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Clinical Relevance of Circulating Nucleic Acids 
in Blood of Prostate Cancer Patients 

Heidi Schwarzenbach 
Department of Tumour Biology, Center of Experimental Medicine, University Medical 

Center Hamburg-Eppendorf, Hamburg  
Germany  

1. Introduction 

The prostate carcinoma is the most frequent cancer of men. In contrast to the second most lung 
cancer, there are no self-caused risk factors. Hence, the cause of prostate cancer is still 
unknown. Nevertheless, there are men having a higher risk to get prostate cancer than other 
men. In the early stage the disease is symptom-free, whereas in the advanced stage complaints, 
such as difficulty in urination, miction pains and bone pains may occur. If symptoms emerge, 
metastases, primarily in the local lymph nodes or the bone marrow, may frequently be 
diagnosed (Knudsen & Vasioukhin, 2010). A successive treatment is only possible if the 
tumour tissue did not metastasize. So far, the early diagnosis of prostate cancer is difficult and 
challenging. Usually, the diagnosis is associated with several prostate biopsies. The current 
standard screening method is carried out by measuring the level of the prostate specific 
antigen (PSA) in blood, combined with a digital rectal examination (Jones & Koeneman, 2008). 
However, in men starting from 50 years an increased PSA value can indicate benign prostatic 
hyperplasia or prostate cancer. Moreover, the increase in the blood level of PSA (biochemical 
recurrence) cannot differentiate between local and metastatic tumours (Jansen et al., 2008). 
Therefore, an increased PSA value has to be absolutely clarified. Moreover, most prostate 
tumours are initially sensitive to androgen ablation therapy. If the treatment is not curative, 
patients can become hormonal refractory. Although docetaxel-based chemotherapy remains 
the standard treatment for hormone-refractory prostate cancer (Tannock et al., 2004), few 
predictive factors for the efficacy of chemotherapy has been reported. Thus, new strategies of 
early prostate cancer diagnosis and prognosis should be developed. 
During the last years, nucleic acids, such as DNA, RNA and microRNAs (miRs), which 
circulate in high concentrations in blood of cancer patients, have gained increasing attention 
and their potential value as possible biomarkers has been highlighted. To avoid tumour 
biopsies by invasive methods, cell-free nucleic acids in plasma or serum could serve as a 
“liquid biopsy” useful for diagnostic application of prostate cancer. This minimally invasive 
procedure delivers the possibility of taking repeated blood samples, consequently allowing the 
changes in cell-free nucleic acids to be traced during the natural course of the disease or during 
anti-cancer treatment. The current chapter focuses on the clinical utility of cell-free nucleic 
acids as blood-based biomarkers for prostate cancer, considering the genetic and epigenetic 
alterations that can be detected in circulating DNA as well as the modulated levels of miRs. 
The relationship between cell-free nucleic acids and micrometastatic cells is also discussed. 
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As a result of increased apoptotic and necrotic cell deaths during carcinogenesis, nucleic 

acids are released into the blood circulation (Jahr et al., 2001). The concentrations of these 

tumour-associated, cell-free nucleic acids may associate with tumour load and malignant 

progression towards metastatic relapse, and discriminate between men with localized 

prostate cancer and benign prostatic hyperplasia (Muller et al., 2006). Analyses of cell-free 

DNA allow the detection of tumour-specific genetic and epigenetic alterations of genes 

relevant to prostate cancer development and progression. In particular, DNA 

hypermethylation of pi-class glutathione S-transferase genes may be an additional blood-

based biomarker relevant for prostate cancer. Combining the scrutiny of tumour-specific 

blood DNA with the screening of disseminated tumour cells - the putative precursor cells of 

metastases - in blood and bone marrow, may provide additional information for monitoring 

tumour progression and metastases, and support the molecular staging of prostate tumours 

(Schwarzenbach & Pantel, 2008; Ellinger et al., 2011). The approach could also favour an 

early intervention to therapy, and contribute to identify those patients with a higher risk for 

a recurrence. In addition, miRs involved in the regulatory networks of protein expression by 

binding to and repressing the translation of specific target mRNAs are frequently 

deregulated in cancer (Ozen et al., 2008). Recent measurements have shown that these small 

RNA molecules may become potential blood-based biomarkers for prostate cancer patients 

(Wang et al., 2009). 

2. History and biology of circulating nucleic acids 

In 1948, Mandel and Métais described the presence of cell-free nucleic acids in human 

blood for the first time (Mandel & Métais, 1948). This attracted little attention in the 

scientific community, and it was not until 1994 that the importance of circulating nucleic 

acids was recognized as a result of the detection of mutated RAS gene fragments in blood 

of cancer patients (Sorenson et al., 1994; Vasioukhin et al., 1994). Two years later, also 

microsatellite alterations on cell-free DNA could be detected in the blood (Nawroz et al., 

1996). These findings were the beginning of increasing attention that has during the past 

decade been paid to cell-free nucleic acids, such as DNA and RNA, which are present at 

high concentrations in blood of cancer patients. The first study on cell-free DNA in blood 

of prostate cancer was published in 2004, and showed higher plasma DNA levels in 

patients with metastatic disease than in patients with clinically localized prostate cancer 

(Jung et al., 2004). 

Investigations of DNA fragmentation patterns in blood of cancer patients revealed that this 

DNA shows an apoptotic as well as a necrotic pattern (Jahr et al., 2001), as a result of cell 

death of tumour and wild type cells or of active secretion. It is unknown, whether besides 

the increased cell turnover in cancer patients, the clearance time also contributes to the 

higher levels of cell-free DNA. The degradation of cell-free DNA from the bloodstream 

occurs usually rapidly, e.g., the half-life time of fetal DNA in blood of mothers after delivery 

was approximately 16 minutes (Lo et al., 1999). Conversely, miRs appear highly stable, as 

they are small nucleotide fragments resistant to enzymes and incorporated in microvesicles 

(Kosaka et al., 2010). The nuclease activity in blood may be one of the important factors for 

the turnover of cell-free nucleic acids. However, this area of physiology remains unclear and 

needs further examination. The elimination of cell-free nucleic acids occurs by renal and 

hepatic mechanisms (Botezatu et al., 2000; Minchin et al., 2001).  
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3. Quantification of cell-free genomic and mitochondrial DNA 

In blood of patients with prostate cancer, increased levels of cell-free DNA consisting of 
genomic and mitochondrial DNA have been assessed by different fluorescence-based methods 
using PicoGreen or SybrGreen and quantitative real-time PCR amplifying different genes. It is 
difficult to compare the DNA concentrations reported by various groups of investigators, since 
different techniques and plasma or serum were used. Plasma DNA seems to reflect the in vivo 
concentrations of cell-free DNA better than serum DNA. In respect to the quantification of 
DNA released from haematopoietic cells during the clotting process, the DNA concentrations 
in serum were essentially higher than those in plasma (Lee et al., 2001). Table 1 summarizes 
the diagnostic and prognostic relevance of cell-free DNA in plasma and serum of prostate  
 

n>50 
Cell-free 

nucleic acids 
Diagnostic Prognostic Refs. 

64 DNA quantification x  Altimari et al., 2008 

78 DNA quantification x  Boddy et al., 2005 

91 DNA quantification  x Jung et al., 2004 

161 DNA quantification x  Chun et al., 2006 

192 DNA quantification  x Bastian et al., 2007 

252 DNA quantification x  Gordian et al., 2010 

168 PTGS2 DNA x x Ellinger et al., 2008a 

75 mitochondrial DNA  x Mehra et al., 2007 

100 mitochondrial DNA  x Ellinger et al., 2008c 

57 microsatellite assay x  Schwarzenbach et al., 2007 

65 microsatellite assay x  Muller et al., 2006 

71 microsatellite assay x  Muller et al., 2008 

81 microsatellite assay x  Schwarzenbach et al., 2009 

83 microsatellite assay x  Sunami et al., 2009 

230 microsatellite assay x  Schwarzenbach et al., 2008 

76 DNA methylation  x Okegawa et al., 2010 

83 DNA methylation x  Sunami et al., 2009 

85 DNA methylation x  Bastian et al., 2005 

210 DNA methylation x  Bastian et al., 2008 

91 DNA methylation x  Schwarzenbach et al., 2010 

142 DNA methylation x  Payne et al., 2009 

168 DNA methylation x  Ellinger et al., 2008b 

171 DNA methylation x  Ellinger et al., 2008a 

61 Histone modification x  Deligezer et al., 2010 

50 miR 21 x  Zhang et al., 2010 

51 miR 21, 141, 221 x  Yaman Agaoglu et al., 2011 

71 miR 375, 141 x  Brase et al., 2010 

Table 1. Detection of cell-free DNA with its genetic and epigenetic alterations and 
quantification of miRs in patients with prostate cancer  
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cancer patients, and represents different forms of cell-free nucleic acids analyzed in studies 
including more than 50 prostate cancer patients (n>50). This table is based on my review of 
publications deemed as significant clinical translational events. 

3.1 Cell-free genomic DNA 

The first systematic investigation on the quantitative changes of circulating DNA in prostate 
cancer patients was the study by Jung et al. (Jung et al., 2004). In this publication increased 
DNA concentrations were only observed in patients with lymph node and distant 
metastases. Whereas the DNA concentrations measured in patients with organ-confined 
cancer did not differ from those in healthy controls, the concentrations in patients with 
benign prostate hyperplasia (BPH) were elevated. These enquiries suggested that high DNA 
levels in patients with prostatic diseases can be considered neither as cancer-specific nor as 
sensitive marker for prostate cancer. In contrast to the lacking diagnostic relevance, the 
prognostic value of DNA concentrations as survival indicator could be shown and was 
comparable with the established marker PSA or with a reliable bone marker like 
osteoprotegerin (Jung et al., 2004). Besides, Boddy et al. found higher DNA levels in prostate 
cancer patients than in either healthy controls or men at low risk of having prostate cancer 
(low PSA or normal digital rectal examination). However, the elevated levels were not of 
diagnostic value during the management of prostate cancer, because those men with benign 
prostatic pathology had significantly higher DNA yields than the prostate cancer group 
(Boddy et al., 2005). Although the diagnostic relevance of cell-free DNA levels has been 
reported by other studies, most of those studies have not examined benign prostatitis. My 
laboratory compared the plasma DNA levels in prostate cancer and BPH patients and 
showed that the preoperative DNA level is a highly accurate and informative predictor in 
uni- and multivariate models for the presence of prostate cancer on needle biopsy. The 
median plasma concentration of cell-free DNA was 267 ng/mL in men with BPH versus 709 
ng/mL in men with prostate cancer, and could consequently discriminated between men 
with localized prostate cancer and BPH (Chun et al., 2006). In another study, the median 
serum DNA concentration of prostate cancer patients was 5.3 ng/mL. Concentrations of 
≥5.75 ng/mL were associated with an increased risk of PSA recurrence within 2 years of 
radical prostatectomy (Bastian et al., 2007). A cut off value of 8 ng/mL of plasma DNA was 
reported to discriminate between patients and healthy control subjects with a sensitivity of 
80% and specificity of 82%, but in comparison to the other studies, these DNA 
measurements were very low. In addition, high levels of cell-free DNA correlated with 
pathologic tumour stage (Altimari et al., 2008). It was also reported, that patients with PSA 
of ≤10 ng/mL and cell-free DNA of > 180 ng/mL were at increased risk for prostate cancer 
compared with those with DNA of ≤180 ng/mL. Summing up, these findings show that cell-
free DNA improved the specificity of prostate cancer screening and might, therefore, reduce 
the number of unnecessary prostate biopsies (Gordian et al., 2010).  
Ellinger et al. designed a study to evaluate the apoptosis index which expresses the ratio of 

prostaglandin-endoperoxide synthase 2 (PTGS2) to Reprimo DNA fragments. 

Concentrations of apoptotic PTGS2 fragments discriminated between BPH and prostate 

cancer patients with a sensitivity of 88% and specificity of 64%, whereas the apoptosis index 

was more specific with 82% but less sensitive with 70%. Following radical prostatectomy 

apoptotic PTGS2 fragments and the apoptosis index correlated with PSA recurrence 

(Ellinger et al., 2008a).  

www.intechopen.com



 
Clinical Relevance of Circulating Nucleic Acids in Blood of Prostate Cancer Patients 

 

119 

3.2 Cell-free mitochondrial DNA 

Apart from genomic DNA, mitochondrial DNA can also be quantified in blood of prostate 
cancer patients. Indicating the different nature of these circulating DNA types, the levels of 
cell-free genomic and mitochondrial DNA did not correlate (Mehra et al., 2007). In contrast 
to two copies of genomic DNA, a single cell contains up to several hundred copies of 
mitochondrial DNA. Whereas genomic DNA circulates mostly in a cell-free form and has 
also been isolated from microvesicles (which include exosomes and apoptotic bodies 
(Orozco & Lewis, 2010), mitochondrial DNA circulates mainly in microvesicles (Chiu et al., 
2003). As diagnostic and prognostic marker in prostate cancer patients the amplification of 
mitochondrial nucleic acids has been reported to display increased sensitivity and 
specificity over genomic DNA. Advanced prostate cancer patients with high plasma 
mitochondrial nucleic acids (DNA and RNA) had a poorer survival than patients with low 
levels. Thus, mitochondrial RNA seems to be a strong predictor of overall survival and an 
independent prognostic factor for cancer-related death (Mehra et al., 2007). A further study 
showed that circulating mitochondrial DNA levels did not distinguish between prostate 
cancer and BPH patients. However, there was a significant increase in short mitochondrial 
DNA fragments including apoptotic DNA in patients with early PSA recurrence after 
radical prostatectomy (Ellinger et al., 2008c). 

4. Genetic analyses of cell-free DNA 

The development of prostate cancer is associated with genetic and epigenetic alterations 
accumulating during tumour growth and disease progression. The loss of particular 
sequences encoding for tumour suppressors can lead to the loss of a tumour-protective 
function of the appropriate gene product. Such gene defects may have an influence on cell 
cycle, cell adhesion or apoptosis. Cytogenetic and molecular genetic methods have 
identified numerous tumour-associated chromosomal regions playing a role in the 
tumourigenesis of prostate cancer.  
Genetic alterations on cell-free DNA, including loss of heterozygosity (LOH), can be detected 
by PCR-based fluorescence microsatellite assays using microsatellite DNA (Fig. 1). 
Microsatellite DNA consists of short highly repetitive DNA sequences and is widely spread in 
the genome. In maternal and paternal chromosomes microsatellite DNA frequently differs in 
its length, corresponding to the number of repetitive sequences. This allows the separation of 
both alleles by gel or capillary electrophoresis and their analyses. Although similar plasma- 
and serum-based detection methods have been used, a great variability in detection of LOH on 
cell-free DNA has been reported. Besides the concordance of tumour-related LOH on cell-free 
DNA in blood with LOH on DNA from matched primary tumour tissues, discrepancies have 
also been found (Fleischhacker & Schmidt, 2007). These contradictory LOH data derived from 
blood and tumour tissue and the low incidence of LOH on cell-free DNA have been explained 
in part by technical problems and the dilution of tumour-associated cell-free DNA in blood by 
DNA released from normal cells (Muller et al., 2008; Schwarzenbach et al., 2008; Schmidt et al., 
2006). Moreover, abnormal proliferation of benign cells, due to inflammation or tissue repair 
processes, also leads to an increase in apoptotic cell death, the accumulation of small, 
fragmented DNA in blood and the masking of LOH (Schulte-Hermann et al., 1995). In spite of 
these evident restrictions, plasma DNA may be a more appropriate source for genetic analyses 
than tumour tissue because blood may be a pool of tumour-specific DNA derived from focal 
areas of the heterogeneous primary prostate tumour harbouring different genetic alterations 
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(Bonkhoff & Remberger, 1998). Furthermore, the possibility of taking repeated blood samples 
allows tracing genetic alterations during treatment. 
 

 

Fig. 1. Detection of genetically and epigenetically altered DNA and quantification of 
microRNAs in blood  

To detect LOH on cell-free DNA, extracted DNA is amplified in a PCR-based fluorescence 

microsatellite analysis using a gene-specific primer set binding to tumour suppressor genes. 

The fluorescence-labeled PCR products can be separated by capillary gel electrophoresis 

and detected by a fluorescence laser. In the diagram (left) the abscissa indicates the length of 

the PCR product, whereas the ordinate gives information on the fluorescence intensity 

represented as peaks. The upper and lower part of the diagram show the PCR products 

derived from wild type DNA (from leukocytes) and plasma DNA, respectively. As depicted 

by the two peaks of the amplified wild type DNA, both alleles are intact, whereas the lower 

peak of the PCR product derived from the plasma DNA shows LOH (indicated by an 

arrow). To detect cell-free methylated DNA, extracted DNA is denatured and treated by 

sodium bisulfite. In a methylation-sensitive PCR the modified DNA is amplified with gene-

specific primers. Since sodium bisulfite converts unmethylated cytosine residues into uracil, 

in contrast to methylated cytosine, the methylation pattern can be determined by DNA 

sequencing (middle). To quantify miRs, extracted total RNA is subscribed into cDNA which 

is then amplified with miR-specific primers in a quantitative real-time PCR reaction (right). 

To investigate the potential significance of LOH on cell-free DNA, my laboratory compared 

the LOH incidence at 5 polymorphic microsatellite markers in plasma of prostate cancer and 

BPH patients. We found that LOH was frequently detected in prostate cancer patients and 

rarely observed in BPH patients indicating for the first time that microsatellite analysis 

using plasma DNA may be an interesting tool for molecular screening of prostate cancer 
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patients (Muller et al., 2006). When the LOH frequency in blood plasma was compared with 

the incidence in tumour tissues and bone marrow aspirates of prostate cancer patients 

without clinical signs of overt metastases, we found that the concordance of LOH 

aberrations was 65% in blood plasma and 55% in bone marrow plasma samples with the 

analogous primary tumours. Our findings show that at least part of the cell-free DNA in 

blood and bone marrow may originate from the primary tumour. The subsets of LOH in 

blood and bone marrow plasma, which were not concordant with the detected tumour 

alterations, might be due to the known heterogeneity of the prostate tumours and the 

presence of wild type DNA in the plasma (Schwarzenbach et al., 2007). Moreover, we 

analyzed LOH at a panel of 13 polymorphic microsatellite markers in a large cohort of 230 

prostate cancer and 43 BPH patients. The overall incidence was significantly higher in primary 

tumours (34%) than in blood plasma samples from prostate cancer patients (11%). Although 

LOH was also found in BPH plasma samples, its frequency of 2% was low. The highest 

concordance of LOH between tumour and plasma samples was 83% at the chromosomal locus 

8p21 (Schwarzenbach et al., 2008). These findings provoked us to optimize the DNA extraction 

method to increase the detection rate of LOH on cell-free DNA in blood. 

Comparing two DNA extraction techniques, Wang et al. demonstrated that the 

guanidine/Promega resin method significantly enhanced the sensitivity of detection of k-

ras mutations on circulating serum DNA from colorectal cancer patients in comparison to 

the commonly used QIAamp DNA blood kit from the manufacturer Qiagen (Wang et al., 

2004). The most abundant DNA detected in the Qiagen preparation was high-molecular-

weight DNA, in contrast to mono-, di-, and trinucleosomal DNA isolated by the 

guanidine/Promega resin method (Wang et al., 2004). These findings lead to the 

suggestion that tumour-specific DNA might be enriched in the DNA portion containing 

shorter fragments, and to optimize the PCR-based fluorescence microsatellite method, we 

established a method to fractionate plasma DNA in short and long fragments (Muller et 

al., 2008). For preparation of the first fraction containing high-molecular-weight DNA, we 

isolated plasma DNA by Qiagen DNA Mini columns, and for the second fraction 

containing low-molecular-weight DNA, we used the flow-through of the first fraction and 

purified it on Promega columns. Because low-molecular-weight DNA may interfere with 

assay sensitivity, it was necessary to improve the assay conditions. By adding 

tetramethylammonium chloride (TMAC) (Hung et al., 1990; Chevet et al., 1995) as a 

general and essential enhancer to the PCR reactions, our results could be stabilized and 

ambiguous allelic losses could be largely avoided. Our data showing an enhancement of 

the detection rate of LOH in the low-molecular-weight plasma DNA from prostate cancer 

patients, point out that tumour-specific plasma DNA seems to mainly consist of short 

fragments. However, for practical plasma-based diagnostic tests the presence of LOH in 

both fractions should be considered (Muller et al., 2008).  

Table 1 summarizes the diagnostic relevance of genetically altered DNA in plasma and 

serum of prostate cancer patients. 

5. Epigenetic analyses of cell-free DNA 

The epigenetic process includes DNA methylation and chromatin histone modifications. In 

chromosomal regions of tumour-associated genes epigenetic alterations may affect 

important regulatory mechanisms for the pathogenesis of malignant transformation (Klose 
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& Bird, 2006). Inactivation of tumour suppressor genes by promoter hypermethylation is 

thought to play a crucial role in this process (Esteller & Herman, 2002). DNA methylation of 

the cytosine base in CpG dinucleotides, which are found as isolated or clustered CpG 

islands, induces gene repression by inhibiting the access of transcription factors to their 

binding sites, and by recruiting methyl-CpG binding proteins (MBDs) to methylated DNA 

together with histone modifying enzymes (Hendrich & Tweedie, 2003). This leads to 

configurational changes in chromatin histone proteins and a compact packing of 

nucleosomes that are implicated in transcriptional regulation, as well (Zheng et al., 2008; 

Cedar & Bergman, 2009). DNA methylation on cell-free DNA can be detected by 

methylation-sensitive PCR using bisulfite-converted DNA (Fig. 1, Table 1). 

CpG hypermethylation within the regulatory region of the π-class glutathione S-transferase 

gene (GSTP1) has been observed to be the most prevalent somatic genome abnormality in 

human prostate cancer, whereas this methylated GSTP1 is rarely detected in other organs. 

GSTP1 encodes an enzyme that acts as a carcinogen detoxifier by catalyzing conjugation 

reactions with reduced glutathione (Lee et al., 1994). Using a restriction endonuclease 

quantitative PCR technique, Bastian et al. (Bastian et al., 2005) addressed the question 

whether circulating cell-free DNA hypermethylation of GSTP1 can be evaluated as a 

prognostic biomarker for prostate cancer. They did not detect circulating hypermethylated 

GSTP1 in serum of men with a negative prostate biopsy, but they detected 

hypermethylation in 12% of men with clinically localized disease and 28% of men with 

metastatic cancer. Thus, they saw a continuing increase in DNA methylation during tumour 

progression. Moreover, they showed that men with clinically localized prostate cancer 

displaying CpG hypermethylation of GSTP1 in their preoperative serum were at significant 

risk to experience PSA recurrence within the following years after radical prostatectomy. 

These data suggest that hypermethylation of GSTP1 in blood may be an important DNA-

based prognostic serum biomarker for prostate cancer (Bastian et al., 2005). The same 

laboratory also assessed the hypermethylation profile of several other genes including 

multidrug resistance 1 (MDR1), endothelin receptor B (EDNRB), CD44, NEP (neutral 

endopeptidase), PTGS2, Ras association domain family 1 isoform A (RASSF1A), retinoic 

acid receptor-ß (RAR-ß) and ESR1 (estrogen receptor 1) in serum of men with clinically 

localized prostate cancer, hormone refractory metastatic disease or a negative prostate 

biopsy (Bastian et al., 2008). Hypermethylation of MDR1 was positive in 38% of the cases 

without PSA recurrence and in 16% of those with biochemical recurrence after radical 

prostatectomy. DNA hypermethylation of the other genes was not detected in the serum. 

No single gene was observed to be consistently hypermethylated in patients with hormone 

refractory disease. In serum from men with metastatic prostate cancer, hypermethylation 

was detected at MDR1 in 83%, EDNRB in 50%, RAR-ß in 39%, and NEP as well as RASSF1A 

in 17% of the cases. The hypermethylation of CD44, PTGS2 or ESR1 was not detected in any 

samples (Bastian et al., 2008). These finding show that along with the hypermethylation of 

GSTP1, the hypermethylation status of a defined panel of genes may represent convenient 

targets for men with prostate cancer. 
Using real-time PCR and sodium bisulfite-modified DNA, Payne et al. compared DNA 
methylation of the biomarkers GSTP1, RASSF2, histone 1H4K (HIST1H4K) and transcription 
factor AP2E (TFAP2E) in matched plasma and urine samples collected prospectively. The 
DNA methylation of the biomarkers in urine and plasma correlated significantly with each 
other. Surprisingly, the measurements of the biomarkers in urine were more sensitive for 
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prostate cancer detection than those in plasma (Payne et al., 2009). Ellinger et al. compared 
the CpG hypermethylation of GSTP1, TIG1, PTGS2 and Reprimo in prostate cancer and BPH 
patients using a restriction endonuclease real-time PCR. They detected a higher methylation 
frequency in serum of prostate cancer patients than in BPH patients. The hypermethylation 
in serum distinguished between both patient cohorts in a highly specific but less sensitive 
manner (Ellinger et al., 2008b).  
It is also possible to detect tumour-related altered histone modifications in blood of prostate 

cancer patients (Table 1). The utility of plasma levels of circulating bone-morphogenetic 

protein-6-specific (BMP6) mRNA and histone H3 lysine 27 trimethylation (H3K27me3) in 

discriminating metastatic prostate cancer from organ confined, local disease was evaluated 

at the end of therapy of the patients. Higher levels of BMP6 mRNA were found in the 

patients with metastases than in those with localized or local advanced disease. H3K27me3 

displayed an inverse distribution compared to BMP6 mRNA and was significantly lower in 

patients with metastatic disease than in those with localized or local advanced disease. This 

study provides evidence that post-treatment analysis of cBMP6 mRNA and H3K27me3 in 

plasma may be used to distinguish metastatic prostate cancer from organ confined, local 

disease (Deligezer et al., 2010). 

6. Combined genetic and epigenetic analyses of cell-free DNA 

Sunami et al. hypothesized that circulating multimarker DNA assays detecting both genetic 

and epigenetic markers in serum would be more useful in assessing prostate cancer patients. 

They examined DNA methylation of RASSF1, RAR-ß2 and GSTP1 using a methylation-

specific PCR assay and a panel of six microsatellite markers (D6S286 at 6q14, D8S261 at 

8p22, D8S262 at 8p23, D9S171 at 9p21, D10S591 at 10p15 and D18S70 at 18q23). The 

combination of these two DNA assays increased the number of prostate cancer patients 

positive for at least one marker and detected the presence of prostate cancer regardless of 

AJCC (American Joint Cancer Committee) stage or PSA concentration. When these DNA 

assays were combined with PSA measurements, they reached a sensitivity of 89%. This pilot 

study demonstrated that the combined circulating DNA multimarker assay may yield 

information independent of AJCC stage or PSA concentration (Sunami et al., 2009). 

7. Cell-free tumour DNA as a marker for circulating tumour cells 

Currently, PSA blood serum levels are measured repeatedly after the primary treatment of 

prostate cancer. However, approximately 25% of patients with clinically localized prostate 

cancer will eventually experience biochemical evidence of tumour recurrence after surgical 

resection of the primary tumour. A possible explanation for this clinical observation may be 

an early occult onset of tumour cell dissemination to the blood circulation in these men. 

Even if overt metastases are subsequently confirmed by current imaging technologies, such 

as bone scans, these patients have become already incurable (Pantel et al., 2009). Therefore, a 

biomarker indicating early spread of tumour cells as the potential seed for future metastases 

is highly desirable.  

The precise sources of tumour-related cell-free DNA in the peripheral blood are still 

unknown, but it has been postulated that this DNA may originate from primary and 

metastatic tumours. The most common view is that apoptotic and necrotic tumour cells shed 
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their DNA into the blood circulation. Dying circulating tumour cells (CTCs) may also 

contribute to the high levels of circulating DNA in the blood. This assumption provoked 

scientists to investigate the relation between cell-free tumour-related DNA and CTCs. 

Since different patterns of LOH may affect cancer progression toward metastases, we 
assessed the relationship of the occurrence of LOH on cell-free DNA with the presence of 
CTCs in peripheral blood of prostate cancer patients (Schwarzenbach et al., 2009). The 
presence of CTCs, which was detected by an epithelial immunospot assay, significantly 
correlated with the increase in LOH at the microsatellite markers D8S137, D9S171, and 
D17S855, which are located in the chromosomal regions of the cytoskeletal protein dematin 
(Lutchman et al., 1999), the inhibitor of the cyclin dependent kinase CDKN2/p16 
(Perinchery et al., 1999) and BRCA1 (Gao et al., 1995), respectively. Identification of LOH in 
these regions may contribute to a better understanding of early steps in the metastatic 
cascade in prostate cancer. Dematin is localized in the junctional complex bundling actin 
filaments in a phosphorylation-dependent manner. Its biological function is to regulate the 
cell shape, and changes in cell plasticity are thought to be important for the dissemination of 
tumour cells (Thiery & Sleeman, 2006). CDKN2/p16 is a protein of the cell cycle regulating 
the G1-S phase transition. It can be inactivated by mutations, deletions, or transcriptional 
silencing during pathogenesis of a variety of human malignancies and seems to be involved 
in the tumourigenesis of prostate cancer (Fernandez et al., 2002). BRCA1 has been 
implicated in a number of cellular processes including DNA repair and recombination, cell 
cycle checkpoint control, chromatin remodelling, ubiquitination, and apoptosis (Murray et 
al., 2007). Deletions in the BRCA1 gene have recently been implicated in metastatic spread 
and tumour progression in prostate cancer (Bednarz et al., 2010). 
A comparative genetic profiling of isolated PSA-positive CTCs and multifocal prostate tumour 
tissues was performed by Schmidt et al. They showed that the detection of LOH at the BRCA1 
locus in CTCs and primary tumours was associated with an early biochemical recurrence 
(Schmidt et al., 2006). In a recent study, Okegawa et al. determined for the first time the 
relation between CTCs detected on the CellSearch System and circulating tumour-related 
methylated DNA using a sensitive SYBR green methylation-specific PCR (Okegawa et al., 
2010). In blood of patients with hormone-refractory prostate cancer hypermethylation of 
adenomatosis polyposis coli (APC), GSTP1, PTGS2, MRD1 and RASSF1A was analyzed. With 
the exception of PTGS2, the presence of CTCs significantly correlated with the presence of 
methylated APC, GSTP1, MDR1 and RASSF1A. Patients with CTCs and methylated DNA in 
their blood had a shorter median overall survival time, which was significantly different from 
that of patients without either molecular markers or with one of both markers. In addition, 
patients with CTCs or tumour-related methylated DNA had a poorer outcome than patients 
without these blood markers, and patients with both markers had the worst outcome. These 
findings indicate the high relapse risk and aggressiveness of tumours in patients with high 
levels of CTCs and DNA methylation in the blood (Okegawa et al., 2010).  
Although the findings discussed above are still preliminary, they emphasize that cell-free 
tumour-related DNA may also stem from CTCs that have undergone cell death in the 
circulatory system.  

8. Circulating microRNAs 

MiRs are a class of naturally occurring small non-coding RNA molecules. They modulate 
post-transcriptionally the expression of numerous genes, such as tumor suppressor genes, 
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by binding sequence-specifically to their target mRNA and inhibiting their translation into 
proteins or degrading the mRNA. Mature miRs consist of 19 to 25 nucleotides and are 
derived from hairpin precursor molecules of 70-100 nucleotides. As half of human miRs are 
localized in fragile chromosomal regions, which may exhibit DNA amplifications, deletions 
or translocations during tumour development, their expression is frequently deregulated in 
cancer (Croce, 2009). MiRs have, therefore, important roles in repression of protein 
expression in cancer (Bartel, 2009). To date, studies on solid cancers (ovarian, lung, breast 
and colorectal cancer) reported that miRs are involved in the regulation of different cellular 
processes, such as apoptosis, cell proliferation, epithelial to mesenchymal transition and 
metastases (Heneghan et al., 2009). In blood, miRs appear highly stable, because most of 
them are included in apoptotic bodies, microvesicles, or exosomes and can withstand 
known mRNA degradation factors (Asaga et al., 2011; Kosaka et al., 2010). Quanitative real- 
time PCR can be used to measure circulating miRs with miR-specific TaqMan MicroRNA 
assays (Fig. 1, Table 1). 
Circulating miRs have recently been indicated as practicable and promising biomarkers for 
minimally invasive diagnosis in prostate cancer. Quantification of miR 21 targeting the 
tumour suppressor gene phosphatase and tensin homolog deleted (PTEN) and programmed 
cell death 4 (PDCD4) has been reported to be a useful biomarker for prostate cancer patients 
during disease progression (Zhang et al., 2010). Patients with hormone-refractory prostate 
cancer expressed higher serum miR 21 levels than those with androgen-dependent and 
localized prostate cancer. Androgen-dependent prostate cancer patients with low serum 
PSA levels had similar serum miR 21 levels to patients with localized prostate cancer or 
BPH. The highest serum miR 21 levels were found in hormone-refractory prostate cancer 
patients who were resistant to docetaxel-based chemotherapy when compared to those 
sensitive to chemotherapy. These findings suggest that miR 21 is an indicator of the 
transformation to hormone refractory disease and a potential predictor for the efficacy of 
docetaxel-based chemotherapy (Zhang et al., 2010). Quantification of miR-21 together with 
miR 141 and 221 revealed varying patterns in blood of the clinical subgroups. The 
differences in plasma between the control group and the patients were highly significant for 
miR 21 and 221 but not for miR 141. In patients diagnosed with metastatic prostate cancer, 
levels of all three miRs were significantly higher than in patients with localized and local 
advanced disease (Yaman Agaoglu et al., 2011). After screening of 667 miRs in serum 
samples from patients with metastatic and localized prostate cancer by microaarray 
analyses, five upregulated miRs were selected for further validation. Circulating miR 375 
and 141 turned out to be the most pronounced markers for high-risk tumours. Their levels 
also correlated with high Gleason score and lymph-node positive status. These observations 
suggest that the release of miR 375 and 141 into the blood circulation is associated with 
advanced cancer disease (Brase et al., 2010). 
Although there is only a few literatures on circulating miRs in blood of prostate cancer 
patients, the findings discussed above highlight their potential clinical utility (Table 1).  

9. Conclusion 

It took decades to attract attention to circulating cell-free nucleic as a surrogate for molecular 
analysis in the management of cancer patients, but their clinical relevance gains more and 
more in importance. Cell-free nucleic acids may be a reflection of the pathological processes 
during prostate cancer development, progression and metastasis. Besides these attributes, 
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nucleic acids play also important biological roles. An intriguing hypothesis, the so-called 
genometastasis hypothesis describes that extracellular DNA and RNA from cancer cells may 
transform normal cells. Thus, metastases could develop in distant organs as a result of 
horizontal transfer of dominant oncogenes released from the primary tumour by susceptible 
cells (Garcia-Olmo et al., 2004). Whether this biological function has relevance in human 
blood in prostate cancer patients is an aspect to be considered in the future.  
Since tumour-associated nucleic acids are easily accessible from plasma/serum and may 
be derived from several different sources, e.g. primary tumour, lymph nodes or CTCs, 
their detection could provide more information on prostate tumour biology. Although 
there is a number of biomarkers, e.g. PSA, commonly used for prostate cancer, these 
markers are also elevated in BPH patients, and their levels are dependent on prostate 
volume and age of the men. To date, the screening of cancer patients relies on early 
diagnosis, precise tumour staging, and monitoring of therapies. Histological evaluation of 
tumour tissues obtained from biopsies is the gold standard of diagnosis at present. 
Minimally invasive blood analyses of cell-free nucleic acids could have the potential to 
complement the existing biomarkers, such as PSA, and current clinical methods. These 
minimally invasive assays could serve as a “liquid biopsy” that can be repeated many 
times in an individual patient to assure a real-time monitoring of the disease course and 
assess the efficacy of anti-cancer therapies. In combination with the detection of CTCs, 
this assay might allow following metastatic progression and to predict the outcome of 
prostate cancer patients. The emerging biological role of miRs in the regulation of 
different cellular processes, e.g. apoptosis, cell proliferation, tumour progression, 
epithelial-mesenchymal transition and metastasis suggests that they may have a great 
potential as novel blood-based biomarkers and may also be considered as future 
therapeutic targets. 
However, there are also some drawbacks. As the prevalence of wild type nucleic acids in 
blood hampers the genetic analyses of cell-free tumour DNA, better extraction procedures 
are required. This also implicates that the pre-analytical parameters, such as blood 
collection, processing of plasma or serum, storage and accurate clinical conditions need to 
be improved. The quantification of cell-free nucleic acids using different methods ia a 
further problem. To date, no approach has been developed that is consistent, robust, 
reproducible, and validated on a large-scale prostate cancer patient population. If these 
problems could be solved, these issues would provide better universal standardization for 
comparison of results and address clinical utility of the assays. Another issue is that after 
extraction of nucleic acids, different assays varying in assay sensitivity and specificity are 
used for analysis. A standardized PCR-based assay is needed in validating clinical 
biomarkers. This implicates that the slowed down progress of new cancer blood-based 
biomarkers in the last decade could be pushed.  

10. References 

Altimari, A., Grigioni, A.D., Benedettini, E., Gabusi, E., Schiavina, R., Martinelli, A., 

Morselli-Labate, A.M., Martorana, G., Grigioni, W.F. & Fiorentino, M. (2008). 

Diagnostic role of circulating free plasma DNA detection in patients with localized 

prostate cancer. Am J Clin Pathol, Vol.129, No.5, (May), pp. 756-762 

www.intechopen.com



 
Clinical Relevance of Circulating Nucleic Acids in Blood of Prostate Cancer Patients 

 

127 

Asaga, S., Kuo, C., Nguyen, T., Terpenning, M., Giuliano, A.E. & Hoon, D.S. (2011). Direct 

serum assay for microRNA-21 concentrations in early and advanced breast cancer. 

Clin Chem, Vol.57, No.1, (Jan), pp. 84-91, ISBN 1530-8561  

Bartel, D.P. (2009). MicroRNAs: Target recognition and regulatory functions. Cell, Vol.136, 

No.2, (Jan 23), pp. 215-233 

Bastian, P.J., Palapattu, G.S., Lin, X., Yegnasubramanian, S., Mangold, L.A., Trock, B., 

Eisenberger, M.A., Partin, A.W. & Nelson, W.G. (2005). Preoperative serum DNA 

gstp1 cpg island hypermethylation and the risk of early prostate-specific antigen 

recurrence following radical prostatectomy. Clin Cancer Res, Vol.11, No.11, (Jun 1), 

pp. 4037-4043 

Bastian, P.J., Palapattu, G.S., Yegnasubramanian, S., Lin, X., Rogers, C.G., Mangold, L.A., 

Trock, B., Eisenberger, M., Partin, A.W. & Nelson, W.G. (2007). Prognostic value of 

preoperative serum cell-free circulating DNA in men with prostate cancer 

undergoing radical prostatectomy. Clin Cancer Res, Vol.13, No.18 Pt 1, (Sep 15), pp. 

5361-5367 

Bastian, P.J., Palapattu, G.S., Yegnasubramanian, S., Rogers, C.G., Lin, X., Mangold, L.A., 

Trock, B., Eisenberger, M.A., Partin, A.W. & Nelson, W.G. (2008). Cpg island 

hypermethylation profile in the serum of men with clinically localized and 

hormone refractory metastatic prostate cancer. J Urol, Vol.179, No.2, (Feb), pp. 529-

534; discussion 534-52 

Bednarz, N., Eltze, E., Semjonow, A., Rink, M., Andreas, A., Mulder, L., Hannemann, J., 

Fisch, M., Pantel, K., Weier, H.U., Bielawski, K.P. & Brandt, B. (2010). Brca1 loss 

preexisting in small subpopulations of prostate cancer is associated with advanced 

disease and metastatic spread to lymph nodes and peripheral blood. Clin Cancer 

Res, Vol.16, No.13, (Jul 1), pp. 3340-3348, ISBN 1078-0432 

Boddy, J.L., Gal, S., Malone, P.R., Harris, A.L. & Wainscoat, J.S. (2005). Prospective study of 

quantitation of plasma DNA levels in the diagnosis of malignant versus benign 

prostate disease. Clin Cancer Res, Vol.11, No.4, (Feb 15), pp. 1394-1399 

Bonkhoff, H. & Remberger, K. (1998). Morphogenetic concepts of normal and abnormal 

growth in the human prostate. Virchows Arch, Vol.433, No.3, (Sep), pp. 195-202, 

ISBN 0945-6317  

Botezatu, I., Serdyuk, O., Potapova, G., Shelepov, V., Alechina, R., Molyaka, Y., Ananev, V., 

Bazin, I., Garin, A., Narimanov, M., Knysh, V., Melkonyan, H., Umansky, S. & 

Lichtenstein, A. (2000). Genetic analysis of DNA excreted in urine: A new approach 

for detecting specific genomic DNA sequences from cells dying in an organism. 

Clin Chem, Vol.46, No.8 Pt 1, (Aug), pp. 1078-1084, ISBN 0009-9147  

Brase, J.C., Johannes, M., Schlomm, T., Falth, M., Haese, A., Steuber, T., Beissbarth, T., 

Kuner, R. & Sultmann, H. (2011). Circulating miRNAs are correlated with tumor 

progression in prostate cancer. Int J Cancer, Vol.128, No.3, (Feb 1), pp. 608-616, ISBN 

1097-0215  

Cedar, H. & Bergman, Y. (2009). Linking DNA methylation and histone modification: 

Patterns and paradigms. Nat Rev Genet, Vol.10, No.5, (May), pp. 295-304, ISBN 

1471-0064  

www.intechopen.com



 
Prostate Cancer – From Bench to Bedside 

 

128 

Chevet, E., Lemaitre, G. & Katinka, M.D. (1995). Low concentrations of 

tetramethylammonium chloride increase yield and specificity of pcr. Nucleic Acids 

Res, Vol.23, No.16, (Aug 25), pp. 3343-3344, ISBN 0305-1048  

Chiu, R.W., Chan, L.Y., Lam, N.Y., Tsui, N.B., Ng, E.K., Rainer, T.H. & Lo, Y.M. (2003). 

Quantitative analysis of circulating mitochondrial DNA in plasma. Clin Chem, 

Vol.49, No.5, (May), pp. 719-726, ISBN 0009-9147  

Chun, F.K., Muller, I., Lange, I., Friedrich, M.G., Erbersdobler, A., Karakiewicz, P.I., Graefen, 

M., Pantel, K., Huland, H. & Schwarzenbach, H. (2006). Circulating tumour-

associated plasma DNA represents an independent and informative predictor of 

prostate cancer. BJU Int, Vol.98, No.3, (Sep), pp. 544-548 

Croce, C.M. (2009). Causes and consequences of microRNA dysregulation in cancer. Nat Rev 

Genet, Vol.10, No.10, (Oct), pp. 704-714, ISBN 1471-0064  

Deligezer, U., Yaman, F., Darendeliler, E., Dizdar, Y., Holdenrieder, S., Kovancilar, M. & 

Dalay, N. (2010). Post-treatment circulating plasma bmp6 mrna and h3k27 

methylation levels discriminate metastatic prostate cancer from localized disease. 

Clin Chim Acta, Vol.411, No.19-20, (Oct 9), pp. 1452-1456, ISBN1873-3492   

Ellinger, J., Bastian, P.J., Haan, K.I., Heukamp, L.C., Buettner, R., Fimmers, R., Mueller, S.C. 

& von Ruecker, A. (2008a). Noncancerous ptgs2 DNA fragments of apoptotic origin 

in sera of prostate cancer patients qualify as diagnostic and prognostic indicators. 

Int J Cancer, Vol.122, No.1, (Jan 1), pp. 138-143 

Ellinger, J., Haan, K., Heukamp, L.C., Kahl, P., Buttner, R., Muller, S.C., von Ruecker, A. & 

Bastian, P.J. (2008b). Cpg island hypermethylation in cell-free serum DNA 

identifies patients with localized prostate cancer. Prostate, Vol.68, No.1, (Jan 1), 

pp. 42-49 

Ellinger, J., Muller, S.C., Stadler, T.C., Jung, A., von Ruecker, A. & Bastian, P.J. (2011). The 

role of cell-free circulating DNA in the diagnosis and prognosis of prostate cancer. 

Urol Oncol, Vol.29, No.2, (Mar-Apr), pp. 124-129, ISBN 1873-2496  

Ellinger, J., Muller, S.C., Wernert, N., von Ruecker, A. & Bastian, P.J. (2008c). Mitochondrial 

DNA in serum of patients with prostate cancer: A predictor of biochemical 

recurrence after prostatectomy. BJU Int, Vol.102, No.5, (Aug 5), pp. 628-632 

Esteller, M. & Herman, J.G. (2002). Cancer as an epigenetic disease: DNA methylation and 

chromatin alterations in human tumours. J Pathol, Vol.196, No.1, (Jan), pp. 1-7 

Fernandez, P.L., Hernandez, L., Farre, X., Campo, E. & Cardesa, A. (2002). Alterations of cell 

cycle-regulatory genes in prostate cancer. Pathobiology, Vol.70, No.1, pp. 1-10 

Fleischhacker, M. & Schmidt, B. (2007). Circulating nucleic acids (cnas) and cancer--a survey. 

Biochim Biophys Acta, Vol.1775, No.1, (Jan), pp. 181-232 

Gao, X., Zacharek, A., Salkowski, A., Grignon, D.J., Sakr, W., Porter, A.T. & Honn, K.V. 

(1995). Loss of heterozygosity of the brca1 and other loci on chromosome 17q in 

human prostate cancer. Cancer Res, Vol.55, No.5, (Mar 1), pp. 1002-1005 

Garcia-Olmo, D.C., Ruiz-Piqueras, R. & Garcia-Olmo, D. (2004). Circulating nucleic acids in 

plasma and serum (CNAPS) and its relation to stem cells and cancer metastasis: state 

of the issue. Histol Histopathol, Vol. 19, No.2, (Apr), pp. 575–583  

Gordian, E., Ramachandran, K., Reis, I.M., Manoharan, M., Soloway, M.S. & Singal, R. 

(2010). Serum free circulating DNA is a useful biomarker to distinguish benign 

www.intechopen.com



 
Clinical Relevance of Circulating Nucleic Acids in Blood of Prostate Cancer Patients 

 

129 

versus malignant prostate disease. Cancer Epidemiol Biomarkers Prev, Vol.19, No.8, 

(May), pp. 1984-1991, ISBN 1538-7755 

Hendrich, B. & Tweedie, S. (2003). The methyl-cpg binding domain and the evolving role of 

DNA methylation in animals. Trends Genet, Vol.19, No.5, (May), pp. 269-277 

Heneghan, H.M., Miller, N., Lowery, A.J., Sweeney, K.J. & Kerin, M.J. (2009). MicroRNAs as 

novel biomarkers for breast cancer. J Oncol, Vol.2009, pp. 950201, ISBN 1687-8450  

Hung, T., Mak, K. & Fong, K. (1990). A specificity enhancer for polymerase chain reaction. 

Nucleic Acids Res, Vol.18, No.16, (Aug 25), pp. 4953, ISBN 0305-1048  

Jahr, S., Hentze, H., Englisch, S., Hardt, D., Fackelmayer, F.O., Hesch, R.D. & Knippers, R. 

(2001). DNA fragments in the blood plasma of cancer patients: Quantitations and 

evidence for their origin from apoptotic and necrotic cells. Cancer Res, Vol.61, No.4, 

(Feb 15), pp. 1659-1665 

Jansen, F.H., Roobol, M., Jenster, G., Schroder, F.H. & Bangma, C.H. (2008). Screening for 

prostate cancer in 2008 ii: The importance of molecular subforms of prostate-

specific antigen and tissue kallikreins. Eur Urol, Vol.55, No.3, (Mar), pp. 563-574 

Jones, M.J. & Koeneman, K.S. (2008). Local-regional prostate cancer. Urol Oncol, Vol.26, 

No.5, (Sep-Oct), pp. 516-521 

Jung, K., Stephan, C., Lewandowski, M., Klotzek, S., Jung, M., Kristiansen, G., Lein, M., 

Loening, S.A. & Schnorr, D. (2004). Increased cell-free DNA in plasma of patients 

with metastatic spread in prostate cancer. Cancer Lett, Vol.205, No.2, (Mar 18), pp. 

173-180 

Klose, R.J. & Bird, A.P. (2006). Genomic DNA methylation: The mark and its mediators. 

Trends Biochem Sci, Vol.31, No.2, (Feb), pp. 89-97, ISBN Klose, R.J. & Bird, A.P. 

Knudsen, B.S. & Vasioukhin, V. (2010). Mechanisms of prostate cancer initiation and 

progression. Adv Cancer Res, Vol.109, pp. 1-50, ISBN 0065-230X   

Kosaka, N., Iguchi, H. & Ochiya, T. (2010). Circulating microRNA in body fluid: A new 

potential biomarker for cancer diagnosis and prognosis. Cancer Sci, Vol.101, No.10, 

(Oct), pp. 2087-2092, ISBN 1349-7006  

Lee, T.H., Montalvo, L., Chrebtow, V. & Busch, M.P. (2001). Quantitation of genomic DNA 

in plasma and serum samples: Higher concentrations of genomic DNA found in 

serum than in plasma. Transfusion, Vol.41, No.2, (Feb), pp. 276-282, ISBN 0041-1132  

Lee, W.H., Morton, R.A., Epstein, J.I., Brooks, J.D., Campbell, P.A., Bova, G.S., Hsieh, 

W.S., Isaacs, W.B. & Nelson, W.G. (1994). Cytidine methylation of regulatory 

sequences near the pi-class glutathione s-transferase gene accompanies human 

prostatic carcinogenesis. Proc Natl Acad Sci U S A, Vol.91, No.24, (Nov 22), pp. 

11733-11737 

Lo, Y.M., Zhang, J., Leung, T.N., Lau, T.K., Chang, A.M. & Hjelm, N.M. (1999). Rapid 

clearance of fetal DNA from maternal plasma. Am J Hum Genet, Vol.64, No.1, (Jan), 

pp. 218-224 

Lutchman, M., Pack, S., Kim, A.C., Azim, A., Emmert-Buck, M., van Huffel, C., Zhuang, Z. 

& Chishti, A.H. (1999). Loss of heterozygosity on 8p in prostate cancer implicates a 

role for dematin in tumor progression. Cancer Genet Cytogenet, Vol.115, No.1, (Nov), 

pp. 65-69 

Mandel, P. & Métais, P. (1948). Les acides nucléiques du plasma sanguin chez l`homme. C R 

Acad Sci Paris, Vol.142, pp. 241-243 

www.intechopen.com



 
Prostate Cancer – From Bench to Bedside 

 

130 

Mehra, N., Penning, M., Maas, J., van Daal, N., Giles, R.H. & Voest, E.E. (2007). 

Circulating mitochondrial nucleic acids have prognostic value for survival in 

patients with advanced prostate cancer. Clin Cancer Res, Vol.13, No.2 Pt 1, (Jan 

15), pp. 421-426 

Minchin, R.F., Carpenter, D. & Orr, R.J. (2001). Polyinosinic acid and polycationic liposomes 

attenuate the hepatic clearance of circulating plasmid DNA. J Pharmacol Exp Ther, 

Vol.296, No.3, (Mar), pp. 1006-1012, ISBN 0022-3565  

Muller, I., Beeger, C., Alix-Panabieres, C., Rebillard, X., Pantel, K. & Schwarzenbach, H. 

(2008). Identification of loss of heterozygosity on circulating free DNA in peripheral 

blood of prostate cancer patients: Potential and technical improvements. Clin Chem, 

Vol.54, No.4, (Apr), pp. 688-696 

Muller, I., Urban, K., Pantel, K. & Schwarzenbach, H. (2006). Comparison of genetic 

alterations detected in circulating microsatellite DNA in blood plasma samples of 

patients with prostate cancer and benign prostatic hyperplasia. Ann N Y Acad Sci, 

Vol.1075, (Sep), pp. 222-229 

Murray, M.M., Mullan, P.B. & Harkin, D.P. (2007). Role played by brca1 in transcriptional 

regulation in response to therapy. Biochem Soc Trans, Vol.35, No.Pt 5, (Nov), pp. 

1342-1346 

Nawroz, H., Koch, W., Anker, P., Stroun, M. & Sidransky, D. (1996). Microsatellite 

alterations in serum DNA of head and neck cancer patients. Nat Med, Vol.2, No.9, 

(Sep), pp. 1035-1037 

Okegawa, T., Nutahara, K. & Higashihara, E. (2010). Association of circulating tumor cells 

with tumor-related methylated DNA in patients with hormone-refractory prostate 

cancer. Int J Urol, Vol.17, No.5, (May), pp. 466-475, ISBN 1442-2042  

Orozco, A.F. & Lewis, D.E. (2010). Flow cytometric analysis of circulating microparticles in 

plasma. Cytometry A, Vol.77, No.6, (Jun), pp. 502-514, ISBN 1552-4930  

Ozen, M., Creighton, C.J., Ozdemir, M. & Ittmann, M. (2008). Widespread deregulation of 

microRNA expression in human prostate cancer. Oncogene, Vol.27, No.12, (Mar 13), 

pp. 1788-1793 

Pantel, K., Alix-Panabieres, C. & Riethdorf, S. (2009). Cancer micrometastases. Nat Rev Clin 

Oncol, Vol.6, No.6, (Jun), pp. 339-351, ISBN 1759-4782  

Payne, S.R., Serth, J., Schostak, M., Kamradt, J., Strauss, A., Thelen, P., Model, F., Day, J.K., 

Liebenberg, V., Morotti, A., Yamamura, S., Lograsso, J., Sledziewski, A. & 

Semjonow, A. (2009). DNA methylation biomarkers of prostate cancer: 

Confirmation of candidates and evidence urine is the most sensitive body fluid 

for non-invasive detection. Prostate, Vol.69, No.12, (Sep 1), pp. 1257-1269, ISBN 

1097-0045  

Perinchery, G., Bukurov, N., Nakajima, K., Chang, J., Li, L.C. & Dahiya, R. (1999). High 

frequency of deletion on chromosome 9p21 may harbor several tumor-suppressor 

genes in human prostate cancer. Int J Cancer, Vol.83, No.5, (Nov 26), pp. 610-614 

Schmidt, H., DeAngelis, G., Eltze, E., Gockel, I., Semjonow, A. & Brandt, B. (2006). 

Asynchronous growth of prostate cancer is reflected by circulating tumor cells 

delivered from distinct, even small foci, harboring loss of heterozygosity of the pten 

gene. Cancer Res, Vol.66, No.18, (Sep 15), pp. 8959-8965 

www.intechopen.com



 
Clinical Relevance of Circulating Nucleic Acids in Blood of Prostate Cancer Patients 

 

131 

Schulte-Hermann, R., Bursch, W., Grasl-Kraupp, B., Torok, L., Ellinger, A. & Mullauer, L. 

(1995). Role of active cell death (apoptosis) in multi-stage carcinogenesis. Toxicol 

Lett, Vol.82-83, (Dec), pp. 143-148, ISBN 0378-4274  

Schwarzenbach, H., Alix-Panabieres, C., Muller, I., Letang, N., Vendrell, J.P., Rebillard, X. 

& Pantel, K. (2009). Cell-free tumor DNA in blood plasma as a marker for 

circulating tumor cells in prostate cancer. Clin Cancer Res, Vol.15, No.3, (Feb 1), 

pp. 1032-1038 

Schwarzenbach, H., Chun, F.K., Isbarn, H., Huland, H. & Pantel, K. (2010). Genomic 

profiling of cell-free DNA in blood and bone marrow of prostate cancer patients. J 

Cancer Res Clin Oncol, Vol.137, No.5, (May), pp. 811-819, ISBN 1432-1335  

Schwarzenbach, H., Chun, F.K., Lange, I., Carpenter, S., Gottberg, M., Erbersdobler, A., 

Friedrich, M.G., Huland, H. & Pantel, K. (2007). Detection of tumor-specific DNA in 

blood and bone marrow plasma from patients with prostate cancer. Int J Cancer, 

Vol.120, No.7, (Apr 1), pp. 1465-1471 

Schwarzenbach, H., Chun, F.K., Muller, I., Seidel, C., Urban, K., Erbersdobler, A., Huland, 

H., Pantel, K. & Friedrich, M.G. (2008). Microsatellite analysis of allelic imbalance in 

tumour and blood from patients with prostate cancer. BJU Int, Vol.102, No.2, (Jul), 

pp. 253-258 

Schwarzenbach, H. & Pantel, K. (2008) Methods of cancer diagnosis, therapy and prognosis. 

Prostate cancer: Detection of free tumor-specific DNA in blood and bone marrow., 

Vol 2. Springer, USA  

Sorenson, G.D., Pribish, D.M., Valone, F.H., Memoli, V.A., Bzik, D.J. & Yao, S.L. (1994). 

Soluble normal and mutated DNA sequences from single-copy genes in human 

blood. Cancer Epidemiol Biomarkers Prev, Vol.3, No.1, (Jan-Feb), pp. 67-71, ISBN 

1055-9965  

Sunami, E., Shinozaki, M., Higano, C.S., Wollman, R., Dorff, T.B., Tucker, S.J., Martinez, S.R., 

Singer, F.R. & Hoon, D.S. (2009). Multimarker circulating DNA assay for assessing 

blood of prostate cancer patients. Clin Chem, Vol.55, No.3, (Mar), pp. 559-567 

Tannock, I.F., de Wit, R., Berry, W.R., Horti, J., Pluzanska, A., Chi, K.N., Oudard, S., 

Theodore, C., James, N.D., Turesson, I., Rosenthal, M.A. & Eisenberger, M.A. 

(2004). Docetaxel plus prednisone or mitoxantrone plus prednisone for advanced 

prostate cancer. N Engl J Med, Vol.351, No.15, (Oct 7), pp. 1502-1512, ISBN 1533-

4406  

Thiery, J.P. & Sleeman, J.P. (2006). Complex networks orchestrate epithelial-mesenchymal 

transitions. Nat Rev Mol Cell Biol, Vol.7, No.2, (Feb), pp. 131-142 

Vasioukhin, V., Anker, P., Maurice, P., Lyautey, J., Lederrey, C. & Stroun, M. (1994). Point 

mutations of the n-ras gene in the blood plasma DNA of patients with 

myelodysplastic syndrome or acute myelogenous leukaemia. Br J Haematol, Vol.86, 

No.4, (Apr), pp. 774-779, ISBN 0007-1048  

Wang, L., Tang, H., Thayanithy, V., Subramanian, S., Oberg, A.L., Cunningham, J.M., 

Cerhan, J.R., Steer, C.J. & Thibodeau, S.N. (2009). Gene networks and microRNAs 

implicated in aggressive prostate cancer. Cancer Res, Vol.69, No.24, (Dec 15), pp. 

9490-9497, ISBN 1538-7445  

www.intechopen.com



 
Prostate Cancer – From Bench to Bedside 

 

132 

Wang, M., Block, T.M., Steel, L., Brenner, D.E. & Su, Y.H. (2004). Preferential isolation of 

fragmented DNA enhances the detection of circulating mutated k-ras DNA. Clin 

Chem, Vol.50, No.1, (Jan), pp. 211-213 

Yaman Agaoglu, F., Kovancilar, M., Dizdar, Y., Darendeliler, E., Holdenrieder, S., Dalay, N. 

& Gezer, U. (2011). Investigation of mir-21, mir-141, and mir-221 in blood 

circulation of patients with prostate cancer. Tumour Biol, Vol.32, No.3, (Jun), pp. 

583-588, ISBN 1423-0380  

Zhang, H.L., Yang, L.F., Zhu, Y., Yao, X.D., Zhang, S.L., Dai, B., Zhu, Y.P., Shen, Y.J., Shi, 

G.H. & Ye, D.W. (2010). Serum miRNA-21: Elevated levels in patients with 

metastatic hormone-refractory prostate cancer and potential predictive factor for 

the efficacy of docetaxel-based chemotherapy. Prostate, Vol.71, No.3, (Feb 15), pp. 

326-331, ISBN 1097-0045  

Zheng, Y.G., Wu, J., Chen, Z. & Goodman, M. (2008). Chemical regulation of epigenetic 

modifications: Opportunities for new cancer therapy. Med Res Rev, Vol.28, No.5, 

(Sep), pp. 645-687 

www.intechopen.com



Prostate Cancer - From Bench to Bedside

Edited by Dr. Philippe E. Spiess

ISBN 978-953-307-331-6

Hard cover, 528 pages

Publisher InTech

Published online 25, November, 2011

Published in print edition November, 2011

InTech Europe

University Campus STeP Ri 

Slavka Krautzeka 83/A 

51000 Rijeka, Croatia 

Phone: +385 (51) 770 447 

Fax: +385 (51) 686 166

www.intechopen.com

InTech China

Unit 405, Office Block, Hotel Equatorial Shanghai 

No.65, Yan An Road (West), Shanghai, 200040, China 

Phone: +86-21-62489820 

Fax: +86-21-62489821

The present textbook highlights many of the exciting discoveries made in the diagnosis and treatment of

prostate cancer over the past decade. International thought leaders have contributed to this effort providing a

comprehensive and state-of-the art review of the signaling pathways and genetic alterations essential in

prostate cancer. This work provides an essential resource for healthcare professionals and scientists

dedicated to this field. This textbook is dedicated to the efforts and advances made by our scientific

community, realizing we have much to learn in striving to some day in the not too distant future cure this

disease particularly among those with an aggressive tumor biology.

How to reference

In order to correctly reference this scholarly work, feel free to copy and paste the following:

Heidi Schwarzenbach (2011). Clinical Relevance of Circulating Nucleic Acids in Blood of Prostate Cancer

Patients, Prostate Cancer - From Bench to Bedside, Dr. Philippe E. Spiess (Ed.), ISBN: 978-953-307-331-6,

InTech, Available from: http://www.intechopen.com/books/prostate-cancer-from-bench-to-bedside/clinical-

relevance-of-circulating-nucleic-acids-in-blood-of-prostate-cancer-patients



© 2011 The Author(s). Licensee IntechOpen. This is an open access article

distributed under the terms of the Creative Commons Attribution 3.0

License, which permits unrestricted use, distribution, and reproduction in

any medium, provided the original work is properly cited.


