
 

Iranian Journal of Cancer Prevention 

                   Original Article 

 

204 

1. Dept. of Bioinformatics, Institute of 

Biochemistry and Biophysics (IBB), 

University of Tehran, Tehran, Iran 

2. School of Biological Sciences, 

Institute for Research in Fundamental 

Sciences (IPM), Tehran, Iran 

3. Faculty of Mathematics, K. N. 

Toosi University of Technology, 

Tehran, Iran 

4. Institute of Parasitology, McGill 

University, Montreal, Quebec, Canada 

5. National Institute of Genetic 

Engineering and Biotechnology, 

Tehran, Iran  

 

 

 

 

 

 

 
 

 

 

 
 

 

 

 

 

 
 

Corresponding Author:  

Bahram Goliaei, PhD;  

Professor of Biophysics 

Tel: (+98) 21 66498672 

Email: bahram.goliaei@gmail.com 

Received: 26 May 2014 

Accepted: 7 Jul. 2014   

Iran J Cancer Prev. 2014; 4:204-11 

 

 

Analysis of Candidate Genes Has Proposed the Role of Y 

Chromosome in Human Prostate Cancer  
 

Pegah Khosravi
1,2

, Javad Zahiri
3,1

, Vahid H. Gazestani
4
, Samira Mirkhalaf

1
, Mohammad 

Akbarzadeh
1
, Mehdi Sadeghi

5,2
, Bahram Goliaei

1
 

 

Abstract 
Background: Prostate cancer, a serious genetic disease, has known as the first 

widespread cancer in men, but the molecular changes required for the cancer 

progression has not fully understood. Availability of high-throughput gene 

expression data has led to the development of various computational methods, 

for identification of the critical genes, have involved in the cancer. 

Methods: In this paper, we have shown the construction of co-expression 

networks, which have been using Y-chromosome genes, provided an 

alternative strategy for detecting of new candidate, might involve in prostate 

cancer. In our approach, we have constructed independent co-expression 

networks from normal and cancerous stages have been using a reverse 

engineering approach. Then we have highlighted crucial Y chromosome genes 

involved in the prostate cancer, by analyzing networks, based on party and date 

hubs. 

Results: Our results have led to the detection of 19 critical genes, related to 

prostate cancer, which 12 of them have previously shown to be involved in this 

cancer. Also, essential Y chromosome genes have searched based on 

reconstruction of sub-networks which have led to the identification of 4 

experimentally established as well as 4 new Y chromosome genes might be 

linked putatively to prostate cancer. 

Conclusion: Correct inference of master genes, which mediate molecular, has 

changed during cancer progression would be one of the major challenges in 

cancer genomics. In this paper, we have shown the role of Y chromosome 

genes in finding of the prostate cancer susceptibility genes. Application of our 

approach to the prostate cancer has led to the establishment of the previous 

knowledge about this cancer as well as prediction of other new genes. 
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Introduction 
Prostate cancer has known a complex polygenic 

disorder which would be one of the most known 

cause of mortality in men [1]. Although recent 

studies have identified a number of variants, gene 

fusions, and expression signatures have affiliated 

with prostate cancer, then identification and 

characterization of genes that have involved in this 

cancer, has remained as a formidable challenge [2]. 

The complexity and multigenic nature of cancer 

has caused various genome-wide studies, have been 

achieving a systems-level understanding of the key 

genetic mediators, involved in prostate cancer [3]. 

One focal point in cancer analysis would be the 

reconstruction of co-expression networks. When 

accurate, co-expression networks have represented 

the key mediators that have involved in a specific 

process. The availability of the genome-wide gene 

expression data has helped the development of 

various state-of-art co-expression networks 

reconstruction methods [4-6]. Taking a systems-

wide approach, we have reconstructed two stage-

specific co-expression networks, based on a 

comprehensive prostate cancer gene expression 
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dataset containing 171 different samples monitoring 

gene expression in two different cell states. 

The Y chromosome would be the male-specific 

chromosome in the human genome. It has played 

critical vital functions in male-specific organs, such 

as testis and prostate glands [7]. There were 

evidences indicating that many forms of tumors have 

associated with structural and gene expression 

variations of the Y chromosome [8]. Previous 

studies have shown that there were about 60 genes 

existing, but  in the present day human Y 

chromosome have identified as the survivors of at 

least a set of 1500 genes that have assumed to exist 

in the early proto-Y element [7, 9]. Although the 

involvement of Y chromosome has reported for 

association with prostate cancer [10, 11], currently 

there was little information regarding the 

contribution of the Y linked genes, with progression 

of prostate cancer. 

 In this paper we have tried to address this 

problem to identify candidate genes on the Y 

chromosome that have involved in prostate cancer. 

Our analysis has led to identification of both 

well-established and novel genes, have involved in 

the prostate cancer. Additionally, we have identified 

27 important genes putatively involved in prostate 

cancer. After extensive literature search, we have 

found that for 16 of our candidate genes (about 

60%), there was experimental evidences suggesting 

a role in prostate cancer. 

 

Materials and Methods 
Network reverse engineering approaches 

Reverse engineering of co-expression networks, 

from the whole genome data, has entailed 

deciphering the underlying gene regulatory circuits, 

observing the changes in gene expression profiles. 

After advances in high-throughput technologies, 

several computational reverse engineering has 

approached the different statistical measures [12-

15], including information-theoretic network 

inference methods, which has identified connections, 

between genes, to approach the quantity of common 

information to any pair of genes. Based on the 

Dialogue on Reverse Engineering Assessment and 

Methods 5 (DREAM5) challenge, the context 

likelihood relevance (CLR) algorithm by Faith et al. 

[4] had the best performance among information 

theory based approaches [16]. 

Briefly, CLR has evaluated an interaction 

between two genes as significant by estimation the 

significance of their mutual information (MI) value, 

against a MI values background distribution of every 

other pair, which have involved one of the two genes 

of interest. In this way, the significance level has 

dynamically determined for each interacting pair, 

according to their expression profiles. To give a 

gene expression dataset and the significance scores, 

have calculated by the CLR algorithm, the 

corresponding empirical false discovery rate (FDR) 

could be estimated by running the algorithm on 

randomly shuffled datasets. 

 In this study, we have reconstructed two co-

expression networks using CLR with an FDR 

threshold of 0.05.  

Y chromosome genes 
Through a series of expression studies that have 

conducted on all 60 genes (locus) on the human Y 

chromosome [7], at the initial phase of this study, 

we have retrieved all genes that interact with Y 

chromosome genes from Information Hyperlinked 

over Proteins (iHOP) database [17]. Overall, we 

have identified 471 genes in the entire human 

genome that interact with genes on the Y 

chromosome.  

Prostate cancer microarray data 
Prostate cancer microarray data have 

downloaded from the Gene Expression Omnibus 

(GEO) database, accession number GDS2545 [18]. 

This dataset has contained 171 samples, including 

samples from normal prostate tissue free of any 

pathology (Normal with 18 samples), normal 

prostate tissue adjacent to tumors (Adjacent with 63 

samples), primary prostate tumor tissue (Tumor with 

65 samples), and metastatic prostate cancer 

(Metastasis with 25 samples). We have considered 

Normal and Adjacent tissues as normal prostate 

tissues and Tumor and Metastasis as cancerous 

prostate tissues. Microarray data have preprocessed 

and analyzed, using the LIMMA package in R [19] 

which has originally developed for differential 

expression analysis of microarray data. Quantile 

normalization and a moderated t-statistic have used 

to find differentially expressed genes. More detailed 

descriptions of the methods could be found in the 

original publications. 

Network topological analysis 
Our analysis had two distinct objectives. The 

first was for identifying the most likely candidate 

oncogene among the genes in the reconstructed 

networks via topological analysis. The second one 

was for evaluating the Y-chromosome genes that 
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involved in prostate cancer, based on whether they 

interact with the identified candidate(s) in the 

reconstructed sub-networks. 

To predict the key genes in the prostate cancer, 

we have searched in the stage-specific co-expression 

networks of prostate cancer for genes which either 

had a high number of connections or were 

bottleneck [20, 21]. The bottleneck genes were 

important, because if they have removed from a 

network, the network would be disrupted, as they are 

Table 1. 19 of 22 genes have shown different topological characteristics in different networks. 

Investigations have shown that 12 genes have putatively involved in prostate cancer. 

Gene name Normal  Cancerous Gene functions 

GAPDH Party hub Date hub Expression level of GAPDH is significantly different between cancer 

and normal tissue, so this gene is a suitable denominator for gene 

expression studies in prostate cancer [34].  

FGFR1 Party hub Date hub Expression of FGFR1 is closely linked to prostate cancer progression 

[35]. 

RB1 Party hub NA The loss of the RB1 gene is an important event in prostate cancer 

tumorigenesis [36].  

MYB Party hub Date hub MYB is amplified in prostate cancer [37]. 

USP9X Party hub Date hub Over-expression of USP9X was reported in breast cancer tissue 

compared to adjacent normal tissue [38]. 

SF1 Party hub NA Studies showed the importance of SF1 dosage during tumorigenesis of 

adrenal cortex [39]. 

KLK3 Date hub Party hub KLK3 and its encoded protein (PSA) are related to prostate cancer and 

used as a biomarker for this disease [40]. 

SMAD3 Date hub Party hub SMAD3 is an important co-regulator for the androgen-signaling 

pathway and has a positive role in prostate cancer growth [41]. 

BCR Date hub Party hub BCR–ABL1 gene fusion is the underlying aberration that cause to 10% 

of all leukemia [42]. 

HEXA NA Party hub Activity increasement of HEXA were reported in various types of 

human cancer such as ovarian [43]. 

CD44 Date hub Party hub CD44 is a metastasis suppressor gene for prostate cancer and its 

expression level is down-regulated during prostate cancer progression 

[44]. 

SFN NA Party hub Some of tumor suppressor gene such as SFN was highly methylated in 

prostate cancer [45].  

HMGB2 NA Party hub AR signaling is modulated by AR cofactors such as HMGB2, so the 

modification of this cofactor may cause androgen-dependent PCa to 

gain castration-resistant status [46]. 

IL10RB NA Party hub There is a strong association between the IL10RB SNPs and benign 

prostate hyperplasia in Korean population [47]. 

FAS Date hub NA FAS-mediated programmed cell death correlate with the clinical stage 

of tumors in prostate cancer [48].  

TNFRSF25 NA Date hub Studies related to bladder cancer showed the higher rates of methylation 

for TNFRSF25 in malignant than in normal Urothelial tissue [49]. 

GPI NA Date hub GPI influence tumor growth and promoting cell motility and 

proliferation [50]. 

UBE3A NA Date hub UBE3A involves in prostate and mammary gland development. Down-

regulation of this gene was reported in prostate cancer compared with 

normal tissue [51].  

OLFM1 NA Date hub OLFM1 protein was significantly up-regulated in lung carcinoma than 

in normal lung tissues [52]. 

ACTB Date hub Date hub - 

MAOA Date hub Date hub - 

PTPRC Date hub Date hub - 

NA: Neither Party hub nor Date hub 
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major intersections between clusters in the network 

[22]. To find such genes, we have topologically 

analyzed both constructed networks, following the 

same rules, have been using cyto-Hubba package. 

[23]. 

 

Results 
Stage specific network reconstruction of 

prostate cancer 
For the first step, we have reconstructed two 

independent co-expression networks for the normal 

and cancerous tissues using the CLR algorithm. We 

have considered 310 genes of the 471 genes 

extracted from iHOP due to the availability of 

expression data from our transcriptomics dataset. 

The resulting normal network that has contained 

2147 interactions, and the cancerous network 

contained 2201 interactions have used for further 

analysis. Additionally, topological analysis of the 

networks has revealed that both networks exhibit the 

small-word property [24] and scales-free 

architecture [25] (Figure 1). Both reconstructed 

networks have mainly composed of the same set 

genes; however the conserved interactions among 

these two networks were very low. 

Detection of essential genes involved in the 

prostate cancer 
To consider the importance of hub and 

bottleneck proteins in the structure of co-expression 

networks, the 10 highest-ranked genes have 

identified for each stage-specific network based on 

their degree and bottleneck scores, separately. In 

total, 22 candidate genes have selected for further 

analysis. 

In each network, we have categorized these 22 

genes based on their degree and bottleneck scores in 

two groups: 1) Hub-NonBottleneck: genes with high 

degrees and low bottleneck scores, were putative 

party hubs [26]; 2) Hub-Bottleneck: genes with high 

degrees and high bottleneck scores, were putative 

date hubs [26]. 

The results have shown hub type variation for 

19 genes across different tissues, whereas 3 other 

genes have functionally conserved as date hubs 

under both conditions (Table 1). We have 

considered these 19 genes as defined critical genes 

for further analysis.  

Detection of Y chromosome genes involved in 

the prostate cancer 
For the second step, due to detection of the Y 

chromosome genes that interact with 19 defined 

critical genes, we have extracted a sub-network 

 
Figure 1. Co-expression Network architecture. Both networks (normal and cancerous network) have 

followed the well-known characteristics of most biological networks, scales-free architecture (A) defined as 

few highly connected genes (hubs) that link the other less connected genes to the network and small-word 

property (B) which meant any two genes in the network could be connected by relatively short paths through 

all interactions. 
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using these critical genes and 60 genes on the Y 

chromosome. The sub-networks have extracted and 

visualized by Cytoscape software (Figure 2). 

According to Figure 2, all of the 19 defined critical 

genes had interactions with 19 genes of 60 genes on 

the Y chromosome in the normal sub-network while 

the number of Y chromosome genes in cancerous 

network decreased to 15 genes of 60 genes. Closer 

investigation have shown some genes such as SRY, 

XKRY2, AMELY, UTY, DDX3Y and EIF1AY of 

the normal network have substituted by BPY2 and 

RPS4Y1 in the cancerous network (Figure 2). 

Topological comparison of these two sub-networks 

have recapitulated the previous findings about 

extensive networks rewiring [27]. We have done 

some literature search about these 8 genes. Among 

the 8 genes, we have identified 4 genes associated 

with prostate cancer. Although BPY2, UTY, SRY 

and EIF1AY would be the most prominent in 

prostate cancer [11, 28], we could not find any 

evidence to show the relationship between the 4 

remaining genes such as RPS4Y1, AMELY, 

XKRY2 and DDX3Y to any type of cancer. 

 

Discussion 
To reconstruct cell stage specific co-expression 

networks, we have focused on the available 

comprehensive transcriptome dataset, originally 

published in [18]. In our approach, genes have 

analyzed and prioritized based on the transcriptome 

data. Hence, we were able to make reliable 

predictions only for genes with altered expression 

level across normal and cancerous conditions. To 

focus on these genes, we have considered only genes 

that have up-/ down-regulated (fold change≥1.5 and 

p-value<0.05) in cancerous stage and had interaction 

with Y chromosome genes (310 genes). Although 

most of the computational have approached to 

identify group of genes that have significantly up-

/down regulated during cancer progression, we have 

believed in complementary analysis to identify 

critical genes which involved in cancer. We have 

checked for enrichment of known cancer genes 

among this set by using a previously curated list of 

555 high confidence cancer genes, originally 

published in [29]. We have also collected 100 genes 

identified as mediators in metastatic prostate cancer 

from [30], and we have added 276 genes annotated 

as either a cancer pathway or prostate cancer gene in 

the KEGG database.  

To identify master genes and their associated 

interactions governing cell-specific behavior in 

normal and cancerous state, we have compared the 

networks of prostate cells in both stages with each 

other.  

 
Figure 2. Comparison of normal and cancerous prostate network in terms of interactions among 19 

defined critical genes, and Y chromosome genes. Both sub-networks have extracted from constructed co-

expression networks based on 19 defined genes and Y chromosome genes. The networks have contained 

genes from normal prostate tissue (A) and cancerous prostate tissue (B). The 19 defined critical genes have 

colored in pink and the Y chromosome genes colored in green. Orange nodes in the sub-networks were the 

genes that have rewired during cancer progression. 
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Han et al. suggested the existence of two types 

of protein hubs in the protein-protein interaction 

networks: party hubs and date hubs [26]. Although 

both interactions with many proteins, the difference 

was that party hubs would be proteins that interact 

with many other proteins simultaneously, whereas 

date hubs interacted with their partners 

asynchronously [26]. By definition, the bottleneck 

proteins were responsible for the inter connection of 

clusters in the network, and thus bottlenecks with 

high degrees were most likely date hubs which 

contain groups of genes that assist to present 

common functions [22, 31]. The obtained results 

have recapitulated previous findings which have 

demonstrated some active sub-networks contained 

regulatory interactions supplant by new interactions 

and changed their degrees during different 

conditions [32]. 

Our analysis has led to the identification of both 

well-established and novel genes involved in this 

type of cancer. Our result has led to the 

identification of 27 important genes putatively 

involved in prostate cancer. Additionally, we have 

identified 19 of 27 genes that are bottleneck and 

changed their interaction during cancer progression. 

Although the functional role of 12 of 19 genes were 

well known as critical genes for prostate cancer, the 

remaining 7 genes (USP9X, SF1, BCR, HEXA, 

TNFRSF25, GPI and OLFM1) were new candidates 

that might have critical roles in prostate cancer 

based on topological significance and regulatory 

changes during cancer progression (Table 1). We 

have identified these genes associated with other 

cancer types such as breast, leukemia, bladder and 

lung (Table 1 for more details). We have also shown 

that in addition to the 4 well known Y chromosome 

gene (BPY2, SRY, UTY and EIF1AY), 4 other Y 

chromosome genes such as RPS4Y1, AMELY, 

XKRY2 and DDX3Y have rewired and thus 

predicted these to have important roles in prostate 

cancer. 

 

Conclusion 
In this paper, we have presented an accurate 

network-based approach for the analysis of 

transcriptome data. The analysis of prostate state 

specific co-expression networks has revealed that for 

16 of our candidate genes, there were experimental 

evidences regarding to their role in prostate cancer. 

Additionally, we have found that about 85% of 

our candidate genes to be linked to various cancers, 

so they would be used as key factors for future 

research in the field of cancer studies. 

The low numbers of predictions and high 

degree of overlap with previously known events 

have demonstrated the high efficiency of our 

approach. In addition, the low number of predicted 

gene sets, has made it easy for designing follow up 

experiments to validate results.  

For the genome-wide investigations, this would 

be a fundamental challenge for future development 

of the translational medical informatics, yielding 

new potential drug target candidates [33]. 

 

Acknowledgement 
Pegah Khosravi has supported by the School of 

Biological Sciences of Institute for Research in 

Fundamental Sciences (IPM). Vahid H. Gazestani 

has supported by CIHR Systems Biology 

Fellowship. The authors would like to thank Dr. 

Ghasem Hosseini Salekdeh of Royan Institute and 

Ali Esfandiari of PNUB for their helpful comments 

on the manuscript. 

 

Conflict of Interest 
The authors have declared that they had no 

competing interests. 

 

Authors’ Contribution 
PK and VHG have conceived and designed of the 

study. PK, JZ, SM and MA have analyzed and 

interpreted the data. PK has prepared the initial 

manuscript. BG and MS have headed the research 

program. All authors have made substantial written 

contributions to the manuscript, and have given 

approval to the final version presented here. 

 

References 
1. Siegel R, Naishadham D, Jemal A. Cancer 

statistics, 2013. CA Cancer J Clin. 2013;63(1):11-30.  

2. Witte JS. Prostate cancer genomics: towards a new 

understanding. Nat Rev Genet. 2009;10(2):77-82.  

3. Vogelstein B, Kinzler KW. Cancer genes and the 

pathways they control. Nat Med. 2004;10(8):789-99.  

4. Faith JJ, Hayete B, Thaden JT, Mogno I, 

Wierzbowski J, Cottarel G, et al. Large-scale mapping 

and validation of Escherichia coli transcriptional 

regulation from a compendium of expression profiles. 

PLoS biology. 2007;5(1):e8.  

5. Margolin AA, Nemenman I, Basso K, Wiggins C, 

Stolovitzky G, Dalla Favera R, et al. ARACNE: an 

algorithm for the reconstruction of gene regulatory 



Khosravi et al. 

Iranian Journal of Cancer Prevention 
210 

networks in a mammalian cellular context. BMC 

bioinformatics. 2006;7 (Suppl 1):S7. 

6. Butte AJ, Kohane IS. Mutual information 

relevance networks: functional genomic clustering using 

pairwise entropy measurements. Pac Symp Biocomput. 

2000:418-29.  

7. Jangravi Z, Alikhani M, Arefnezhad B, Sharifi 

Tabar M, Taleahmad S, Karamzadeh R, et al. A fresh look 

at the male-specific region of the human Y chromosome. 

Journal of proteome research. 2013;12(1):6-22.  

8. Bianchi NO, Richard SM, Pavicic W. Y 

chromosome instability in testicular cancer. Mutat Res. 

2006;612(3):172-88.  

9. Aitken RJ, Marshall Graves JA. The future of sex. 

Nature. 2002;415(6875):963. 

10. Lau YF, Zhang J. Expression analysis of thirty one 

Y chromosome genes in human prostate cancer. Mol 

Carcinog. 2000;27(4):308-21.  

11. Dasari VK, Goharderakhshan RZ, Perinchery G, 

Li LC, Tanaka Y, Alonzo J, et al. Expression analysis of 

Y chromosome genes in human prostate cancer. J Urol. 

2001;165(4):1335-41.  

12. Friedman N. Inferring cellular networks using 

probabilistic graphical models. Science. 

2004;303(5659):799-805.  

13. Schafer J, Strimmer K. An empirical Bayes 

approach to inferring large-scale gene association 

networks. Bioinformatics. 2005;21(6):754-64.  

14. Butte AJ, Tamayo P, Slonim D, Golub TR, 

Kohane IS. Discovering functional relationships between 

RNA expression and chemotherapeutic susceptibility 

using relevance networks. P Natl Acad Sci USA. 

2000;97(22):12182-6.  

15. Basso K, Margolin AA, Stolovitzky G, Klein U, 

Dalla-Favera R, Califano A. Reverse engineering of 

regulatory networks in human B cells. Nat Genet. 

2005;37(4):382-90.  

16. Marbach D, Costello JC, Kuffner R, Vega NM, 

Prill RJ, Camacho DM, et al. Wisdom of crowds for 

robust gene network inference. Nature methods. 

2012;9(8):796-804.  

17. Hoffmann R, Valencia A. A gene network for 

navigating the literature. Nat Genet. 2004;36(7):664.  

18. Chandran UR, Ma C, Dhir R, Bisceglia M, Lyons-

Weiler M, Liang W, et al. Gene expression profiles of 

prostate cancer reveal involvement of multiple molecular 

pathways in the metastatic process. BMC Cancer. 

2007;7:64. 

19. Smyth GK. Limma: linear models for microarray 

data. In: Huber W, editor. Bioinformatics and 

Computational Biology Solutions using R and 

Bioconductor. New York: Springer; 2005. p. 397–420. 

20. Freeman LC. Set of Measures of Centrality Based 

on Betweenness. Sociometry. 1977;40(1):35-41.  

21. Girvan M, Newman MEJ. Community structure in 

social and biological networks. P Natl Acad Sci USA. 

2002;99(12):7821-6.. 

22. Yu HY, Kim PM, Sprecher E, Trifonov V, 

Gerstein M. The importance of bottlenecks in protein 

networks: Correlation with gene essentiality and 

expression dynamics. Plos Computational Biology. 

2007;3(4):713-20.. 

23. Lin CY, Chin CH, Wu HH, Chen SH, Ho CW, Ko 

MT. Hubba: hub objects analyzer--a framework of 

interactome hubs identification for network biology. 

Nucleic Acids Res. 2008;36(Web Server issue):W438-43.  

24. Watts DJ, Strogatz SH. Collective dynamics of 

'small-world' networks. Nature. 1998;393(6684):440-2.  

25. Barabasi AL, Albert R. Emergence of scaling in 

random networks. Science. 1999;286(5439):509-12.  

26. Han JD, Bertin N, Hao T, Goldberg DS, Berriz 

GF, Zhang LV, et al. Evidence for dynamically organized 

modularity in the yeast protein-protein interaction 

network. Nature. 2004;430(6995):88-93.  

27. Huang S, Ingber DE. A non-genetic basis for 

cancer progression and metastasis: self-organizing 

attractors in cell regulatory networks. Breast disease. 

2006;26:27-54. 

28. Perinchery G, Sasaki M, Angan A, Kumar V, 

Carroll P, Dahiya R. Deletion of Y-chromosome specific 

genes in human prostate cancer. J Urol. 

2000;163(4):1339-42.  

29. Reimand J, Bader GD. Systematic analysis of 

somatic mutations in phosphorylation signaling predicts 

novel cancer drivers. Mol Syst Biol. 2013;9:637. 

30. Ergun A, Lawrence CA, Kohanski MA, Brennan 

TA, Collins JJ. A network biology approach to prostate 

cancer. Mol Syst Biol. 2007;3.  

31. Dunn R, Dudbridge F, Sanderson CM. The use of 

edge-betweenness clustering to investigate biological 

function in protein interaction networks. BMC 

Bioinformatics. 2005 Mar 1;6. 32. Luscombe NM, Babu 

MM, Yu H, Snyder M, Teichmann SA, Gerstein M. 

Genomic analysis of regulatory network dynamics reveals 

large topological changes. Nature. 2004;431(7006):308-

12.  

33. Brahmachari SK. Introducing the medical 

bioinformatics in Journal of Translational Medicine. 

Journal of translational medicine. 2012;10:202.  

34. Mori R, Wang Q, Danenberg KD, Pinski JK, 

Danenberg PV. Both beta-actin and GAPDH are useful 

reference genes for normalization of quantitative RT-PCR 

in human FFPE tissue samples of prostate cancer. 

Prostate. 2008;68(14):1555-60.  

35. Kwabi-Addo B, Ozen M, Ittmann M. The role of 

fibroblast growth factors and their receptors in prostate 

cancer. Endocrine-related cancer. 2004 Dec;11(4):709-24. 

36. Phillips SM, Barton CM, Lee SJ, Morton DG, 

Wallace DM, Lemoine NR, et al. Loss of the 

retinoblastoma susceptibility gene (RB1) is a frequent and 

early event in prostatic tumorigenesis. Br J Cancer. 

1994;70(6):1252-7.  

37. Srivastava SK, Bhardwaj A, Singh S, Arora S, 

McClellan S, Grizzle WE, et al. Myb overexpression 



Analysis of Candidate Genes Has Proposed the Role of …  

Vol 7, No 4,  Autumn 2014 
211 

overrides androgen depletion-induced cell cycle arrest and 

apoptosis in prostate cancer cells, and confers aggressive 

malignant traits: potential role in castration resistance. 

Carcinogenesis. 2012;33(6):1149-57.  

38. Deng S, Zhou H, Xiong R, Lu Y, Yan D, Xing T, 

et al. Over-expression of genes and proteins of ubiquitin 

specific peptidases (USPs) and proteasome subunits (PSs) 

in breast cancer tissue observed by the methods of RFDD-

PCR and proteomics. Breast cancer research and 

treatment. 2007;104(1):21-30.  

39. Lalli E. Adrenocortical development and cancer: 

focus on SF-1. Journal of molecular endocrinology. 

2010;44(6):301-7.  

40. Ahn J, Berndt SI, Wacholder S, Kraft P, Kibel AS, 

Yeager M, et al. Variation in KLK genes, prostate-

specific antigen and risk of prostate cancer. Nat Genet. 

2008;40(9):1032-4;  

41. Kang HY, Lin HK, Hu YC, Yeh S, Huang KE, 

Chang C. From transforming growth factor-beta signaling 

to androgen action: identification of Smad3 as an 

androgen receptor coregulator in prostate cancer cells. 

Proc Natl Acad Sci U S A. 2001;98(6):3018-23.  

42. Kumar-Sinha C, Tomlins SA, Chinnaiyan AM. 

Recurrent gene fusions in prostate cancer. Nat Rev 

Cancer. 2008;8(7):497-511.  

43. Narita M, Taniguchi N, Makita A, Kodama T, 

Araki E, Oikawa K. Elevated activity of beta-

hexosaminidase and sulfhydryl modification in the B-

variant of human lung cancer. Cancer Res. 

1983;43(10):5037-42.  

44. Lou W, Krill D, Dhir R, Becich MJ, Dong JT, 

Frierson HF, Jr., et al. Methylation of the CD44 

metastasis suppressor gene in human prostate cancer. 

Cancer Res. 1999;59(10):2329-31.  

45. Mishra DK, Chen Z, Wu Y, Sarkissyan M, 

Koeffler HP, Vadgama JV. Global methylation pattern of 

genes in androgen-sensitive and androgen-independent 

prostate cancer cells. Mol Cancer Ther. 2010;9(1):33-45.  

46. Shiota M, Yokomizo A, Tada Y, Inokuchi J, 

Tatsugami K, Kuroiwa K, et al. Peroxisome proliferator-

activated receptor gamma coactivator-1alpha interacts 

with the androgen receptor (AR) and promotes prostate 

cancer cell growth by activating the AR. Mol Endocrinol. 

2010;24(1):114-27.. 

47. Yoo KH, Kim SK, Chung JH, Chang SG. 

Association of IL10, IL10RA, and IL10RB 

polymorphisms with benign prostate hyperplasia in 

Korean population. Journal of Korean medical science. 

2011;26(5):659-64.  

48. Hedlund TE, Duke RC, Schleicher MS, Miller GJ. 

Fas-mediated apoptosis in seven human prostate cancer 

cell lines: correlation with tumor stage. Prostate. 

1998;36(2):92-101.  

49. Yates DR, Rehman I, Abbod MF, Meuth M, Cross 

SS, Linkens DA, et al. Promoter hypermethylation 

identifies progression risk in bladder cancer. Clin Cancer 

Res. 2007;13(7):2046-53.  

50. Scatena R, Bottoni P, Pontoglio A, Mastrototaro L, 

Giardina B. Glycolytic enzyme inhibitors in cancer 

treatment. Expert opinion on investigational drugs. 

2008;17(10):1533-45.  

51. Risbridger GP, Davis ID, Birrell SN, Tilley WD. 

Breast and prostate cancer: more similar than different. 

Nat Rev Cancer. 2010 Mar;10(3):205-12.  

52. Wu L, Chang W, Zhao J, Yu Y, Tan X, Su T, et al. 

Development of autoantibody signatures as novel 

diagnostic biomarkers of non-small cell lung cancer. Clin 

Cancer Res. 2010;16(14):3760-8. 

 

 

 

 

 

 


