease (high PSA serum 
levels, high-grade score, advanced tumor stage, presence of lymph nodes). The results are illustrated in Table 3.

Table 1.   Analytical data of all participants in the study. n: number of subjects. SD: standard deviation. N0: 
there is no evidence of cancer in the regional lymph nodes. N1: cancer has spread to lymph nodes. N/A: not 
applicable. *Significant difference at P < 0.05.

PC, study group
(n = 50) BPH, control group (n = 28) P value

Age at diagnosis, years

Range 55–76 58–91

Mean ± SD 65.4 ± 5.2 70.5 ± 7.2 0.011*

PSA at diagnosis (ng/ml)

Range 4–73 6–16

Mean ± SD 15.0 ± 5.0 11.0 ± 5.0 0.003*

Clinical tumor stage (%) N/A

T1 3 (6)

T2 18 (36)

T3 29 (58)

Lymph nodes (%) N/A

N0 31 (62)

N1 19 (38)

Gleason score (%) N/A

6 1 (2)

7 (3 + 4) 8 (16)

7 (4 + 3) 15 (30)

 ≥ 8 26 (52)

Biochemical recurrence (%) N/A

No 22 (44)

Yes 27 (54)

Unknown 1 (2)
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Table 2.   Genotype and allele frequency of rs4054823 in patients with PC and BPH. OR: odds ratio. CI: 
confidence interval. *Significant difference at P < 0.05.

PC, % BPH, % P value OR, P 95% CI

Genotypes 0.0164*

CC 14 43 1

CT 44 32 4.19, 0.0206 1.24–14.08

TT 42 25 5.14, 0.0112 1.45–18.22

Alleles 0.0056*

C 36 33 1

T 64 23 2.55, 0.0062 1.30–4.98

Table 3.   Association between rs4054823 genotypes and clinicopathological characteristics. Significant 
difference at P < 0.05.

Genotypes

Tumor characteristics
PSA serum levels (%)

P valueLow High

CC 14.2 13.8

0.4706CT 57.1 38.8

TT 28.7 47.4

Genotypes

Gleason grade (%)

P valueLow-grade High-grade

CC 33.3 9.7

0.1736CT 33.3 46.3

TT 33.4 44.0

Genotypes

Tumor stage (%)

P valueEarly Advanced

CC 23.8 6.8

0.2118CT 42.8 44.8

TT 33.4 48.4

Genotypes

Lymph nodes (%)

P valueNegative Positive

CC 19.3 5.2

0.3846CT 38.7 52.6

TT 42.0 42.2

Figure 1.   Differences between age at diagnosis in the PC and BPH groups.
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The analysis revealed that PC patients were significantly younger at the time of diagnosis than individuals 
with BPH (P = 0.011), as shown in Fig. 1. According to age at diagnosis, we separated the cases into three dif-
ferent age groups: 50–59 years, 60–69 years, and ≥ 70 years. Table 4 shows the distribution of PSA serum levels 
according to age at diagnosis of PC. The highest PSA levels registered among all PC patients were found in the 
younger group (age 50–59 years) with a mean of 29.4 ng/ml, while the other two groups had 17.6 ng/ml and 
18.7 ng/ml, respectively.

The mean age at diagnosis was compared for cases and controls. The onset age of PC patients with different 
genotypes varied significantly (P = 0.023). The mean age for patients carrying the TT genotype was significantly 
lower (62.9 ± 5.3 years) than in those with the CT and CC genotypes (66.2 ± 4.6 and 68.6 ± 4.9 years, respectively). 
No difference was observed among the three genotypes in the control group (P = 0.696). The age at diagnosis 
of PC and BPH was compared according to genotype, which showed a significantly higher frequency of the TT 
genotype in the younger PC group (P < 0.05). These results may suggest a possible contribution of the TT risk 
variant to the age at onset of PC (Fig. 2).

We investigated whether 17p12 polymorphism was associated with PC recurrence after RP, which showed a 
significant correlation of the TT genotype with an increased risk for BCR after RP in comparison to the CC and 
CT genotypes (Table 5 and Fig. 3). The distribution of rs4054823 genotypes among PC patients (Fig. 4) showed 
that the most frequent genotype found in the BCR group was the TT variant. In contrast, the group with no recur-
rent disease after RP had a lower frequency of TT genotype compared to the CC and CT genotypes, respectively.

Discussion
Susceptibility to PC has a clear genetic component, as suggested by the approximately two-times higher risk 
among men with a family history of the disease22. Understanding the role of genetic alterations with respect to 
the occurrence and progression of PC to a lethal outcome in some patients has a decisive impact on the detec-
tion and prognosis of this type of cancer23. The recent discovery of various germline PC risk alleles potentially 
opens pathways for refining present predictive models. Although various GWASs have shown that some SNPs 
are associated with PC risk, it remains uncertain whether such genetic variants are also associated with the 

Table 4.   PSA serum levels distribution according to age at diagnosis of PC. SD: standard deviation.

Age PSA ≥ 4 ng/ml PSA, mean ± SD

50–59 years
60–69 years
 ≥ 70 years

7 (14%)
35 (70%)
8 (16%)

29.4 ± 22.4
17.6 ± 10.2
18.7 ± 12.4

Total 50 19.4 ± 13.0

Figure 2.   TT genotype distribution according to age at diagnosis within PC and BPH groups.

Table 5.   Association of 17p12 rs4054823 with BCR. BCR: biochemical recurrence. OR: odds ratio. CI: 
confidence interval. * Significant difference at P < 0.05.

No BCR, % BCR, % OR, P 95% CI

CC 18 10 1

CT 65 42 1.16, 0.7321 0.48–2.76

TT 17 48 5.08, 0.0008* 1.96–13.14

CC versus CT/TT 1.96, 0.4098 0.39–9.79

CC/CT versus TT 4.45, 0.0230* 1.22-16.14
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progression of the disease and whether these risk alleles can also predict the outcome of the PC treatment. Jeffers 
et al. highlighted that the discovery of possible predictors for PC recurrence after RP should facilitate decision 
strategies for post-RP PC disease management24.

There are several studies that have identified numerous genetic variants associated with PC risk and the 
aggressiveness of the disease25–30. In a review on the actual state of PC phenotype and GWASs, Pinto et al. showed 
that even though GWASs provide insight on new genetic information on the aggressive form of PC, there is still 
a need to implement approaches to confirm these findings in independent populations. They suggest that for 
better insight into the genetics of PC, it is important to use GWAS findings in clinical practice by introducing 
genetic testing for early detection of the disease. This would improve the stratification of individuals according 
to PC aggressiveness and the prediction of patient outcomes31.

The present study focused on an SNP located on chromosome 17p12 (rs4054823) that has been associated 
with PC progression and aggressiveness in previous studies19,32. However, these are retrospective studies exam-
ined patients selected from genetic analysis cohorts and frequently included individuals from different ethnic 
groups. In our study, we decided to explore the role of genetic variability in a homogeneous group of Roma-
nian men to determine whether genotyping could provide information regarding the possible implications of 
rs4054823 susceptibility loci in the progression and outcome of PC in a clinical setting.

We reported the results of a case–control study that included the analysis of two groups from the viewpoint 
of a specific SNP, regardless of the effects of other genetic variations. The association between age as a risk factor 
and PC was investigated, and the results revealed that patients with PC were significantly younger than the BPH 
patients. It is known that the prostate gland becomes hyperproliferative in aging men and shows a tendency 
toward carcinoma. In this study, we found that aging is a risk factor for the abnormal growth of prostate tissue, 
which is mainly associated with benign tumors. This suggests that in this instance, the predisposition towards PC 

Figure 3.   Kaplan–Meier survival curves of recurrence-free survival after RP according to 17p12 rs4054823 
genotypes (TT vs CC/CT).

Figure 4.   Distribution of rs4054823 SNP genotypes in cases of PC recurrence.
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was also influenced by other factors, particularly genetic variability. The average age at diagnosis of our tested PC 
group was 65.5 years, which is in agreement with the average age for PC diagnosis in the US (currently 66 years)33.

According to the data distribution in these two groups, we examined the association between rs4054823 
SNP and the overall PC risk. The results showed that patients with PC had a significantly higher frequency of 
the TT genotype and T allele of rs4054823 polymorphism compared to BPH patients. We also found that car-
riers of the homozygous TT genotype had more than five-times higher risk of PC. Similar results were found 
in a previous study conducted by Szulkin et al. on a large nationwide cohort of men treated for localized PC32. 
This study revealed that three of the 23 SNPs tested were associated with PC progression, including rs4054823 
SNP on chromosome 17p12 (P = 0.008). In contrast, another study showed that the difference between TT risk 
genotype and the reference genotypes (CC and CT) of rs4054823 was not statistically significant (P = 0.617), and 
there was no association between PC and the risk variant of rs405482334. Furthermore, a case–control study on 
a Romanian population conducted by Jinga et al. found no significant association between rs4054823 SNP and 
risk for PC (P = 0.226)35.

We also investigated whether the susceptibility loci on chromosome 17p12 also influenced clinicopathologic 
features of the disease. The results showed that the association of homozygous TT genotype and T allele with PSA 
serum levels, high-grade/stage tumor, and nodal invasion was not statistically significant (P > 0.05). Consequently, 
there was no significant association between the high-risk TT genotype and tumor aggressiveness. These results 
are in agreement with some of the earlier studies, which concluded there was no association between established 
PC risk variants and disease aggressiveness28,32,36–38.

The identification of a PSM after RP for PC is used as an indicator for surgical quality. The overall rates of 
PSM are between 6 and 22% in patients with localized PC treated with RP and vary according to disease charac-
teristics, the length of follow-up data, and the surgical technique39–41. Retrospective studies have suggested that 
the presence of PSM is a risk factor for BCR42,43. Based on previous data, longer follow-up data will most likely 
show a higher BCR rate in patients with PSM44. Thus, PSMs have been associated with worse disease outcome in 
several studies, and most investigators consider this parameter as an independent predictor of BCR after RP45. 
Furthermore, previously reported data indicate that the impact of PSM on the risk of metastases or cancer-
specific death might vary according to pathological features, such as the Gleason grade group, local stage, and 
the presence of seminal vesicle invasion or lymph node invasion39,40,46–48.

In the present study, the calculated PSM rate was 8% in patients with PC who underwent RP. The results are 
in line with previous studies40. Due to a small number of patients with PSM, of which only two experienced 
BCR, we could not correlate the presence of PSM with BCR in our group of patients. The influence of rs4054823 
SNP genotypes on the age at diagnosis was examined, and the results revealed that the TT genotype had a higher 
frequency in the younger PC group (age 50–59 years) compared to the other two groups. These findings suggest 
that the T risk allele, particularly the TT genotype, can be associated with early onset of the disease and higher 
risk of PC.

The main challenge in PC care is improving the stratification of at-risk patients and the clinical outcomes. 
In this regard, we investigated whether this PC risk variant may influence the outcome of PC treatment, and we 
found that the TT genotype was significantly associated with the recurrence of PC in the case of RP. These results 
suggest a possible association between the TT genotype and biochemical recurrence of PC after RP, which may 
be of therapeutic significance.

According to GWASs, there are multiple novel loci for predisposition to PC. However, it is uncertain whether 
these SNPs are associated with the overall risk for PC or with recurrence of the disease after surgical treatment. 
Several studies tested whether particular SNPs selected from GWASs are associated with biochemical recurrence 
of PC and assessed the risk for metastatic disease. Gallagher et al. showed that rs61752561 in KLK3 and rs2735839 
in the KLK2-KLK3 intergenic region were strongly associated with PC-specific survival and that rs10486567 in 
the 7JAZF1 gene was associated with BCR49. Ahn and colleagues studied the association between susceptibility 
loci and PC progression and recurrence, which revealed that SNPs in MSMB and 8q24 are associated with risk 
for metastatic PC, but they could not link any of this SNPs with the PC recurrence50.

Yajun et al. aimed to identify potential genes associated with PC recurrence following RP by using a compre-
hensive bioinformatic analysis of differentially expressed genes. The results of the analysis revealed that there are 
several crucial genes that may participate in PC recurrence51. Other studies regarding the association of genetic 
variants and the prostate-specific antigen recurrence disclosed that common SNPs that were corelated with 
tumor aggressiveness and disease progression can also be used to predict BCR in PC patients receiving RP52–54.

To our knowledge, the association of the rs4054823 genetic variant located on chromosome 17p12 and PC 
recurrence has not been evaluated previously. This study provides evidence that apart from the implication in 
the PC progression, the rs4054823 SNP can also be considered a potential risk factor for PC recurrence after RP. 
In the future, the genotyping of particular genetic variants might lead to a better stratification of PC patients, 
which could improve therapeutic strategies in patients with a high risk of recurrence.

There are several strengths to this study. The data used for the analysis were collected from a homogene-
ous group of Romanian patients in a clinical setting, and the results obtained were used to determine whether 
genotyping could provide information regarding the possible implications of rs4054823 susceptibility loci in 
the progression and outcome of PC. Nevertheless, the study had some limitations. The sample size was relatively 
small, and we had no information regarding family history or environmental factors that increase the risk for 
PC. The modest sample size, particularly when stratifying by age, limits our conclusions. However, our results 
could serve as a starting point for future investigations regarding the prevalence and clinical implications of 
germline variants for PC management.

Another limitation of our study could be related to the characteristics of the control group. Patients included 
in the control group were diagnosed and treated for BPH according to current urological guidelines (EAU and 
AUA). The clinical examination of the prostate based on DRE and serum PSA levels at the time of diagnosis did 
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not indicate the presence of PC. Moreover, the postoperative histopathological result did not show any elements 
of malignancy or relapse of the disease during the periodic follow-up. Nevertheless, the risk for the presence of 
PC in the unsampled prostate of BPH patients cannot be excluded.

In summary, we have provided further evidence that the rs4054823 risk polymorphism located on chromo-
some 17p12 may be linked to PC. Our findings suggest that the TT genotype can be considered a potential risk 
factor for the onset of PC at a younger age. Moreover, our results suggest that the TT genotype is a potential risk 
factor for the biochemical recurrence of PC after RP. However, due to the limitations of our study, the results 
need to be confirmed by further molecular studies on larger cohorts. Finding the optimal treatment plan for PC 
patients, especially those with recurrent disease, represents a clinical challenge. Therefore, in addition to poten-
tial clinical benefits, identification of inherited genetic variants associated with PC progression and outcome 
may extend our knowledge regarding the underlying cause PC, providing insight into possible preventive and 
therapeutic targets.

Materials and methods
Study subjects.  Peripheral blood samples were collected from 78 patients in tubes containing ethylene 
diamine tetra acetic acid (EDTA). Of the 78 patients, 50 had been diagnosed with PC, and 28 patients had 
been diagnosed with BPH. The patients were selected between 2014 and 2016 from the Fundeni Clinical Insti-
tute, Bucharest, ROU. The patients were divided into two groups to determine whether there is an association 
between 17p12 SNP rs4054823 and prostate carcinoma. The PC patients were the study group, and patients 
diagnosed with BPH were considered as the control group.

The diagnosis of prostate carcinoma was confirmed by clinical and laboratory examination. To determine 
whether the rs4054823 risk genotype can influence the age of PC onset, we divided the patients into three differ-
ent age groups: 50–59 years, 60–69 years, and ≥ 70 years. To assess disease progression after RP, PSA was deter-
mined for all PC patients who underwent surgery. The measurements were performed at 1, 3, 6, 9, and 12 months 
after surgery. All cases that had a rising serum PSA level greater than 0.2 ng/mL followed by confirmatory PSA 
were considered for recurrent disease.

The study has been approved by the Ethics Committee of the Fundeni Clinical Institute (Bucharest, Romania) 
and was performed in accordance with the Declaration of Helsinki. Written informed consent was obtained from 
all participants before sample collection. All methods were performed in accordance with relevant guidelines 
and regulations. Standard protocols were followed to ensure the confidentiality of personal data.

Genotyping.  Germline DNA from the PC patients and the control group was isolated from whole blood 
samples using the Wizard Genomic DNA Purification Kit (Promega, Madison, WI). The DNA quantity was 
determined using a Qubit 3.0 Fluorometer (Thermo Fisher Scientific, Carlsbad, CA). Post-extraction quality 
control was performed using spectrophotometry and 1% agarose gel.

Genotyping of the rs4054823 C/T polymorphism located on chromosome 17p12 was performed by allelic 
discrimination with Taqman 5’-nuclease assays (Thermo Fisher Scientific, Carlsbad, CA) according to the manu-
facturer’s recommended protocols. The reaction was carried out in a 10-µl final volume containing 1–5 ng of 
each purified gDNA sample on a StepOne Real-Time PCR system (Thermo Fisher Scientific, Carlsbad, CA). 
The following thermal cycling conditions were used: an initial step at 95 °C for 10 min, followed by 40 cycles of 
15 s at 95 °C and 1 min at 60 °C. The obtained data were analyzed using the automated SNP genotype calling 
available with the StepOne system software.

Statistical analysis.  Clinical data are presented as the mean ± standard deviation (SD) for continuous vari-
ables and as numbers and percentages for categorical variables. The Mann–Whitney U test was used to compare 
differences between the two groups (PC and BPH) according to age at diagnosis. Allelic and genotype frequen-
cies in the cases and controls were calculated and tested through Fisher’s exact test. Correspondingly, other 
analysis was conducted by comparing age at diagnosis for the TT risk-genotype.

The mean age at diagnosis was compared for both PC and BPH groups according to genotypes using an 
ANOVA test. Fisher’s exact test was used to evaluate the frequency distribution of risk alleles and genotypes in 
relation to clinico-pathological features (nodal invasion, tumor stage, PSA serum levels, and Gleason score). 
Logistic regression was used to evaluate the diagnostic and prognostic value of the TT genotype in relation to 
clinic-pathological parameters. The significance of the rs4054823 SNP genotype as a predictor for BCR was 
determined using Kaplan–Meier analysis. Odds ratios (ORs) were estimated as a measure of relative risk of PC 
with their 95% confidence intervals (CIs).

In all analyses, a two-tailed P values of less than 0.05 were considered as statistically significant. GraphPad 
Prism 9 software was used for all statistical analyses of data. Furthermore, power analysis was performed with 
G*Power 3.1 software. A post-hoc method was used. Given a significance level of 0.05 and sample sizes of 50 
PC patients and 28 BPH patients, the calculated effect size was 0.86, and the power of the study was found to 
be more than 80%.

Ethics approval and consent to participate.  The present study was approved by the Ethics Committee 
of the Fundeni Clinical Institute (Bucharest, Romania). All participants provided written informed consent.

Data availability
All data generated or analyzed during this study are available from the corresponding author on reasonable 
request.



8

Vol:.(1234567890)

Scientific Reports |         (2022) 12:4546  | https://doi.org/10.1038/s41598-022-08472-x

www.nature.com/scientificreports/

Received: 13 August 2021; Accepted: 7 March 2022

References
	 1.	 Bray, F. et al. Global cancer statistics: GLOBOCAN estimates of incidence and mortality worldwide for 36 cancers in 185 countries. 

CA Cancer J. Clin. 68(6), 394–424 (2018).
	 2.	 Han, M. et al. Biochemical (prostate specific antigen) recurrence probability following radical prostatectomy for clinically localized 

prostate cancer. J. Urol. 169, 517–523 (2003).
	 3.	 Loeb, S. & Catalona, W. J. PSA screening: pro. Curr. Opin. Urol. 20, 185 (2010).
	 4.	 Nadler, R. B., Humphrey, P. A., Smith, D. S., Catalona, W. J. & Ratliff, T. L. Effect of inflammation and benign prostatic hyperplasia 

on elevated serum prostate specific antigen levels. J. Urol. 154(2), 407–413 (1995).
	 5.	 Cookson, M. S. et al. Variation in the definition of biochemical recurrence in patients treated for localized prostate cancer: the 

American urological association prostate guidelines for localized prostate cancer update panel report and recommendations for 
a standard in the reporting of surgical outcomes. J. Urol. 177, 540–545 (2007).

	 6.	 Cornford, P. et al. EAU-ESTRO-SIOG guidelines on prostate cancer. Part II: Treatment of relapsing, metastatic, and castration-
resistant prostate cancer. Eur. Urol. 71, 630–642 (2017).

	 7.	 Liu, J., Tan, C. H., Badrick, T. & Loh, T. P. Moving sum of number of positive patient result as a quality control tool. Clin. Chem. 
Lab. Med. 55, 1709–1714 (2017).

	 8.	 Gudmundsson, J. et al. Genetic correction of PSA values using sequence variants associated with PSA levels. Sci. Transl. Med. 2, 
62ra92 (2010).

	 9.	 Venclovas, Z., Jievaltas, M. & Milonas, D. Significance of time until psa recurrence after radical prostatectomy without neo-or 
adjuvant treatment to clinical progression and cancer-related death in high-risk prostate cancer patients. Front. Oncol. 9, 1286 
(2019).

	10.	 Amundadottir, L. T. et al. A common variant associated with prostate cancer in European and African populations. Nat. Genet. 
38, 652–658 (2006).

	11.	 Yeager, M. et al. Genome-wide association study of prostate cancer identifies a second risk locus at 8q24. Nat. Genet. 39, 645–649 
(2007).

	12.	 Eeles, R. A. et al. Multiple newly identified loci associated with prostate cancer susceptibility. Nat. Genet. 40, 316–321 (2008).
	13.	 Gudmundsson, J. et al. Genome-wide association and replication studies identify four variants associated with prostate cancer 

susceptibility. Nat. Genet. 41, 1122–1126 (2009).
	14.	 Choudhury, A. D. et al. The role of genetic markers in the management of prostate cancer. Eur. Urol. 62, 577–587 (2012).
	15.	 Eeles, R. A. et al. Identification of 23 new prostate cancer susceptibility loci using the iCOGS custom genotyping array. Nat. Genet. 

45, 385–391 (2013).
	16.	 Al Olama, A. A. et al. A meta-analysis of 87,040 individuals identifies 23 new susceptibility loci for prostate cancer. Nat. Genet. 

46, 1103–1109 (2014).
	17.	 Eeles, R. et al. The genetic epidemiology of prostate cancer and its clinical implications. Nat. Rev. Urol. 11(1), 18 (2014).
	18.	 Matsumoto, K. et al. Type of patients in whom biochemical recurrence after radical prostatectomy can be observed without salvage 

therapy. World J. Urol. 38(7), 1749–1756 (2020).
	19.	 Xu, J. et al. Inherited genetic variant predisposes to aggressive but not indolent prostate cancer. Proc. Natl. Acad. Sci. USA 107, 

2136–2140 (2010).
	20.	 Cooperberg, M. R., Broering, J. M. & Carroll, P. R. Risk assessment for prostate cancer metastasis and mortality at the time of 

diagnosis. J. Natl. Cancer Inst. 101(12), 878–887 (2009).
	21.	 Sanderson, R. D. et al. Enzymatic remodeling of heparan sulfate proteoglycans within the tumor microenvironment: growth 

regulation and the prospect of new cancer therapies. J. Cell. Biochem. 96(5), 897–905 (2005).
	22.	 Johns, L. E. & Houlston, R. S. A systematic review and meta-analysis of familial prostate cancer risk. BJU Int. 91(9), 789–794 (2003).
	23.	 Krušlin, B. et al. Genetics of Prostate Carcinoma. Acta Med. Acad. 50(1), 71 (2021).
	24.	 Jeffers, A. et al. Predicting prostate cancer recurrence after radical prostatectomy. Prostate 77(3), 291–298 (2017).
	25.	 Pavel, A. G. et al. Influences of angiotensin I-converting enzyme gene insertion/deletion polymorphism on prostate cancer risk 

in Romania. Rom. Biotechnol. Lett. 24(6), 1043–1049 (2019).
	26.	 Schumacher, F. R. et al. Association analyses of more than 140,000 men identify 63 new prostate cancer susceptibility loci. Nat. 

Genet. 50(7), 928 (2018).
	27.	 Kar, S. P. et al. Genome-wide meta-analyses of breast, ovarian, and prostate cancer association studies identify multiple new 

susceptibility loci shared by at least two cancer types. Cancer Discov. 6(9), 1052–1067 (2016).
	28.	 Helfand, B. T., Kan, D., Modi, P. & Catalona, W. J. Prostate cancer risk alleles significantly improve disease detection and are associ-

ated with aggressive features in patients with a “normal” prostate specific antigen and digital rectal examination. Prostate 71(4), 
394–402 (2011).

	29.	 Pomerantz, M. M. et al. Association of prostate cancer risk loci with disease aggressiveness and prostate cancer–specific mortality. 
Cancer Prev. Res. 4(5), 719–728 (2011).

	30.	 Helfand, B. T. et al. Associations of prostate cancer risk variants with disease aggressiveness: results of the NCI-SPORE Genetics 
Working Group analysis of 18,343 cases. Hum. Genet. 134(4), 439–450 (2015).

	31.	 Pinto, A. R., Silva, J., Pinto, R. & Medeiros, R. Aggressive prostate cancer phenotype and genome-wide association studies: where 
are we now?. Pharmacogenomics 21(7), 487–503 (2020).

	32.	 Szulkin, R. et al. Prostate cancer risk variants are not associated with disease progression. Prostate 72(1), 30–39 (2012).
	33.	 Howlader, N., Noone, A. M., Krapcho, M., Miller, D., Bishop, K., Altekruse, S. F., Kosary, C. L., Yu, M., Ruhl, J., Tatalovich, Z., 

Cronin, K. A. (eds): SEER Cancer Statistics Review, 1975–2013, National Cancer Institute. Bethesda, MD, https://​seer.​cancer.​gov/​
archi​ve/​csr/​1975_​2013/, based on November 2015 SEER data submission, posted to the SEER web site, April 2016.

	34.	 Cornu, J. N. et al. Impact of genotyping on outcome of prostatic biopsies: a multicenter prospective study. Mol. Med. 17(5–6), 
473–477 (2011).

	35.	 Jinga, V. et al. Replication study of 34 common SNPs associated with prostate cancer in the Romanian population. J. Cell. Mol. 
Med. 20(4), 594–600 (2016).

	36.	 Kader, A. K. et al. Individual and cumulative effect of prostate cancer risk-associated variants on clinicopathologic variables in 
5,895 prostate cancer patients. Prostate 69(11), 1195–1205 (2009).

	37.	 Cussenot, O. et al. Effect of genetic variability within 8q24 on aggressiveness patterns at diagnosis and familial status of prostate 
cancer. Clin. Cancer Res. 14(17), 5635–5639 (2008).

	38.	 Cheng, I. et al. Prostate cancer susceptibility variants confer increased risk of disease progression. Cancer Epidemiol. Biomark. 
Prev. 19(9), 2124–2132 (2010).

	39.	 Martini, A. et al. Development and internal validation of a side-specific, multiparametric magnetic resonance imaging-based 
nomogram for the prediction of extracapsular extension of prostate cancer. BJU Int. 122, 1025–1033 (2018).

	40.	 Sooriakumaran, P., Dev, H. S., Skarecky, D. & Ahlering, T. The importance of surgical margins in prostate cancer. J. Surg. Oncol. 
113, 310–315 (2016).

https://seer.cancer.gov/archive/csr/1975_2013/
https://seer.cancer.gov/archive/csr/1975_2013/


9

Vol.:(0123456789)

Scientific Reports |         (2022) 12:4546  | https://doi.org/10.1038/s41598-022-08472-x

www.nature.com/scientificreports/

	41.	 Thompson, J. E. et al. Superior quality of life and improved surgical margins are achievable with robotic radical prostatectomy 
after a long learning curve: a prospective single surgeon study of 1552 consecutive cases. Eur. Urol. 65, 521–531 (2014).

	42.	 Karakiewicz, P. I. et al. Prognostic impact of positive surgical margins in surgically treated prostate cancer: multi-institutional 
assessment of 5831 patients. Urology 66, 1245–1250 (2005).

	43.	 Ochiai, A., Sotelo, T., Troncoso, P., Bhadkamkar, V. & Babaian, R. J. Natural history of biochemical progression after radical pros-
tatectomy based on length of a positive margin. Urology 71, 308–312 (2008).

	44.	 Sachdeva, A. et al. Positive surgical margins and biochemical recurrence following minimally-invasive radical prostatectomy—an 
analysis of outcomes from a UK tertiary referral center. BMC Urol. 17, 91 (2017).

	45.	 Pfitzenmaier, J. et al. Positive surgical margins after radical prostatectomy: do they have an impact on biochemical or clinical 
progression?. BJU Int. 102, 1413–1418 (2008).

	46.	 Stephenson, A. J. et al. Do margins matter? The influence of positive surgical margins on prostate cancer-specific mortality. Eur. 
Urol. 65, 675–680 (2014).

	47.	 Mauermann, J. et al. The impact of solitary and multiple positive surgical margins on hard clinical end points in 1712 adjuvant 
treatment-naive pT2-4 N0 radical prostatectomy patients. Eur. Urol. 64, 19–25 (2013).

	48.	 Martini, A. et al. Defining clinically meaningful positive surgical margins in patients undergoing radical prostatectomy for localised 
prostate cancer. Eur. Urol. Oncol. 4(1), 42–48 (2021).

	49.	 Gallagher, D. J. et al. Susceptibility loci associated with prostate cancer progression and mortality. Clin. Cancer Res. 16(10), 
2819–2832 (2010).

	50.	 Ahn, J. et al. Prostate cancer predisposition loci and risk of metastatic disease and prostate cancer recurrence. Clin. Cancer Res. 
17(5), 1075–1081 (2011).

	51.	 Yajun, C., Yuan, T., Zhong, W. & Bin, X. Investigation of the molecular mechanisms underlying postoperative recurrence in prostate 
cancer by gene expression profiling. Exp. Ther. Med. 15(1), 761–768 (2018).

	52.	 Huang, S. P. et al. Prognostic significance of prostate cancer susceptibility variants on prostate-specific antigen recurrence after 
radical prostatectomy. Cancer Epidemiol. Biomark. Prev. 18(11), 3068–3074 (2009).

	53.	 Huang, C. Y. et al. Genetic variants in the Hippo pathway predict biochemical recurrence after radical prostatectomy for localized 
prostate cancer. Sci. Rep. 5, 8556 (2015).

	54.	 Bao, B. Y. et al. Genetic variants in ultraconserved regions associate with prostate cancer recurrence and survival. Sci. Rep. 6(1), 
1–8 (2016).

Author contributions
A.G.P. contributed to the study design, protocol development, data collection and analysis, manuscript writing/
editing. D.S. offered scientific support. I.G. contributed to data collection, manuscript revision. A.P. and C.B. 
contributed equally to this work. A.P. organized the database, data collection, manuscript revision. C.B. contrib-
uted to data analysis, manuscript writing/editing. G.A. worked on the protocol and revised the manuscript. All 
authors have performed data analyses, reviewed and approved the final manuscript for publication.

Funding
This work was supported by the Partnerships in Priority Domains program – PN II, implemented with the sup-
port of MEN – UEFISCDI (PN-II-PT-PCCA-2013-4-1851).

Competing interests 
The authors declare no competing interests.

Additional information
Correspondence and requests for materials should be addressed to A.G.P.

Reprints and permissions information is available at www.nature.com/reprints.

Publisher’s note  Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access   This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http://​creat​iveco​mmons.​org/​licen​ses/​by/4.​0/.

© The Author(s) 2022

www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Genetic variant located on chromosome 17p12 contributes to prostate cancer onset and biochemical recurrence
	Results
	Discussion
	Materials and methods
	Study subjects. 
	Genotyping. 
	Statistical analysis. 
	Ethics approval and consent to participate. 

	References


