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Abstract: Prostate cancer (PCa) is a common type of cancer worldwide. The incidence of PCa increases with age and it is 
the most common malignant tumor in men. Tissue biopsy and the serum prostate-specific antigen are still the standards for 
diagnosing suspected PCa. Long non-coding RNA (lncRNA) contributes to the progression of PCa by recruiting transcrip-
tional regulators. We utilized high-throughput sequencing data and bioinformatics analysis to identify specifically expressed 
lncRNAs in PCa and filtered out three specific lncRNAs for further analysis: AC077690.1, AL049874.3 and AP001037.1. 
We constructed a lncRNA regulatory network and used differentially expressed mRNA interactions to predict the functions 
of the selected lncRNAs. Functional enrichment analysis and PCR verification of these three lncRNAs revealed that they 
were closely related to well-known PI3K-Akt-mTOR and the forkhead box protein (FOXO) signaling pathways involved 
in PCa. By understanding the related interactions between these molecules and signaling pathways, the lncRNAs could be 
potential candidates for therapeutic targets in PCa.
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INTRODUCTION

Prostate cancer (PCa) is the fifth leading cause of male 
cancer deaths worldwide, with about 360,000 deaths 
annually. PCa is a hormone-related cancer in which ste-
roid androgen hormones play key roles in the progres-
sion and treatment [1]. Androgen deprivation therapy 
(ADT) is the first line of treatment to suppress cancer 
growth; it functions by inhibiting male hormone tes-
tosterone production and preventing it from reaching 
PCa cells. ADT can lead to apoptosis of PCa, suggesting 
that lipid-related metabolism functions in PCa carcino-
genesis and progression [2]. Castration-resistant pros-
tate cancer (CRPCa) occurs in 10-20% of PCa patients 

undergoing ADT [3,4], which is an incurable stage of 
PCa. About 90% of CRPCa patients develop metasta-
ses mainly in the skeleton [5]. The PI3K-AKT-mTOR 
signaling pathway is a signal transduction pathway that 
has evolved into an essential regulator of catabolic and 
anabolic processes in CRPCa. It provides a critical 
connection between nutrients and growth factors for 
a variety of vital cellular processes, including protein 
synthesis, proliferation, survival, differentiation and 
metabolism [6]. Recent discoveries indicate that con-
nections between the PI3K-AKT-mTOR pathway and 
cell signaling cascades promote cancer progression, 
with the imbalance leading to a failure of patients to 
respond to ADT [7]. The exact regulatory mechanism 
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between the PI3K-AKT-mTOR and FOXO signaling 
pathways in PCa is unclear. The FOXO subfamily of 
forkhead transcription factors affects cell fate. The most 
important pathway interacting with FOXO in different 
types of cancers is the PI3K-AKT pathway. This family 
can be tumor suppressors in a wide range of cancers [8]; 
thus, it is meaningful to explore the molecules active in 
these pathways for potentially improving the diagnosis 
and treatment of PCa.

LncRNAs are RNA transcripts with lengths longer 
than 200 bp [9]. LncRNAs rarely encode proteins, but 
some studies have found that the small upstream open 
reading frames (ORFs) in lncRNAs possess a coding 
potential [10]. In PCa, lncRNAs can function by re-
cruiting transcriptional regulators serving as decoys 
or inhibitors, and by contributing to PCa progression 
[11]. PCa noncoding RNA 1 (PRNCR1) has been re-
ported as a tumor-risk lncRNA that contains single-
nucleotide polymorphisms (SNPs) associated with the 
risk of developing PCa [12]; it is upregulated in PCa 
and prostatic neoplasia cells [13]. PRNCR1 attenu-
ates cell viability and activity of the androgen receptor 
(AR) when knocked down [13]. The majority of iden-
tified PCa-associated lncRNAs are overexpressed; they 
have oncogenic roles and promote tumor growth [13]. 
Prostate cancer associated transcript 19 (PCAT19) is 
a well-known lncRNA whose expression is associated 
with a poor prognosis [14]. The SNP in the promoter 
of the PCAT19 long isoform increases its expression, 
leading to cellular proliferation and migration [14]. 
Highly upregulated in liver cancer (HULC) was an-
other poor prognosis-related lncRNA, the high ex-
pression of HULC promotes PCa progression by regu-
lating epithelial-mesenchymal transition [15]. These 
studies revealed that lncRNAs are involved in different 
molecular processes involved in PCa. Different PCa 
tumor tissue samples and analysis methods will always 
have different lncRNA targets, thus the validation in 
additional samples is needed. PCR validation is an ap-
propriate experimental method to prove the accuracy 
of the results. Although there have been many studies 
on the clinical value of lncRNAs in the diagnosis and 
prognosis of PCa, the exact function and mechanism 
need to be further explored.

In our previous research, we sequenced six sets of 
RNA-seq obtained from four PCa tissues and two adja-
cent normal tissues from two patients [16]. Comparing 

sequencing data, we obtained differentially expressed 
lncRNAs. Two of the top ten differentially expressed 
lncRNAs were associated with prostate cancer, in-
cluding HULC and PCAT19. In this research, we also 
discovered three lncRNAs that were associated with 
prostate cancer – they are AC077690.1, AL049874.3 
and AP001037.1. After searching the lncRNA interac-
tion database, we observed that the screened lncRNAs 
interact with cancer-related miRNAs and proteins such 
as argonaute RISC catalytic component 2 (Ago2) and 
autophagy-related 7 (ATG7). The downregulation of 
dicer and Ago2 is related to cell proliferation and apop-
tosis in PCa [17]. ATG7 can cooperate with the loss 
of phosphatase and tensin homolog (PTEN) to drive 
PCa [18]. The well-known miRNAs include miR-203, 
miR-370 and miR-216. Among them, miR-203 has an 
antimetastatic effect, and it affects the epithelial-to-
mesenchymal transition (EMT) in PCa [19]. In the 
present work, we performed enrichment analysis 
and PCR verification and established that the three 
lncRNAs are enriched in PCa-related pathways, in-
cluding the PI3K-AKT-mTOR and FOXO pathways.

MATERIALS AND METHODS

Patients and samples

This work was approved by the Beijing Hospital Ethics 
Committee (2022BJYYEC-052-01). No patients had 
undergone hormonal therapy prior to surgery. For 
sequencing samples, two pairs of PCa tissues and ad-
jacent tissues were obtained from surgical samples. 
The RNA library’s detailed sample information and 
construction were described in our previous research 
[16]. For quantitative real-time polymerase chain 
reaction(qRT-PCR), 10 pairs of PCa tissues and ad-
jacent normal tissues with Gleason scores of 7 were 
obtained from the Department of Pathology of Beijing 
Hospital. All tissues were fixed in phosphate-buffered 
formalin, dehydrated with ethanol, and embedded in 
paraffin. The malignant status and Gleason score were 
obtained for these samples by histological analysis.

Quality control and mapping of sequencing data

The quality of the FASTQ data of RNA-seq was eval-
uated using FASTQC. Some reads were mixed with 
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adapters, and Trimmomatic [20] was used to filter 
these sequences; reads with lengths of less than 28 
were dropped. The read quality was filtered through 
a 4-base sliding window with an average quality 
threshold of 15. After the reads passed the sequence 
quality tests, the filtered reads were mapped to the 
human (GRCh38.p13) genome [21] using the aligner 
software STAR [22] with the parameter ‘--chimSeg-
mentMin 10’. For differentially expressed lncRNA, the 
fragments per kilobase of exon per million mapped 
fragments (FPKM) was calculated. The lncRNA with 
a fold-change>2 or a fold-change<0.5 was considered 
as differentially expressed.

Bioinformatics analysis of lncRNAs

All the interaction binding sites between lncRNAs 
and other molecules were downloaded from NPInter 
[23] and RISE [24]. We identified the function of 
the predicted miRNAs by manual literature mining. 
Cytoscape [25] was used to build a network between 
lncRNAs and other molecules. For differentially ex-
pressed mRNAs, we chose featureCounts [26] to quan-
tify read counts for each gene. Based on the paired-
end data, ‘requireBothEndsMapped = TRUE’ and 
‘isPairedEnd = TRUE’ were set additionally. Then we 
calculated the normalized expression levels in FPKM 
by using the DGEList and RPKM, which was made for 
single-end RNA-seq where every read corresponded 
to a single fragment that was sequenced from edgeR 
[27]. The volcano plot was drawn by ggplot2 and the 
heatmap was drawn using the R package.

Functional enrichment analysis

The lncRNA-related mRNAs were filtered with 
Pearson’s correlation coefficient >0.8. The circular 
RNA (circRNA)-related mRNA list was analyzed us-
ing the functional enrichment tool David [28]. The 
pathways were drawn using ggplot2 in the R language.

RNA extraction and qRT-PCR

A total of 10 PCa tissues and 10 adjacent normal tissue 
samples were prepared. RNA was extracted from three 
10-μm formalin-fixed paraffin-embedded (FFPE) sec-
tions per sample. Paraffin was removed by xylene ex-
traction followed by washing with ethanol. RNA was 

isolated from the sectioned tissue blocks using the pu-
rification kit, total RNA was extracted, and RNA was 
subjected to DNase I (Invitrogen, AM2222) treatment. 
The qRT-PCR was performed using the TransScript II 
Green One-Step qRT-PCR SuperMix kit (TransGen 
Biotech, China, AQ311-01) with 100 ng RNA as a 
template in a 20-μL reaction volume on an ABI 7500 
real-time cycler (Qiagen, Germany).

PCR cycling was performed as follows: one cycle 
at 95°C for 10 min, 95°C for 20 s, and 40 cycles at 
60°C for 45 s. The threshold cycle for a given am-
plification curve during RT-PCR occurs at the 
point where the fluorescent signal grows beyond a 
specified fluorescence threshold setting. The re-
sults were normalized with β-actin, and the rela-
tive RNA expression was calculated by the 2-ΔΔCt 
method. To evaluate the statistical significance of 
PCR data, the paired sample t-test was used. The 
AC077690.1 primer sequences were as follows: left 
primer 5'-TTTCTAGCCCTGCATGCTTT-3'; right 
primer 5'-GTGGGTGAATGTGGGGTTAG-3'. The 
AL049874.3 primer sequences were as follows: left 
primer 5'-GTCCTGTTGGTCCATTTGCT-3'; right 
primer 5'-TTAGCTGCCATGAATGTTGC-3'. The 
AP001037.1 primer sequences were as follows: left 
primer 5'-TGAGCATCTCCTGACACCAG-3'; right 
primer 5'-CCACCCATCTGTAGGGCTAA-3'.

RESULTS

Differentially expressed lncRNAs in PCa

Due to the small sample size of PCa RNA-seq data, 
the P value was not considered in the initial differ-
ential lncRNAs screening (Fig. 1A). Bioinformatics 
analysis of the sequencing data indicated that a total 
of 2,375 differentially expressed lncRNAs could be 
filtered out according to the fold change (Fig. 1B). 
According to this result, the top ten upregulated 
lncRNAs were selected for further analysis. They 
were LINC02376, HULC, FAM197Y7, LINC00668, 
AC077690.1, MIR2052HG, PCAT19, AL049874.3, 
AP001037.1 and FAM197Y6. The lncRNA HULC 
and PCAT19 are well-known lncRNAs related to PCa. 
AC077690.1, AL049874.3 and AP001037.1 were the 
first to be linked to PCa.
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Relationships between differentially expressed 
lncRNAs

To verify whether the differentially expressed ln-
cRNAs were associated with PCa, we extracted the 
records of the top ten lncRNAs in NPInter [23] and 
RISE [24] and constructed a lncRNA regulatory net-
work (Fig. 2). Among the top ten lncRNAs, six ln-
cRNAs had interactions with target miRNAs, proteins 

and mRNAs in these two databases, including 
HULC, FAM197Y7, LINC00668, MIR2052HG, 
PCAT19 and FAM197Y6. Except for HULC and 
PCAT19, the other four lncRNAs (FAM197Y7, 
LINC00668, MIR2052HG and FAM197Y6) 
were not reported in the literature before. The 
proteins interacting with lncRNAs included 
many well-known tumor-related proteins such 
as Ago2, ATG7 and the RNA processing pro-
tein ‘fused in sarcoma’ (FUS), which proved that 
these differentially expressed lncRNAs were in-
deed related to the tumor.

Pathways of newly discovered PCa-related 
lncRNAs

We further utilized functional enrichment 
analysis to explore the functions of the three 
newly discovered PCa lncRNAs, which include 
AC077690.1, AL049874.3 and AP001037.1. We 
calculated the Pearson correlation coefficient 
(PCA) to obtain the mRNAs associated with 
all three lncRNAs, all of which were involved 
in known PCa pathways such as the FOXO 
signaling pathway, the AMP-activated protein 
kinase (AMPK) signaling pathway, the epider-
mal growth factor receptor (ErbB) signaling 
pathway, the mammalian target of rapamycin 
(mTOR) signaling pathway, the regulation of 
epithelial to mesenchymal transition (EMT) and 
the PCa signaling pathway (Fig. 3A).

Then we separately analyzed the signaling 
pathways involved in the three lncRNA-related 
mRNAs and found that the three lncRNAs were 
all associated with the PI3K-AKT signaling path-
way, the FOXO signaling pathway and the regula-
tion of apoptotic signaling pathways (Fig. 3B, C, 
D, respectively). Meanwhile, the Wnt signaling 
pathway, the ERBB2 signaling pathway and the 

regulation protein kinase B signaling pathway were 
involved in the downstream pathway of AC077690.1, 
AL049874.3 and AP001037.1, respectively.

The qRT-PCR validation of newly discovered 
PCa-related lncRNAs

We then verified the expression levels of the three 
lncRNAs in 10 instances of PCa tissues and normal 

Fig. 1. A – Heatmap of the expression of differentially expressed top ten lncRNAs. 
The “scale=row” was used to render the graph color softer. B – Volcano plot of 
lncRNAs in PCa. The red points are differentially expressed lncRNAs in PCa 
with fold-change >2 or a fold-change <0.5. The paired t-test was used to obtain 
the P value.

Fig. 2. The network between lncRNAs and their interactions from NPInter and 
RISE. All interactions were obtained and extracted from LINC02376, HULC, 
FAM197Y7, LINC00668, AC077690.1, MIR2052HG, PCAT19, AL049874.3, 
AP001037.1 and FAM197Y6 to build the network.
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tissues by qRT-PCR (Fig. 4). The results 
showed that these three lncRNAs were 
highly expressed in PCa. Due to the small 
sample size, the P value was not signifi-
cant, but the overall upward trend was 
obvious. Combined with the results of 
RNA-seq expression of lncRNAs, the ex-
pression of these lncRNAs in tumor tis-
sues was indeed higher than in normal 
tissues.

DISCUSSION

Many studies have shown that lncRNAs 
can be used as potential biomarkers and 
therapeutic targets for PCa [35-37]. In 
view of the diversity of the pathological 
types and the complex pathogenesis of 
prostate cancer, different mining meth-
ods can always identify new lncRNAs. 
Differentially expressed lncRNAs must be 
identified and verified in many samples. 
In the present study, which was based on 
the sequencing data of PCa tissues and 
adjacent normal tissues reported in our 
previous study [16], we identified several 
differentially expressed lncRNAs. Among 
the top 10 abnormally high-expressed 
lncRNAs, we focused on three PCa-
related lncRNAs, namely AC077690.1, 
AL049874.3 and AP001037.1. The high 
expression levels of these three lncRNAs 
in PCa tumor tissues were confirmed by 
qRT-PCR in another 10 PCa samples. 
According to the functional enrichment 
analysis of these three lncRNAs, it can be 
concluded that they were all involved in 
PCa-related signaling pathways. We be-
lieve that the newly discovered lncRNAs 
provide potential new targets for diag-
nosing and treating PCa.

After obtaining the differentially 
expressed lncRNAs, we used the inter-
action network to evaluate whether the 
top-ranked lncRNAs were related to PCa. 
By mining the miRNAs, mRNAs and pro-
teins that interacted with these lncRNAs, 

Fig. 3. Three specific lncRNA-related pathways. A – The three lncRNA-related 
pathways. Only differentially expressed mRNAs with Pearson’s correlation coef-
ficient higher than 0.8 were considered. B – The AC077690.1 related pathways. 
C – The AL049874.3 related pathways. D – The AP001037.1 related pathways.

Fig. 4. qRT-PCR validation for PCa tissues and adjacent normal tissues in 10 
samples obtained from patients diagnosed with PCa. Only three lncRNAs were 
significantly validated.



364 Arch Biol Sci. 2022;74(4):359-366

we found that some well-known PCa-related proteins 
were included in the interaction network, including 
ATG7, AGO2 and fibrillarin (FBL). In addition, some 
other molecules were also related to PCa. For example, 
among the molecules interacting with LINC00668, 
miR-216 inhibits the malignant progression of small-
cell lung cancer by regulating the B-cell lymphoma 
2 (Bcl2) family proteins [29]; BUD13 participates in 
apoptosis, autophagy and aerobic glycolysis of PCa 
cells by interacting with miR-653 and CircSERPINA3 
[30]; both lncRNAs, FAM197Y6 and FAM197Y7, are 
associated with FBL. FBL is an essential nucleolar pro-
tein in hepatocellular carcinoma cells, and its high 
expression is significantly correlated with tumor di-
ameter [31]. In addition, the HULC-related protein 
IGF2BP1 is an oncofetal mRNA-binding protein, 
which regulates gene expression in cancer [32]. This 
evidence suggests that the role of the lncRNAs we 
screened in cancer, especially in PCa, cannot be ig-
nored. Therefore, we focused our research on these 
newly discovered lncRNAs.

By calculating the Pearson correlation coefficient 
of mRNAs related to lncRNAs, functional enrichment 
analysis was carried out by using the corresponding 
mRNAs. We found that the lncRNAs AC077690.1, 
AL049874.3 and AP001037.1-related mRNAs were 
all involved in apoptosis signaling pathways. Normal 
prostate development and maintenance depend on an-
drogen and the androgen receptor (AR), while apop-
tosis of prostate epithelial cells is regulated by the AR 
signaling pathway, which plays an important role in 
the occurrence and development of PCa [33]. In addi-
tion, targeting the apoptosis signaling pathway is also 
an important direction of clinical treatment, and there 
have been a number of clinical trials targeting PCa anti-
apoptosis signals. Therefore, these three newly discov-
ered lncRNAs can be used as potential drug targets.

AC077690.1, downstream of the WNT signal-
ing pathway, plays an important role in maintaining 
the homeostasis of the tumor microenvironment in 
PCa. The secretion of WNT protein by tumor stroma 
leads to treatment resistance and promotes disease 
progression [34]. Thus, AC077690.1 could be used as 
a candidate target for drug development. ErbB-2 tar-
geting drugs such as erlotinib and gefitinib are effec-
tive in the treatment of solid tumors, suggesting that 
the ERBB2 signaling pathway-related AL049874.3 can 
also serve as candidate therapeutic targets. Similarly, 

AP001037.1, whose downstream target genes are 
enriched in the cyclic adenosine monophosphate 
(cAMP) signaling pathway, has the potential to be 
used in tumor therapy.

To sum up, lncRNAs have a great potential to be-
come candidate targets for cancer therapy. They are 
widely distributed and can be easily detected in the 
saliva, serum, plasma, urine and cancer tissues [38]. 
Although there are currently no drugs targeting ln-
cRNAs in cancer treatment, the obstacles to the devel-
opment of lncRNA-targeting therapeutics should be 
precisely explored. Our study has identified potential 
candidates for this area of work, and it is essential to 
study the precise characteristics of lncRNAs to pro-
duce efficient and safe drugs.

Funding: This work was supported by the National Natural 
Science Foundation of China (Grant 81902618), Beijing Hospital 
Nova Project (No.BJ-2020-083) and Beijing Hospital Project 
(NO.BJ-2019-153). Beijing Bethune Charitable Foundation (No. 
mnzl202024), Beijing Jingjian Foundation for the Advancement 
of Pathology (No. JJTS2020-006).

Acknowledgments: The authors would like to express their deep 
gratitude to the Clinical Biobank, Beijing Hospital for the bio-
logical sample collection, processing, storage and information 
management.

Author contributions: WZ and FS conceived the study. LLZ and 
YQZ designed the detailed analysis pipeline. LLZ and FS per-
formed the bioinformatics analysis. HXL, XKT, GYS, SYX and 
LYW performed the experiments. HXL and FS wrote the manu-
script, and LLZ and LXZ participated in revising the manuscript. 
All authors read and approved the final manuscript.

Conflict of interest disclosure: The authors declare that the re-
search was conducted in the absence of any commercial or finan-
cial relationships that could be construed as a potential conflict 
of interest. The authors have never submitted the manuscript, in 
whole or in part, to other journals.

Data availability: The expression data of this manuscript have 
been provided as part of the submitted article and are available at:
https://www.serbiosoc.org.rs/NewUploads/Uploads/Li%20et%20
al_8115_Data%20Report.xlsx
The raw sequencing data that in this study are available on request 
from the corresponding author.

REFERENCES

1.	 Fujita K, Nonomura N. Role of Androgen Receptor 
in Prostate Cancer: A Review. World J Mens Health. 
2019;37(3):288-95. https://doi.org/10.5534/wjmh.180040 

https://www.serbiosoc.org.rs/NewUploads/Uploads/Li%20et%20al_8115_Data%20Report.xlsx


365Arch Biol Sci. 2022;74(4):359-366�

2.	 Tamura K, Makino A, Hullin-Matsuda F, Kobayashi T, Furi-
hata M, Chung S, Ashida S, Miki T, Fujioka T, Shuin T, Naka-
mura Y, Nakagawa H. Novel lipogenic enzyme ELOVL7 is 
involved in prostate cancer growth through saturated long-
chain fatty acid metabolism. Cancer Res. 2009;69(20):8133-
40. https://doi.org/10.1158/0008-5472.CAN-09-0775 

3.	 Vellky JE, Ricke WA. Development and prevalence of 
castration-resistant prostate cancer subtypes. Neoplasia. 
2020;22(11):566-75. 
https://doi.org/10.1016/j.neo.2020.09.002 

4.	 Kirby M, Hirst C, Crawford ED. Characterising the cas-
tration-resistant prostate cancer population: a systematic 
review. Int J Clin Pract. 2011;65(11):1180-92. 
https://doi.org/10.1111/j.1742-1241.2011.02799.x 

5.	 Heinrich D, Bektic J, Bergman AM, Caffo O, Cathomas R, 
Chi KN, Daugaard G, Keizman D, Kindblom J, Kramer G, 
Olmos D, Omlin A, Sridhar SS, Tucci M, van Oort I, Nils-
son S. The Contemporary Use of Radium-223 in Metastatic 
Castration-resistant Prostate Cancer. Clin Genitourin Can-
cer. 2018;16(1):E223-31. 
https://doi.org/10.1016/j.clgc.2017.08.020 

6.	 Edlind MP, Hsieh AC. PI3K-AKT-mTOR signaling in pros-
tate cancer progression and androgen deprivation therapy 
resistance. Asian J Androl. 2014;16(3):378-86. 
https://doi.org/10.4103/1008-682X.122876 

7.	 Shorning BY, Dass MS, Smalley MJ, Pearson HB. The PI3K-
AKT-mTOR Pathway and Prostate Cancer: At the Cross-
roads of AR, MAPK, and WNT Signaling. Int J Mol Sci. 
2020;21(12). https://doi.org/10.3390/ijms21124507 

8.	 Farhan M, Wang H, Gaur U, Little PJ, Xu J, Zheng W. FOXO 
Signaling Pathways as Therapeutic Targets in Cancer. Int J 
Biol Sci. 2017;13(7):815-27. 
https://doi.org/10.7150/ijbs.20052 

9.	 Ponting CP, Oliver PL, Reik W. Evolution and functions of 
long noncoding RNAs. Cell. 2009;136(4):629-41. 
https://doi.org/10.1016/j.cell.2009.02.006 

10.	 Hao Y, Zhang L, Niu Y, Cai T, Luo J, He S, Zhang B, Zhang D, 
Qin Y, Yang F, Chen R. SmProt: a database of small proteins 
encoded by annotated coding and non-coding RNA loci. 
Brief Bioinform. 2018;19(4):636-43. 
https://doi.org/10.1093/bib/bbx005 

11.	 Mitobe Y, Takayama KI, Horie-Inoue K, Inoue S. Prostate 
cancer-associated lncRNAs. Cancer Lett. 2018;418:159-66. 
https://doi.org/10.1016/j.canlet.2018.01.012 

12.	 Chung S, Nakagawa H, Uemura M, Piao L, Ashikawa K, 
Hosono N, Takata R, Akamatsu S, Kawaguchi T, Morizono 
T, Tsunoda T, Daigo Y, Matsuda K, Kamatani N, Nakamura 
Y, Kubo M. Association of a novel long non-coding RNA 
in 8q24 with prostate cancer susceptibility. Cancer Sci. 
2011;102(1):245-52. 
https://doi.org/10.1111/j.1349-7006.2010.01737.x 

13.	 Ramnarine VR, Kobelev M, Gibb EA, Nouri M, Lin D, Wang 
Y, Buttyan R, Davicioni E, Zoubeidi A, Collins CC. The evo-
lution of long noncoding RNA acceptance in prostate cancer 
initiation, progression, and its clinical utility in disease man-
agement. Eur Urol. 2019;76(5):546-59. 
https://doi.org/10.1016/j.eururo.2019.07.040 

14.	 Hua JT, Ahmed M, Guo H, Zhang Y, Chen S, Soares F, Lu 
J, Zhou S, Wang M, Li H, Larson NB, McDonnell SK, Patel 

PS, Liang Y, Yao CQ, van der Kwast T, Lupien M, Feng 
FY, Zoubeidi A, Tsao MS, Thibodeau SN, Boutros PC, He 
HH. Risk SNP-Mediated Promoter-Enhancer Switching 
Drives Prostate Cancer through lncRNA PCAT19. Cell. 
2018;174(3):564-75. 
https://doi.org/10.1016/j.cell.2018.06.014 

15.	 Zheng P, Li H, Xu P, Wang X, Shi Z, Han Q, Li Z. High 
lncRNA HULC expression is associated with poor prognosis 
and promotes tumor progression by regulating epithelial-
mesenchymal transition in prostate cancer. Arch Med Sci. 
2018;14(3):679-86. https://doi.org/10.5114/aoms.2017.69147 

16.	 Zhang L, Zhang W, Li H, Tang X, Xu S, Wu M, Wan L, Su 
F, Zhang Y. Five Circular RNAs in Metabolism Pathways 
Related to Prostate Cancer. Front Genet. 2021;12:636419. 
https://doi.org/10.3389/fgene.2021.636419 

17.	 Bian XJ, Zhang GM, Gu CY, Cai Y, Wang CF, Shen YJ, Zhu 
Y, Zhang HL, Dai B, Ye DW. Down-regulation of Dicer and 
Ago2 is associated with cell proliferation and apoptosis in 
prostate cancer. Tumour Biol. 2014;35(11):11571-8. 
https://doi.org/10.1007/s13277-014-2462-3 

18.	 Santanam U, Banach-Petrosky W, Abate-Shen C, Shen MM, 
White E, DiPaola RS. Atg7 cooperates with Pten loss to drive 
prostate cancer tumor growth. Genes Dev. 2016;30(4):399-
407. https://doi.org/10.1101/gad.274134.115 

19.	 Mekhail SM, Yousef PG, Jackinsky SW, Pasic M, Yousef GM. 
miRNA in Prostate Cancer: New Prospects for Old Chal-
lenges. EJIFCC. 2014;25(1):79-98. 

20.	 Bolger AM, Lohse M, Usadel B. Trimmomatic: a flex-
ible trimmer for Illumina sequence data. Bioinformatics. 
2014;30(15):2114-20. 
https://doi.org/10.1093/bioinformatics/btu170 

21.	 Lander ES, Linton LM, Birren B, Nusbaum C, Zody MC, 
Baldwin J, Devon K, Dewar K, Doyle M, FitzHugh W, 
Funke R, Gage D, Harris K, Heaford A, Howland J, Kann 
L, Lehoczky J, LeVine R, McEwan P, McKernan K, Meldrim 
J, Mesirov JP, Miranda C, Morris W, Naylor J, Raymond C, 
Rosetti M, Santos R, Sheridan A, Sougnez C, Stange-Thom-
ann Y, Stojanovic N, Subramanian A, Wyman D, Rogers J, 
Sulston J, Ainscough R, Beck S, Bentley D, Burton J, Clee 
C, Carter N, Coulson A, Deadman R, Deloukas P, Dunham 
A, Dunham I, Durbin R, French L, Grafham D, Gregory 
S, Hubbard T, Humphray S, Hunt A, Jones M, Lloyd C, 
McMurray A, Matthews L, Mercer S, Milne S, Mullikin JC, 
Mungall A, Plumb R, Ross M, Shownkeen R, Sims S, Water-
ston RH, Wilson RK, Hillier LW, McPherson JD, Marra MA, 
Mardis ER, Fulton LA, Chinwalla AT, Pepin KH, Gish WR, 
Chissoe SL, Wendl MC, Delehaunty KD, Miner TL, Dele-
haunty A, Kramer JB, Cook LL, Fulton RS, Johnson DL, 
Minx PJ, Clifton SW, Hawkins T, Branscomb E, Predki P, 
Richardson P, Wenning S, Slezak T, Doggett N, Cheng JF, 
Olsen A, Lucas S, Elkin C, Uberbacher E, Frazier M, Gibbs 
RA, Muzny DM, Scherer SE, Bouck JB, Sodergren EJ, Worley 
KC, Rives CM, Gorrell JH, Metzker ML, Naylor SL, Kucher-
lapati RS, Nelson DL, Weinstock GM, Sakaki Y, Fujiyama 
A, Hattori M, Yada T, Toyoda A, Itoh T, Kawagoe C, Wata-
nabe H, Totoki Y, Taylor T, Weissenbach J, Heilig R, Saurin 
W, Artiguenave F, Brottier P, Bruls T, Pelletier E, Robert C, 
Wincker P, Smith DR, Doucette-Stamm L, Rubenfield M, 
Weinstock K, Lee HM, Dubois J, Rosenthal A, Platzer M, 



366 Arch Biol Sci. 2022;74(4):359-366

Nyakatura G, Taudien S, Rump A, Yang H, Yu J, Wang J, 
Huang G, Gu J, Hood L, Rowen L, Madan A, Qin S, Davis 
RW, Federspiel NA, Abola AP, Proctor MJ, Myers RM, Sch-
mutz J, Dickson M, Grimwood J, Cox DR, Olson MV, Kaul 
R, Raymond C, Shimizu N, Kawasaki K, Minoshima S, 
Evans GA, Athanasiou M, Schultz R, Roe BA, Chen F, Pan 
H, Ramser J, Lehrach H, Reinhardt R, McCombie WR, de la 
Bastide M, Dedhia N, Blocker H, Hornischer K, Nordsiek G, 
Agarwala R, Aravind L, Bailey JA, Bateman A, Batzoglou S, 
Birney E, Bork P, Brown DG, Burge CB, Cerutti L, Chen HC, 
Church D, Clamp M, Copley RR, Doerks T, Eddy SR, Eichler 
EE, Furey TS, Galagan J, Gilbert JG, Harmon C, Hayashizaki 
Y, Haussler D, Hermjakob H, Hokamp K, Jang W, Johnson 
LS, Jones TA, Kasif S, Kaspryzk A, Kennedy S, Kent WJ, 
Kitts P, Koonin EV, Korf I, Kulp D, Lancet D, Lowe TM, 
McLysaght A, Mikkelsen T, Moran JV, Mulder N, Pollara VJ, 
Ponting CP, Schuler G, Schultz J, Slater G, Smit AF, Stupka 
E, Szustakowki J, Thierry-Mieg D, Thierry-Mieg J, Wagner 
L, Wallis J, Wheeler R, Williams A, Wolf YI, Wolfe KH, Yang 
SP, Yeh RF, Collins F, Guyer MS, Peterson J, Felsenfeld A, 
Wetterstrand KA, Patrinos A, Morgan MJ, de Jong P, Cat-
anese JJ, Osoegawa K, Shizuya H, Choi S, Chen YJ, Szusta-
kowki J, International Human Genome Sequencing C. Ini-
tial sequencing and analysis of the human genome. Nature. 
2001;409(6822):860-921. https://doi.org/10.1038/35057062 

22.	 Dobin A, Davis CA, Schlesinger F, Drenkow J, Zaleski C, Jha 
S, Batut P, Chaisson M, Gingeras TR. STAR: ultrafast uni-
versal RNA-seq aligner. Bioinformatics. 2013;29(1):15-21. 
https://doi.org/10.1093/bioinformatics/bts635 

23.	 Teng X, Chen X, Xue H, Tang Y, Zhang P, Kang Q, Hao Y, 
Chen R, Zhao Y, He S. NPInter v4.0: an integrated database 
of ncRNA interactions. Nucleic Acids Res. 2020;48(D1): 
D160-5. https://doi.org/10.1093/nar/gkz969 

24.	 Gong J, Shao D, Xu K, Lu Z, Lu ZJ, Yang YT, Zhang QC. 
RISE: a database of RNA interactome from sequencing 
experiments. Nucleic Acids Res. 2018;46(D1):D194-201. 
https://doi.org/10.1093/nar/gkx864 

25.	 Shannon P, Markiel A, Ozier O, Baliga NS, Wang JT, Ramage 
D, Amin N, Schwikowski B, Ideker T. Cytoscape: a software 
environment for integrated models of biomolecular interac-
tion networks. Genome Res. 2003;13(11):2498-504. 
https://doi.org/10.1101/gr.1239303 

26.	 Liao Y, Smyth GK, Shi W. featureCounts: an efficient general 
purpose program for assigning sequence reads to genomic 
features. Bioinformatics. 2014;30(7):923-30. 
https://doi.org/10.1093/bioinformatics/btt656 

27.	 Robinson MD, McCarthy DJ, Smyth GK. edgeR: a Biocon-
ductor package for differential expression analysis of digital 
gene expression data. Bioinformatics. 2010;26(1):139-40. 
https://doi.org/10.1093/bioinformatics/btp616 

28.	 Huang da W, Sherman BT, Lempicki RA. Systematic and 
integrative analysis of large gene lists using DAVID bioin-
formatics resources. Nat Protoc. 2009;4(1):44-57. 
https://doi.org/10.1038/nprot.2008.211 

29.	 Sun Y, Hu B, Wang Y, Li Z, Wu J, Yang Y, Wei Y, Peng X, 
Chen H, Chen R, Jiang P, Fang S, Yu Z, Guo L. miR-216a-5p 
inhibits malignant progression in small cell lung cancer: 
involvement of the Bcl-2 family proteins. Cancer Manag 
Res. 2018;10:4735-45. 
https://doi.org/10.2147/CMAR.S178380 

30.	 Xing Z, Li S, Liu Z, Zhang C, Bai Z. CircSERPINA3 regu-
lates SERPINA3-mediated apoptosis, autophagy and aero-
bic glycolysis of prostate cancer cells by competitively bind-
ing to MiR-653-5p and recruiting BUD13. J Transl Med. 
2021;19(1):492. https://doi.org/10.1186/s12967-021-03063-2 

31.	 Zhang J, Yang G, Li Q, Xie F. Increased fibrillarin expres-
sion is associated with tumor progression and an unfavor-
able prognosis in hepatocellular carcinoma. Oncol Lett. 
2021;21(2):92. https://doi.org/10.3892/ol.2020.12353 

32.	 Muller S, Glass M, Singh AK, Haase J, Bley N, Fuchs T, 
Lederer M, Dahl A, Huang H, Chen J, Posern G, Huttelmaier 
S. IGF2BP1 promotes SRF-dependent transcription in can-
cer in a m6A- and miRNA-dependent manner. Nucleic Acids 
Res. 2019;47(1):375-90. https://doi.org/10.1093/nar/gky1012 

33.	 Ali A, Kulik G. Signaling Pathways That Control Apoptosis 
in Prostate Cancer. Cancers (Basel). 2021;13(5):937. 
https://doi.org/10.3390/cancers13050937 

34.	 Murillo-Garzon V, Kypta R. WNT signalling in prostate can-
cer. Nat Rev Urol. 2017;14(11):683-96. 
https://doi.org/10.1038/nrurol.2017.144

35.	 Mirzaei S, Paskeh MDA, Okina E, Gholami MH, Hush-
mandi K, Hashemi M, Kalu A, Zarrabi A, Nabavi N, Rabiee 
N, Sharifi E, Karimi-Maleh H, Ashrafizadeh M, Kumar AP, 
Wang Y. Molecular Landscape of LncRNAs in Prostate Can-
cer: A focus on pathways and therapeutic targets for inter-
vention. J Exp Clin Cancer Res. 2022;41(1):214. 
https://doi.org/10.1186/s13046-022-02406-1 

36.	 Jiang G, Su Z, Liang X, Huang Y, Lan Z, Jiang X. Long 
non-coding RNAs in prostate tumorigenesis and therapy 
(Review). Mol Clin Oncol. 2020;13(6):76. 
https://doi.org/10.3892/mco.2020.2146 

37.	 Ramnarine VR, Kobelev M, Gibb EA, Nouri M, Lin D, Wang 
Y, Buttyan R, Davicioni E, Zoubeidi A, Collins CC. The evo-
lution of long noncoding RNA acceptance in prostate cancer 
initiation, progression, and its clinical utility in disease man-
agement. Eur Urol. 2019;76(5):546-59. 
https://doi.org/10.1016/j.eururo.2019.07.040 

38.	 Chandra Gupta S, Nandan Tripathi Y. Potential of long non-
coding RNAs in cancer patients: From biomarkers to thera-
peutic targets. Int J Cancer. 2017;140(9):1955-67. 
https://doi.org/10.1002/ijc.30546 


