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The Normal and Malignant 
Prostate 

The prostate gland

The prostate is an exocrine walnut-shaped organ surrounding the urethra. Like other 
tissues of the male genito-urinary tract, the prostate depends on testosterone for growth 
and development, and rapidly increases in size at the onset of testosterone production 
during puberty. After puberty, the size of the prostate remains constant, but further 
benign enlargement may occur after 50 years of age, a process referred to as benign 
prostatic hyperplasia (BPH) [1, 2]. 

The function of the prostate is to produce and secrete a milky acidic fluid that contains 
several substances important for fertilization. The prostatic secretions constitute ap-
proximately 25% of semen, and contribute to sperm motility and viability. Prostatic 
fluid contains proteolytic enzymes which functions to break down the clotting proteins 
from the seminal vesicles [3]. By far, the most abundant proteins found in prostate 
secretions are prostate specific antigen (PSA), prostate acidic phosphatase (PAP) and 
microseminoprotein-β (MSMB) [4]. 

The prostate can be divided into three distinct zones: the peripheral, central and tran-
sitional zones (Fig. 1). This segmentation appears to be important, since the zones ex-
hibit a considerable variation in their tendencies for prostatic conditions. For instance, 
the transitional zone constitutes approximately 70% of the prostate, and most BPH 
lesions occur there. Most tumours arise in the much smaller peripheral zone [2, 5, 6].

Histologically, prostatic tissue is made up of epithelial cells and surrounding stroma. 
The epithelial cells form glands with luminal secretory cells forming the glandular lu-
men, and basal cells in a single layer underneath. The luminal cells express androgen re-
ceptor and secrete components of the prostatic fluid such as PSA, PAP and MSMB [2, 
7]. Basal cells secrete components of the basal membrane, but their functions remain 
somewhat abstruse. It is generally believed that this cellular compartment also harbours 
stem cells or progenitor cells that may differentiate and re-populate the luminal cell 
layer if needed [8-10]. Basal cells express low levels of androgen receptor but are not 
dependent on androgens for survival and growth [11]. Least common of the epithelial 
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cells are the neuroendocrine cells, which can be found scattered among both luminal 
and basal cells. 

FIGURE 1. Zonal predisposition to prostate disease. The prostate consists of different zones, with 
varying predispositions to prostatic conditions. BPH is more common in the transitional zone, whereas 
prostatic intraepithelial neoplasia (PIN) and cancer are more common in the peripheral zone. Acute and 
chronic inflammation is equally common in peripheral and transitional zones. Reprinted by permission 
from Macmillan Publishers Ltd: Nature Reviews Cancer, Apr;7(4):256-69, ©2007. 

Surrounding the epithelial glands is stroma, composed of fibroblasts and smooth mus-
cle cells. Stromal cells support the epithelial cells with paracrine factors in a process 
called epithelial-stromal crosstalk, and they produce components of the extracellular 
matrix (ECM) [12]. Together, these cell populations constitute the prostate microenvi-
ronment. Several studies show that microenvironment is essential for cellular behaviour 
in the normal prostate and during tumour progression [13, 14].

Androgen signalling in the prostate

Androgens are required for development and maturation of the prostate, and for pro-
liferation and survival of prostate epithelial cells [15]. Androgens include testosterone, 
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produced by the testes; dehydroepiandrosterone, made by the adrenal glands; and di-
hydrotestosterone (DHT), which is converted from testosterone within the prostate. 
Testosterone is the main circulating androgen, the majority bound to albumin or sex-
hormone-binding-globulin (SHBG). A small fraction remains in free form, which may 
enter the prostate epithelial cell where it is converted to DHT by 5α-reductase (Fig. 2). 
Dihydrotestosterone is a more potent ligand for the androgen receptor, having a 5-fold 
higher affinity than testosterone [16, 17]. 

FIGURE 2. Androgen action in the prostate epithelial cell. Free testosterone enters the cell and is con-
verted to DHT by 5α-reductase. DHT readily binds to the cytosolic androgen receptor, causing confor-
mational changes resulting in homodimerization and entry into the nucleus. In the nucleus the androgen 
receptor can bind to specific DNA sequences, recruit co-factors, and induce transcription. Reprinted by 
permission from Macmillan Publishers Ltd: Nature Reviews Cancer, Oct;1(1):34-45, ©2001.

The androgen receptor is a member of the nuclear steroid-receptor family, and may act 
as a transcription factor upon activation. In absence of ligands the androgen receptor 
is kept inactive in a protein complex comprised of heat-shock proteins (Hsp), thus 
preventing DNA binding [18]. When DHT is available in the cell, the androgen recep-
tor will bind to it, inducing a conformational change leading to dissociation from the 
Hsp-complex, receptor phosphorylation and ultimately receptor homodimerization. In 
the dimerized form, the receptors are able to bind androgen response elements (AREs), 
specific regions of DNA in the promoter region of androgen regulated genes (Fig. 2). 
The activated and DNA-bound androgen receptor complex then recruits co-activators, 
and initiates transcription [19]. 
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Benign prostatic disorders

Benign prostatic hyperplasia

Also known as nodular hyperplasia or glandular and stromal hyperplasia, BPH is an 
extremely common condition in men. It is present in a significant number of men at 
the age of 40 years, and in a majority of men after 50 years of age [20]. Benign enlarge-
ment of the prostate involves active proliferation of both the epithelium and stroma [2]. 
Because the prostate surrounds the urethra, any enlargement of the gland, whether due 
to benign prostatic hyperplasia, acute or chronic inflammation, or a tumour, may block 
urine flow and cause lower urinary tract symptoms (LUTS). 

Prostatic inflammation

Prostatitis, inflammation in the prostate, may be acute or chronic, and is common in 
males after puberty. In middle aged or older men, chronic prostatitis is the most com-
mon chronic infection in the male body [21].

Acute infection is normally caused by Escherichia coli (E. coli), the same bacteria associ-
ated with other urinary tract infections. Chronic prostatitis may follow acute prostati-
tis, or develop insidiously without previous episodes of acute inflammation. Chronic 
prostatitis is frequently present without visible evidence of bacteria, thus non-bacterial 
agents are believed to cause the condition. Non-bacterial agents include dietary com-
ponents such as red or charred meat, harmful chemicals such as reactive oxygen species 
(ROS); or viral infection [21-23]. Recently, the implication of a prostate cancer-associ-
ated virus, xenotropic murine leukemia virus-related virus (XMRV) has gained serious 
attention as a causing factor [24], but this finding has been severely criticised for lack of 
experimental contamination controls [25]. 

There is an established connection between inflammation and cancer, and inflamma-
tion may be a primary aetiological agent for prostate cancer [6, 26, 27]. Invading neu-
trophils, lymphocytes, and macrophages will eradicate pathogens from the tissue by 
creating a harmful environment. In the process they will secrete harmful factors such as 
ROS, potentially leading to DNA damage in epithelial cells, and subsequent apoptosis; 
peptidases to break down the ECM facilitating immune cell invasion; and stimulatory 
factors such as cytokines and growth factors leading to proliferation and potentially de-
differentiation in the epithelial compartment. The harmful environment in combina-
tion with increased proliferation may promote genetic instability leading to increased 
mutation rate [28-32].

This state of proliferation and tissue destruction has been termed proliferative inflam-
matory atrophy (PIA) by De Marzo and colleagues (Fig 3) [33]. PIA is a likely precursor 
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to prostate intraepithelial neoplasia (PIN), which in turn is the most likely precursor to 
prostate cancer (Fig. 3) [6, 7, 34]. 

FIGURE 3. Model of the early cellular neoplastic progression. Inflammatory cells infiltrate the tissue, 
secreting factors that may cause DNA damage, cellular atrophy and proliferation. Down-regulation of 
tumour suppressor genes stimulates cell cycle progression (A). Subsequent silencing of more tumour sup-
pressor- and stress response genes (such as glutathione-S-transferase P1 (GSTP1)) allows genomic instabil-
ity (B-C). Genetically instable cells continue to proliferate (D). Reprinted by permission from Macmillan 
Publishers Ltd: Nature Reviews Cancer, Apr;7(4):256-69, ©2007.

Clinicopathological as well as experimental evidence links PIN to development of can-
cer [35-37]. Elkahwaji and colleagues showed that chronic inflammation resulted in 
dysplastic tissue areas mimicking PIN in a mouse model of prostate inflammation. 
The dysplastic tissue had increased proliferation and oxidative DNA damage, as well as 
decreased expression of androgen receptor and GSTP1 [37].

Prostate cancer

Introduction to prostate cancer

Prostatic disorders, especially prostate cancer, draw large attention from the cancer re-
search community. According to the Swedish National Board of Health and Welfare, 
prostate cancer has become the most common form of cancer in Sweden with 10317 
Swedish men receiving the diagnosis in 2009 [38]. The corresponding life-time risk of 
approximately 18% is seen throughout the Western world [39]. Prostate cancer is pre-
dominantly a disease of the aging male, with a vast majority of diagnoses occurring in 
men over 60 years of age [40]. The number of prostate cancer diagnoses has increased 
during the last decades due to longer life span, but also due to the introduction of the 
PSA test in the clinic [41]. 

PSA tests have lead not only to increasing number of tumours being detected, but also 
many tumours are detected at early stages. Since prostate cancer is generally a latent 
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disease, most of these tumours will not develop into clinically relevant disease within 
the lifetime of the male [42, 43]. 

Importantly, PSA is not a good marker to predict aggressiveness of the prostate tumour, 
and it may be difficult to foretell which tumours will develop into clinically relevant, or 
remain indolent. Currently, many indolent cancers are diagnosed, causing anxiety and 
distress for the patient and possibly to (unnecessary) therapeutic interventions that may 
have severe side-effects. On the other hand, aggressive tumours are detected in an early 
stage, when they may still be manageable. 

Diagnosis and treatment

Screening for prostate cancer

In most cases, primary prostate cancer does not present symptoms, and the cancer 
is detected by routine blood tests where elevated PSA levels may be detected and be 
indicative of cancer. There is an ongoing debate on whether PSA-based screening for 
prostate cancer is beneficial or not [44-46]. The PSA-test has been criticised for limited 
diagnostic specificity and predictive value, and the relationship between PSA and can-
cer risk remains subject to fundamental disagreements [47-49]. 

Traditionally, a PSA serum value of 3-4 ng/mL has been considered the upper limit 
of what is considered normal concentration in serum, but this is highly dependent on 
patient age and prostate volume. The risk for overdiagnosis is significant, and typically 
over 1400 men have to undergo screening, and 48 patients undergo treatment, in order 
to save one man from prostate cancer death [46]. The predictive value of PSA-tests 
must be enhanced before this method may be considered for population screening [50, 
51]. 

On the other hand, population groups with increased risk for prostate cancer may 
benefit from screening. The most well established risk-factors include age, African an-
cestry, and family history [52]. As previously mentioned, prostate cancer is a disease 
of the aging male, and the risk for developing cancer increases with age. Furthermore, 
epidemiological studies show that African-American males have 2.5-fold higher risk for 
developing prostate cancer compared to the average Caucasian male, and twice as likely 
to develop fatal disease [39, 53, 54]. 

It is known that familial prostate cancer is associated with increased risk, hence he-
reditary factors does confer increased risk for prostate cancer. A study performed on 
Scandinavian twins showed that 42% of the risk could be attributable to familial risk 
[55]. In addition, specific small nucleotide polymorphisms (SNPs) in the genome may 
confer increased risk for prostate cancer [56, 57], and when combining familial risk 
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with specific SNPs, groups of individuals with 2- to 3-fold risk were identified [58, 59]. 
These high risk groups may benefit from PSA-based screening.

Furthermore, PSA may be a significant predictor of future prostate cancer develop-
ment. A single PSA test taken before the age of 50 years could identify men at risk for 
developing prostate cancer 20 to 30 years later. Again, this could help identify men at 
high risk for prostate cancer, and would benefit from more frequent screening [60].

Staging and grading

Prostatic tumours are discovered by PSA-tests and digital rectal examination (DRE), 
but ultrasonography-guided biopsies collecting tissue for histological examination is 
required to verify the diagnosis. Classification of the tumour is essential to determine 
whether immediate or deferred treatment is the best course of action. The most com-
mon clinical classification system is the TNM system. The TNM (tumour, lymph node, 
and metastasis) classification system takes into account tumour volume, number of 
lymph nodes involved, and whether there are distant metastatic lesions present [61].

According to the TNM system, T1 and T2 stage tumours are still confined to the 
prostate. For localised prostate cancer, treatment methods such as surgery or radiation 
therapy may cure the cancer, or active surveillance may be an initial option. In Sweden, 
the majority of prostatic tumours are localised to the prostate at the time of diagnosis 
[40]. In stage T3 and T4, the tumours are locally advanced, and may have spread to 
organs outside the prostate [61].

Histological examination of the tissue derived from the biopsies will generate further 
information about the tumour grade. To grade tumours, the Gleason system is used, 
classifying tumours from 2-5 where 5 is the most malignant grade [62]. Prostate cancer 
being a very heterogeneous and multifocal tumour, normally the two most extensive 
tumour areas are graded, and summed in a Gleason score [63]. 

Treatment methods

Applying the clinical and pathological parameters to prediction models such as treat-
ment nomograms, clinicians may select the most beneficial treatment method [64, 65]. 
A patient with a tumour that is likely to remain indolent may benefit from deferred 
treatment, during which PSA levels are monitored applying a protocol for active sur-
veillance. If disease progression is detected, radical treatment is initiated. Most prostate 
cancers detected at an early stage will not pose a threat of progression within 15-20 
years and therefore, active surveillance may be a suitable initial treatment option [66, 
67]. Localised prostate cancer can be cured by radical prostatectomy or by radiation 
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therapy. However, surgery always poses a risk for the patient and adverse events include 
incontinence and erectile dysfunction. 

For advanced prostate cancer, either recurring after surgery or radiation therapy, or 
when the disease has spread before the patient is diagnosed, there are no available cures. 
There are, however, treatments that will slow disease progression, and the mainstay 
therapy is androgen deprivation therapy (ADT). Primary prostate cancer cells are de-
pendent on androgen for proliferation and survival, and depleting androgen levels 
will initially cause cell death, decreased proliferation, and tumour reduction [15, 68]. 
Androgen production can be regulated at different levels (Fig. 4). Unfortunately, the 
loss of testosterone confers significant side-effects in nearly all men [69].

The most common ADT drug target is the gonadotropin-releasing hormone (GnRH) 
receptor, for which both agonists and antagonists may be used for inhibition. 
Antagonising the GnRH receptor act via the pituitary to block testosterone production 
in the testes, and efficiently reduces circulating testosterone levels by 95% [70, 71]. 
However, steroid synthesis in the adrenal glands remains unaffected, and these steroids 
may be converted into DHT in the prostate. Therefore, despite inhibited testosterone 
production, DHT levels in the prostate may remain virtually unchanged [72, 73]. 

Therefore, treatment directed towards GnRH is frequently used in combination with 
antiandrogen treatment. Antiandrogens are antagonists that bind competitively to 
the androgen receptor to keep it in an inactive state [74]. Another therapeutic target 
is 5α-reductase, inhibitors of which inhibit the conversion of testosterone to DHT. 
Inhibition of 5α-reductase is an effective treatment for BPH, and their therapeutic 
value in prostate cancer prevention is being evaluated [75, 76].

Eventually, prostate cancer cells develop ways to escape the androgen blockade, and the 
tumour will progress again. This stage of advanced disease is referred to as castration-
resistant prostate cancer (CRPC). At this stage the cancer frequently progress rapidly 
with metastatic lesions to bone. Unfortunately, most patients receiving ADT progress 
to CRPC within a median of 2 years [77, 78]. 

Chemotherapy is used for second-line therapy in patients with CRPC. For prostate 
cancer, chemotherapy is directed against classic targets such as cell division or DNA 
replication, and may be combined with anti-inflammatory drugs.

New therapies with better efficiency for depleting androgen production, or inhibiting 
the androgen receptor are in clinical trials [79]. Other components of the androgen 
signalling pathway are potential therapeutic targets, such as the Hsp-proteins, especially 
HSP90 [80]. 
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Molecular mechanisms of androgen receptor dysregulation

Castration-resistant prostate cancer is characterized by tumour cell growth independ-
ently of androgens. Even though the androgen blockade therapy is no longer efficient, 
there is evidence that the androgen receptor is still activated in prostate cancer cells 
[81]. There are several ways by which the tumour cells may circumvent the androgen 
blockade. The androgen receptor may become hypersensitive to DHT, it may become 
activated by other ligands than DHT, or it may become activated in the absence of a 
ligand. Furthermore, androgen signalling pathway may be completely by-passed, or the 
tumour cells may begin to express enzymes enabling de novo synthesis of intratumoural 
androgens invoking an autocrine or paracrine mechanism for CRPC [72, 73, 82, 83]. 
It has been suggested that tumour cells with an androgen independent phenotype may 
be an early event in tumour progression, and that they are promoted by the selective 
pressure of androgen blockade [84]. Or, most thought provokingly, the cancer cells may 
be derived from a progenitor cell that was never androgen dependent (discussed in the 
next section) [85].

FIGURE 4 Drug targets for regulation of an-
drogen production. Hypothalamic production of 
leutenizing hormone (LH) releasing hormone (also 
known as GnRH), increases production of LH from 
the pituitary. LH, in turn, acts on the testes to induce 
testosterone production. Testosterone is converted to 
DHT by 5α-reductase in the prostate epithelial cell. 
Androgen production may be pharmacologically in-
hibited in each of these steps. Reprinted by permis-
sion from Macmillan Publishers Ltd: Nature Reviews 
Cancer, May;2(5):389-96, ©2002. 
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Hypersensitive androgen receptors enable androgen receptor signalling even at ex-
tremely low levels of DHT but are, strictly speaking, still dependent on androgens 
for activation. The hypersensitive pathway is made possible by AR gene amplification, 
mutations conferring increased androgen sensitivity, or increased levels of DHT in the 
tumour [82, 86]. 

Furthermore, although prostate cancer is a cancer of epithelial cells, it has been shown 
that tumour associated stroma is distinct from healthy stroma. The definition carci-
noma-associated fibroblasts (CAFs) has been suggested to separate fibroblasts from nor-
mal stroma. CAFs may support the tumour by remodelling the ECM, thus enabling or 
contributing to angiogenesis and invasion, or by secretion of growth factors that act on 
the epithelial cells in a paracrine manner [87, 88].

Origin of prostate cancer

Prostate cancer stem cells

Cancer cells in tumours of the prostate are heterogeneous with regards to histology and 
response to therapies. This has generated the hypothesis that tumour cells are derived 
from multipotent stem cells, which would have the ability to give rise to such diverse 
progeny. This is referred to as the cancer stem cell (CSC) model, and is currently fa-
voured among cancer researchers as the most probable initiation of prostate cancer 
[89-97]. The origin of such CSC could be by malignant transformation of normal 
tissue stem cells, believed to be present in most adult organs, or by transformation of 
differentiated cells to a more stem-like state, so called transiently amplifying cells [98, 
99]. Differentiated cells may become more stem cell like by epithelial to mesenchy-
mal transition (EMT) [100]. In connection, there is an ongoing debate regarding the 
properties and location of these CSC. Currently, the CSC phenotype is proposed to 
CD133+/α2β1-integrinhigh/CD44+ [89], although particularly the use of CD133 has 
been debated [101]. Recently, expression of aldehyde dehydrogenase (ALDH) was sug-
gested to be an independent marker for CSC in prostate cancer [102]. 

Androgen receptor negative CSCs may be able to repopulate the tumour with both 
androgen dependent and androgen independent progeny, providing an explanation to 
the varying degree of sensitivity to ADT within the same tumour [103-105]. However, 
androgen receptor status in CSC is also debated [85, 106]. Importantly, the CSCs ap-
pear to be resistant to conventional cancer therapy and may therefore be involved in 
prostate cancer progression, and cause relapse and metastatatic disease [94, 107].
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Inflammation as aetiology for prostate cancer 

As previously discussed, there is an established connection between inflammation and 
cancer, and inflammation may be a primary aetiological agent for prostate cancer [6, 
26, 27]. PIN lesions may develop in areas of inflammation, and PINs are in fact more 
closely related to carcinoma than to benign epithelium. These shared features include 
specific genomic alterations, phenotype, morphology, disrupted or lost basal cell layer, 
and increased rate of angiogenesis and proliferation [33, 35, 108, 109]. Fusion genes 
such as TMPRSS:ETS occur in PIN and in a majority of prostate cancers. It has been 
suggested that TMPRSS:ETS is involved in prostate cancer development and progres-
sion, and this genomic rearrangement may be an early event in the oncogenic process 
[110, 111]. Furthermore, the GSTP1 gene, expression of which is frequently lost in 
prostate cancer, is also lost in a majority of PIN [112]. Finally, PIN and cancer both 
occur more frequently in the peripheral zone [6]; in older men; and in males of African 
ancestry [113]. 

As mentioned, inflammatory cells may cause DNA damage and genomic instability, 
and in combination with increased proliferation, this condition could be tumouro-
genic. Inflammation may also cause de-differentiation in epithelial cells by inducing 
EMT [114]. Stem cells from primary prostate cancer has a pronounced inflammatory 
phenotype compared to stem cells from benign tissue, including active cytokine signal-
ling through the Janus kinase (JAK)/signal transducer and activator of transcription 
(STAT) pathway [115]. 
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Prostate Cancer Biomarkers

Introduction to prostate cancer biomarkers

A biomarker can be defined as a molecular test that provides information in addition to 
clinical data. The test could include detection of specific proteins or mRNA in blood, 
tissue, or urine; modifications of proteins, such as phosphorylation; or genomic modi-
fications such as gene amplification, deletion, or fusion genes. The optimal biomarker 
has high disease specificity and high sensitivity.

In prostate cancer, there is a need for biomarkers for several reasons: to improve cancer 
detection and staging; to identify subclasses of prostate cancer; to predict outcome after 
treatment; and to select patients for different treatment strategies. 

Furthermore, as we are moving towards a future where personalized medicine may con-
verge with traditional risk prediction, there is a need to develop new strategies to assess 
risk and to accurately stratify patients into risk groups. Cancer research is increasingly fo-
cused on personalised medicine and methods to characterize the tumour cell phenotype 
in the individual patient are under development. For example, the MAMMAPRINT 
gene profiling test was recently approved for clinical use to aid diagnosis of breast cancer 
in the USA [116]. Potentially, this would comprise a systems biology approach, where 
genetic and proteomic profiling is assessed, and treatment is tailored. 

A large number of tumour markers with prognostic information have been proposed 
(reviewed in [117-120] ), but the incorporation of such markers into clinical practice 
has been largely unsuccessful [121]. Limiting factors include tissue availability, since di-
agnostic biopsy cores are all that is available for those patients that receive radiotherapy, 
ADT or active surveillance. Radical prostatectomy is the only treatment method gener-
ating plentiful tissue. Lack of standardised methods to perform and interpret immuno-
histochemistry, and tissue quality may also affect study result. In addition, a biomarker 
must be evaluated in the clinical context in order to fully asses the prognostic value. 
Specifically, a proposed marker must be included into current prediction models, and 
increase the current specificity and/or sensitivity [122].

It is beyond the scope of this thesis to review all proposed biomarkers for prostate 
cancer. Instead, the focus here will be on the proteins of interest in this thesis: PSA, 
androgen receptor, MSMB and cysteine-rich secretory protein-3 (CRISP3).
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Prostate specific antigen 

The human tissue kallikrein (KLK) gene locus consists of 15 genes on chromosome 
19q13.4 [123]. KLK3 is the best known of these genes, encoding the PSA protein. 
PSA is expressed in benign prostatic epithelial cells, BPH and in prostate cancer of all 
grades and stages [124, 125]. The function of PSA in the healthy male is believed to be 
liquefaction of seminal fluid [3]. KLK3 is a well known androgen receptor target gene 
[126, 127]. 

Serum PSA levels has been the gold standard for detection and monitoring prostate 
cancer progression since it was incorporated into clinical practice in the 1990’s. To this 
date, it remains the only biomarker used in the clinic. 

Several markers have been proposed to be supportive in combination with serum PSA 
levels, by improving specificity of PSA. For instance, testing for PCA3 mRNA in urine 
maybe used as a complementary diagnostic test [128].

Very few studies have focused on the predictive ability of PSA expression in prostatic 
tissue, but a recent large study showed that tissue PSA was associated with adverse clini-
cal features such as Gleason score and extraprostatic extension. It was not, however, a 
significant independent predictor of recurrence [129]. 

In contrast to its limitations as a diagnostic tool, PSA is of great value in screening for 
prostate cancer recurrence after radical prostatectomy, or ADT. Rising levels are indica-
tive of recurrent disease and/or development of metastases.

The androgen receptor 

As previously discussed, androgen receptor expression and signalling is present in be-
nign prostate and all stages of prostate cancer [130, 131].

After the disease has progressed to an advanced stage, where cells are no longer depend-
ent on androgen for survival and proliferation, the androgen receptor is frequently 
even more highly expressed. The increased expression level may be a result of AR gene 
amplification which is common [132, 133]. It has been proposed that increased an-
drogen receptor expression is a hallmark for CRPC [81]. The increased expression in 
CRPC may indicate that ADT promotes a cell phenotype that is resistant to androgen 
blockade. It has been shown that ADT drives the amplification of the AR gene, and of 
enzymes involved in the conversion from adrenal steroids to DHT [130, 134].



�

Prostate cancer biomarkers

The prognostic value of androgen receptor expression has been debated [135], whereas 
more recent studies show significant associations between androgen receptor expression 
and adverse outcome [136-139]

Microseminoprotein-β 

One of the most predominant proteins in human seminal plasma is MSMB (other alias 
include prostate secretory protein of 94 amino acids (PSP94), and immunoglobulin 
binding factor (IgBF)) [4, 140]. Based on sequence homology, MSMB belongs to the 
immunoglobulin binding factor IgBF-family [141]. The function of MSMB in the 
healthy male is largely unknown, but evidence from guinea pig shows that MSMB may 
hinder spontaneous acrosomal reaction in the sperm cell [142]. In prostate cancer, on 
the other hand, MSMB has been attributed significant tumour suppressor functions 
(discussed in “Present investigation”). 

In the healthy human body, MSMB is expressed at high levels in the epithelium of 
the prostate, as well as in several tissues where mucous containing cells are present, 
such as the tracheobronchal epithelium, stomach, duodenum, colon, fallopian tubes 
and uterine cervix. In bodily fluids, the highest concentrations were found in seminal 
plasma (on average 0.89 g/L), and high levels are also found in tracheal and nasal secre-
tions [143, 144]. In human seminal plasma, MSMB is bound to cysteine-rich secretory 
protein-3 (CRISP3) [145, 146], whereas in blood plasma, MSMB is bound to CRISP9 
(also known as prostate specific protein of 94 amino acids binding protein (PSPBP)) 
but the ratios largely favour MSMB and a large amount of MSMB is therefore in free 
form [147].

MSMB – a prostate cancer suceptibility gene 

In the past couple of years, the MSMB gene has become famed as one of the primary 
candidate prostate cancer susceptibility genes [56, 57]. The MSMB gene is located 
on chromosome 10q11.2, and several causal risk alleles were identified in the region 
upstream of the transcription start site, but the SNP known as rs10993994 had the 
highest association with prostate cancer risk [148, 149]. The polymorphism constitutes 
a change from CC or CT to TT, with the TT allele having only 13% of the activity of 
CC [150]. The low transcription level most likely depends on the formation of a CREB 
site [148]. Interestingly, a recent report show that the rs10993994 risk allele is com-
mon with a frequency of about 30-40% in Europeans and 70-80% in men of African 
ancestry [151].

Several reports show that the rs10993994 SNP has a detectable clinical effect since men 
with the TT allele has lower production of MSMB [152-155]. MSMB levels were lower 
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in urine from men with the TT allele, and this may be a useful clinical screening tool 
to find men that may be at higher risk for prostate cancer and would benefit from PSA-
based screening [155]. There is an ongoing debate whether the risk allele confers risk 
for more or less aggressive prostate cancer, and whether there is a cumulative effect on 
prostate cancer risk with other SNPs. Whereas some groups find associations between 
the rs10993994 allele and less aggressive, low grade disease, and no additive effect with 
other risk SNPs [156], others report associations between aggressive prostate cancer and 
increasing risk when this SNP is combined with other risk alleles [58, 157]. 

So far, it is not known whether the decreased expression of MSMB seen in most pros-
tate cancer cells is a reflection of less differentiated cells, or actively contributing to the 
carconogenic process. The loss of MSMB expression in prostate cancer is not likely due 
to gene deletion [158]. So far, the most likely mechanism by which MSMB expression 
may be silenced in prostate cancer, is by specific promotor methylation, mediated by 
enhancer of zeste homologue-2 (EZH2), a Polycomb group member which is often 
overexpressed in CRPC [159-161]. EZH2 has been shown to promote invasiveness 
and proliferation of prostate cancer cells, and may be considered an oncogene [162]. 
Interstingly, MSMB is the most down-regulated gene in the CWR22 cell line as it pro-
gressed into a castration-resistant state (the 22Rv1 cell line) [163]. 

Previous biomarker studies on MSMB 

The suitability of MSMB as a biomarker for prostate cancer has been raised by several 
groups during the last two decades. It has been reported that MSMB mRNA and pro-
tein expression is reduced in malignant prostatic epithelium and in serum from men 
with prostate cancer compared to benign epithelium and healthy men [164-167]. In a 
recent microarray, MSMB expression was found to be the most down-regulated gene in 
prostate cancer tissue compared to benign [168]. 

Serum-levels of MSMB may be a discriminator between high and low grade disease 
[167]. In addition, MSMB expression, or the ratio free/bound MSMB, has been re-
ported to be independent prognostic factors in both tissue and serum [147, 169-172]. 

Cysteine-rich secretory protein-3

Expression of CRISP3 

Little is known regarding the function of CRISP protein family, and speculations must 
be based on sequence similarities and expression patterns. Human CRISP3 (also known 
as specific granule protein of 28 kD (SGP28)) was originally discovered at the protein 
level in neutrophilic granulocytes and was also cloned from a human bone marrow 
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cDNA library [173]. CRISP3 is also expressed in eosinophils and pre-B-cells, salivary 
glands, pancreas and prostate, where it is specifically expressed by the epithelium rather 
than prostatic stroma. CRISP3 was also found in less abundance in the epididymis, ova-
ry, thymus and colon [174-177]. CRISP3 was present in many bodily secretions such as 
plasma, saliva, seminal plasma and sweat, with the highest levels detected in saliva (21.8 
µg/mL) [178]. In human, the CRISP3 gene is located on chromosome 6p12.3, and the 
CRISP3 protein is subjected to post-translational modification by glycosylation. So far, 
little is known about the function of CRISP3, but the expression in the male genital 
tract is indicative of a role in sperm cell maturation, or fertilisation [179]. 

CRISP3 is part of the CRISP family concisting of three members in human, whereas a 
fourth member has been found in mouse. The CRISPs are two domain proteins, with a 
CRISP domain, and a CAP (cysteine-rich secretory proteins, antigen 5, and pathogen-
esis-related 1) domain. The CAP domain is evolutionaly conserved, with CAP proteins 
expressed and present in venom from poisonous snakes, lizards, and stinging insects, 
and involved in plant pathogenesis. This diversity suggests involvement in fundamental 
biological processes and highly conserved functions [180]. The CRISP domain, how-
ever, is not conserved, but the defining element of all CRISPs is that they contain 10 
highly conserved cysteine residues, which forms 5 disulfide bonds (Table 1). Due to 
sequence homology, it is believed that all CRISP-members have ion channel regulatory 
activity, although this has only been shown for CRISP2 [181]. 

Table 1. CRISP3 amino acid sequence similarities between species 

Human 
CRISP2

Equine 
CRISP3*

Rat CRISP2 Mouse 
CRISP2

Rat CRISP1 Mouse 
CRISP1

Human 
CRISP3

72% 66% 62% 60% 57% 56%

Sequence similarities between human, rat, mouse, and equine CRISPs were evaluated [182]. Mouse 
CRISP3, human CRISP1 and mouse CRISP4 all had less than 50% sequence homology to human 
CRISP3
*Equine CRISP3 was more similar (72%) to human CRISP2

CRISP3 in prostate cancer and inflammatory disease

In human seminal plasma, CRISP3 is bound in complex to MSMB (Fig 5). It has been 
suggested that this complex formation may inhibit the so far unknown function of 
CRISP3 in human seminal plasma [180]. Interestingly, one other CAP-domain pro-
tein, prostate secretory protein-binding protein (PSPBP, also known as CRISP9), binds 
to MSMB in serum. The relative serum levels of free MSMB to complexed MSMB:
PSPBP has been suggested to be a serum marker for prostate cancer [147, 169, 170]. It 
remains to be elucidated whether these complex formations serve to prevent effects of 
the CRISP proteins, or of the MSMB protein.
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In prostate cancer, CRISP3 was initially described to be up-regulated 21-fold compared 
to matched control tissue, and later studies by quantitative real-time PCR confirmed a 
20 to 200-fold upregulation in prostate cancer [174, 183]. Since CRISP3 was the most 
upregulated gene in prostate cancer, it was suggested to be a prostate cancer biomarker 
[184]. The over-expression of CRISP3 seen in many prostate cancer tumours is not 
likely due to gene amplification [158].

We have previously reported that in a tissue microarray (TMA) with samples from 945 
prostate cancer patients undergoing radical prostatectomy (RP), high CRISP3 was an 
independent predictor for poor outcome [171]. 

There is a notable bias for CRISP3 expression towards tissues involved in innate and 
adaptive immune responses. The localization of CRISP3 to the non-peroxidase gran-
uled in neutrophils have rendered the suggestion that it may have a matrix-degrading 
role.

FIGURE 5. 3D-model of the MSMB:CRISP3 complex, based on multidimensional nuclear mag-
netic resonance (NMR). Reprinted from Biochemical and Biophysical Research Communications (378) 
Ghasriani, Fernlund, Udby and Drakenberg; A model of the complex between human β-microseminoprotein 
and CRISP-3 based on NMR data. 235-239, © 2009, with permission from Elsevier.

CRISP3 is dysregulated in several diseases, especially those with an inflammatory com-
ponent. There is an upregulation of CRISP3 in chronic pancreatitis [185, 186], and 
prostate cancer [174, 183, 184, 187], whereas there is a down-regulation of CRISP3 
in squamous carcinoma of the tongue [188]; in Sjögrens syndrome [189, 190]; and in 
asthmatic chronic rhinosinusitis [191]. Since Sjögren’s syndrome is characterized by 
disturbed ion channel distribution and function (in particular aquaporin-5), and since 
CRISP3 may function as an ion channel regulator, it may have a direct role in the pa-
thology of this disease.
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Aims

Validate the role of MSMB and CRISP3 to predict outcome after surgery for local-
ised prostate cancer (Paper I)

Explore the effects of ADT on MSMB and CRISP3 expression in patients with lo-
calised or advanced prostate cancer (Paper II)

Investigate the transcriptional regulation of MSMB and CRISP3 (Paper III)

Assess the anti-tumour effects of MSMB in vitro (Paper IV)

•

•

•

•
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The Present Investigation

MSMB, but not CRISP3, is an independent predictor of 
biochemical recurrence after radical prostatectomy (paper I)

In paper I, we wanted to validate previous findings by our group and others, that 
MSMB and CRISP3 are independent predictors of recurrence after radical prostatecto-
my. We used a large independent tissue microarray (TMA) of 3268 patient samples and 
employed a new image analysis technique to evaluate staining intensity. We found that 
patients with tumours expressing high levels of MSMB had a significantly reduced risk 
for recurrence after radical prostatectomy (hazard ratio (HR)=0.710; 95% confidence 
interval (CI) 0.394-0.556; P<0.001). MSMB expression remained a significant inde-
pendent predictor in multivariate analysis adjusted for clinicopathological parameters. 
We did not find any correlation between CRISP3 and recurrence.

Expression levels were quantitatively assessed by the automated image analysis tool, the 
IHC-MARK algorithm. The IHC-MARK algorithm is learning-based meaning that it 
must be trained to recognize and differ between the morphology of a tumour cell and 
any other cell types that are present in the tissue. The algorithm then quantifies percent-
age of stained tumour cells (0-100%) and staining intensity (0-255). We demonstrated 
a high correlation between manual and automated analysis in this study, although the 
impact of heterogeneous morphology often seen among prostate cancer cells remains 
to be fully evaluated. 

Automated annotations are becoming more prevalent as a tool for histopathological 
assessments since they offer a sensitive and reliable system and remove inherent inter- 
and intraobserver variability associated with manual assessment [192]. Furthermore, 
automated image analysis may be a key feature of systems pathology, enabling more 
personalised prediction tools to better match disease grade and therapy [136, 193]. 

To find the most suitable cut-off levels for defining high and low expression levels, we 
used classification regression tree (CRT) analysis. This analysis is recognized as a robust 
and accurate way to predict outcome in that it is not sensitive to background noise, 
such as missing cases, and readily illustrates the analysis.

Surprisingly, it appears that an MSMB-positive tumour cell fraction as small as 8-10% 
greatly reduces the risk of recurrence. In normal prostate and benign prostatic hyperpla-
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sia, virtually all epithelial cells express MSMB, suggesting that there is a redundancy in 
protein expression. Perhaps a fraction of MSMB-expressing cells sufficiently maintains 
any potential tumour suppressing effect(s) that MSMB have. This does not explain the 
fact that surrounding benign epithelial cells express high levels of MSMB, which may 
also act in a paracrine manner on tumour cells. Furthermore, MSMB intensity appears 
to be of less significance compared to fraction of positive tumour cells. Interestingly, 
the cut-off values we find to optimally define MSMB high and low expression in the 
current cohort is very similar to the cut-off values found in our previous study of an 
independent cohort [171]. 

In the current study we found no significant correlation between CRISP3 expres-
sion and biochemical recurrence, neither regarding intensity nor regarding fraction of 
CRISP3 positive tumour cells. However, similar to our previous findings, there was 
a trend suggesting that patients with high CRISP3 expression had increased risk for 
recurrence. Additional studies on long term survival are required to evaluate whether 
MSMB and/or CRISP3 will be of use in the clinic as prognostic tissue biomarkers for 
prostate cancer.

Despite the risk of overtreatment of a large number of patients with relatively indolent 
prostate cancer, the number of clinically applicable predictive and prognostic biomar-
kers is disappointingly low. Currently only serum PSA levels are included in clinical 
assessments, despite the low specificity of this test in localized prostate cancer [194]. 
Here, we emphasize the role of MSMB as a prognostic biomarker for prostate cancer 
outcome after radical prostatectomy. 

Androgen regulation of MSMB and CRISP3 expression in 
prostate cancer tissue and cell lines (paper II and III)

The androgen signalling pathway is critical to the development and progression of 
prostate cancer, and with ADT being the first line treatment for patients with advanced 
prostate cancer, we wanted to examine the impact of short and longterm ADT on pros-
tate cancer outcome predictors MSMB and the MSMB-binding protein CRISP3. 

In paper II, we used an Affymetrix cDNA array to investigate the expression of MSMB 
and CRISP3 genes in a small set of tumour specimens from patients that had received 
ADT prior to radical prostataectomy (n=17) or no neoadjuvant therapy (n=23). 
Included was also a small collection of metastases (n=9). For reference, we used the 
KLK3 and AR genes, encoding PSA and the androgen receptor, respectively, and we 
found compelling similarities between MSMB and KLK3 expression. Firstly, MSMB 
and KLK3 are expressed at similar expression levels, which may be expected of two 
highly secreted proteins. Among those patients not receiving neoadjuvant ADT, more 





The present investigation

inter-patient variation was seen for MSMB expression, compared to KLK3. MSMB and 
KLK3 levels were reduced by ADT, however, MSMB levels decreased more than KLK3 
levels. In contrast to previous studies, this indicates an androgen dependent expression 
[195].

In line with previous studies [168], we find that MSMB expression was low or absent in 
metastatic prostate cancer, whereas KLK3 was expressed at moderate-high levels. Rising 
levels of PSA is considered a hallmark for biochemical recurrence. This indicates that 
despite similarities in androgen effect on KLK3 och MSMB expression in the normal 
prostate and primary prostate cancer, it is obvious that they are regulated in different 
ways in progressive disease. Apparently, the overexpression of AR often associated with 
aggressive prostate cancer will readily induce rising KLK3 levels but not MSMB levels. 
This could be due to MSMB promotor methylation performed by EZH2, which we 
find to be up-regulated in metastases.

For CRISP3 and AR, the cDNA array revealed no expression changes upon ADT. AR 
expression was expressed 10-fold more than CRISP3. In general, metastatic lesions had 
higher expression of both CRISP3 and AR compared to primary prostate cancer. 

To verify these findings, in paper III we performed in vitro studies where the androgen 
sensitive cell line LNCaP was stimulated with synthetic androgen. In line with cDNA 
array data, we find that MSMB expression is up-regulated in the presence of androgen, 
but so is CRISP3. It has been reported that the CRISP3 gene has AREs in its promotor 
region [190], thus androgen driven expression was not surprising. One may specu-
late that the reason why CRISP3 expression is not decreased upon neoadjuvant ADT 
in the patient material, is that other factor(-s) are driving CRISP3 expression there. 
Furthermore, since MSMB and CRISP3 response to androgen was not as rapid as KLK3 
induction, it may be that these genes are not direct targets of the activated androgen 
receptor. 

In line with androgen regulated expression, we found that in a panel of prostate cancer 
cell lines, MSMB and CRISP3 were primarily expressed in those with androgen receptor. 
Interestingly, although LNCaP cells had high expression of both MSMB and CRISP3, 
the LNCaP-derived cell lines C4-2 and LNCaP-IL6+ had decreased expression (C4-2), 
or no expression (LNCaP-IL6+). The C4-2 cell line was derived from serially xenograft-
ed LNCaP tumours in castrate conditions, and is an androgen-responsive cell line with 
high AR expression [196]. The LNCaP-IL6+ cell line is a long-term IL-6 stimulated cell 
line grown in presence of IL-6 for more than 50 passages. This cell line lacks expression 
of AR and produces IL-6 for autocrine stimulation [197]. Both C4-2 and LNCaP-IL6+ 
have a radically different morphology compared to parental LNCaP.

In addition to our cDNA array in paper II, we also had access to tissue from 16 patients 
undergoing repeated transurethral recestion of the prostate (TURP), before and during 
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long-term ADT. In general, CRISP3 and androgen receptor expression are expressed 
in a majority of tumour cells, and CRISP3 expression is up-regulated during disease 
progression in 12 out of 16 patients. The high CRISP3 expression in metastatic and 
recurrent tumours may be indicative of a role for CRISP3 in the progression of prostate 
cancer. In this cohort, MSMB expression is difficult to interpret, since it is very low 
already at the time of the first TURP, with a majority of patients having less than 25% 
of all tumour cells staining positive for MSMB. In all patients with MSMB expression 
in more than 25% of all tumour cells, MSMB was decreased during ADT and disease 
progression. Two patients out of 16 were carriers of the high-risk allele rs10993994, 
and had very low levels of MSMB.

The close connection between high androgen receptor and CRISP3 expression seen in 
both cell lines and tissue may explain the increased CRISP3 levels detected in a sub-
group of prostate cancer tumours [171]. In these patients, CRISP3 is connected with 
aggressive disease and increased risk for recurrence, and in such patient groups, the 
androgen receptor is frequently highly expressed.

Although very small, the serial TURP tissue material is unique. It must be interpreted 
with caution, however, because of its size, but also since it reflects patients not only 
undergoing ADT, but also with recurrent CRPC. 

In conclusion, MSMB expression appears to be androgen driven, and levels are readily 
decreased upon hormonal treatment. Since MSMB is a prompted tumour suppressor, 
it is most thought-provoking to note that according to this study, MSMB is downregu-
lated and perhaps subsequently silenced by standard treatment. CRISP3 expression is 
induced by synthetic androgen in vitro, and is highly up-regulated in CRPC. 

Regulation of CRISP3 and MSMB genes (paper III)

Since previous studies show that MSMB and CRISP3 expression can not only be ex-
plained by androgen, we wanted to further study the regulation of their expression in 
paper III. Therefore, a promoter assay was performed to detect putative transcription 
factor binding sites in a region 1000 base pairs upstream of the transcription start site 
in CRISP3 and MSMB promoter regions. 

Interestingly, in the CRISP3 promoter, we found putative binding sites for several 
transcription factors normally associated with stem cells, such as Oct, nanog and Sox, 
leading us to hypothesize that perhaps CRISP3 is expressed in CSC or transiently am-
plifying cells. However, we discovered that CRISP3, along with MSMB, is a feature of 
well-differentiated cells, and neither protein is expressed in benign prostate stem cells 
or prostate CSC (data not shown, and personal communication with Prof Norman 
Maitland, York Cancer Research Unit, York, UK). 
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Interestingly, the CRISP3 promoter also contains binding elements for transcription 
factors linked to inflammation and carcinogenesis. Other putative transcription factor 
binding sites were for factors connected to androgen receptor, such as Oct-1, a pro-
posed androgen receptor co-factor [198], inflammation, such as STAT and NF-kap-
paB, or both, such as PPAR. 

Both CRISP3 and MSMB gene promoters contained several putative binding sites 
for the PPARγ-RXR complex. Interestingly, the PPARγ transcription factor is able to 
induce growth arrest and terminal differentiation in a variety of cancers [199-202], 
and expression is correlated to lower pT stage [203]. PPARγ has connections to both 
androgen receptor and inflammatory cytokine signalling. The PPARγ coactivator-1α 
(PGC-1α) interacts with the androgen receptor, and enhances its DNA-binding ability 
to AREs [204]. In PC-3 cells, IL-6 normally induce proliferation, but when IL-6 was 
added in combination with the ligand for PPARγ, the IL-6 induced proliferation was 
inhibited, and levels of STAT3 was decreased [205]. Future experiments will aim at 
eluding the role of PPAR in regulation CRISP3 and MSMB genes.

Inflammatory stimuli affects MSMB expression (paper III)

We found the presence of NF-kappaB and STAT binding sites in the CRISP3 promoter 
region most interesting since we had previously hypothesised that inflammatory stimuli 
may regulate expression of these genes. This hypothesis was based on observations of 
high expression of both MSMB and CRISP3 in PIN lesions, and due to their localisa-
tion in exocrine secretions and mucosa, both proteins have been implicated to func-
tion in immune responses. To investigate whether inflammatory stimuli could affect 
expression of our genes, we used the pro-inflammatory cytokine IL-6 which has been 
shown to have a crucial role in prostate cancer progression (reviewed in [206, 207]). 
Interleukin-6 is frequently elevated in prostate cancer patients, and correlate to poor 
prognosis [208-210]. Intriguingly, prostate cancer cells have been shown to produce 
and secrete IL-6 in a paracrine and autocrine manner [211]. 

Again, we used LNCaP cells to study the effect of IL-6 stimulation. In addition, we 
used a long-term stimulated cell line derived from LNCaP, but grown in presence of IL-
6 for more than 50 passages (kindly provided by Dr Zoran Culig, Innsbruck, Austria). 
This cell line has a radically different morphology compared to parental LNCaP, and 
produces IL-6 for autocrine stimulation. This cell line is therefore denoted LNCaP-
IL6+. 

When LNCaP cells were subjected to IL-6 stimulation, they responded by a dramatic 
3.75-fold increase of MSMB expression. Surprisingly, although the CRISP3 promoter 
has putative binding sites for both STAT and NF-kappaB, there was no induction of 
gene expression. 
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There are two splice variants of the MSMB gene, depicted in Fig 6A. Both transcripts 
have been deteced in organs of both the male and female urogenital tract [212, 213]. 
Interestingly, the short isoform was found to constitute 98% of the total MSMB tran-
script levels in BPH, whereas there was a complete splice variant switch in cancer, where 
96% of the total MSMB transcript levels was full-length MSMB [214]. Although it 
remains to be validated, this is an interesting finding. Also, the impact on protein level 
remains to be elucidated since the only study so far attempting to determine protein 
expression of the short splice-variant was unable to detect the protein [213]. 

Throughout these studies, we have used isoform-specific primers for full-length MSMB. 
In paper III, we did also investigate the expression of the short MSMB splice variant, 
and found that levels changed in manners very similar to full-length MSMB upon an-
drogen and IL-6 stimulation (data not shown). 

A
MSMBa	 mnvllgsvvi fatfvtlcna scyfipnegv pgdstrkcmd	lkgnkhpins	
MSMBb	 mnvllgsvvi fatfvtlcna scyfipnegv pgdstrmflh	lwvmtkttak	

MSMBa	 ewqtdncetc	tcyeteiscc	tlvstpvgyd	kdncqrifkk	edckyivvek	
MSMBb	 essrrrtasi	swwrrrtqkr	pvlsvng

MSMBa	 kdpkktcsvs	ewii
MSMBb

B
Human	 mnvllgsvvi	fatfvtlcna	scyfipnegv	pgdstrkcmd	lkgnkhpins	
Rat	 mkarlgsllv	latlvtasna	acsiqrlkrl	pneksdectd	vdggkhvlnt	

Human	 ewqtdncetc	tcyeteiscc	tlvstpvgyd	kdncqrifkk	edckyivvek	
Rat	 ywqkncewcf	cektaitcct	ktlipvsydk	krcqrqfhse	nctysvvert	

Human	 kdpkktcsvs	ewii
Rat	 npgktcpvng	wti

FIGURE 6. Human MSMB exists in two isoforms. The full-length isoform (MSMBa; accession number 
NP_002434) is comprised of 94 amino acids, whereas the short isoform (MSMBb; NP_619540) has 57 
amino acids. The truncation is due to frame shift mutation in and loss of part of exon 3 (A). Comparison 
of the primary structure of human and rat (NP_062061) MSMB. Location of the MSMB-derived peptides 
(MSMB1125 and MSMB3145) used in paper IV, and previously attributed anti-tumour effect are high-
lighted in grey (B). Conserved amino acids are in bold; and signalling sequences are underlined. 

It has been shown that IL-6 can bind and activate the androgen receptor in absence of 
androgen [215], and that IL-6 may regulate the expression of genes responsible for de 
novo synthesis of androgens in the prostate [216]. However, we did not detect any IL-
6 induced up-regulation of either KLK3 or AR expression in stimulated LNCaP cells, 
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and we do not consider the up-regulation of MSMB to be due to androgen receptor 
activation.

Since IL-6 was able to induce expression of MSMB in LNCaP cells, we were surprised 
to find that LNCaP-IL6+ cells completely lack MSMB expression. It has previously 
been reported that the MSMB promoter was silenced by methylation in PC-3 cells 
[161], and treating LNCaP-IL6+ cells with DNA methyltransferase inhibitor MSMB 
was re-expressed. 

Although one may only speculate, the finding that IL-6 induces increased MSMB ex-
pression could perhaps be explained by a role for MSMB in the innate immune re-
sponse. The finding that MSMB is epigenetically silenced in long-term IL-6 stimulated 
cells, on the other hand, may be due to other, non-immune response functions of 
MSMB, such as the level of cellular differentiation. That would be in line with previ-
ous findings from Birnie et al, who showed that MSMB is expressed in differentiated 
prostate epithelial cells and not in prostate CSC [115].

In this light, our findings indicate that chronic exposure to inflammatory stimuli may 
somehow allow silencing of the MSMB gene, either directly, or indirectly as an effect 
of cells undergoing EMT. Furthermore, if MSMB does have tumour suppressing func-
tions, silencing the expression of this gene could allow the cell to progress into a more 
aggressive state.

To conclude, we show for the first time that MSMB is regulated by inflammatory stim-
uli, and that this gene is epigenetically silenced in a cell line that was long-term stimu-
lated with IL-6. Studies of the gene promoters revealed transcription factors known to 
be involved in a variety of cellular responses. Taken together, we believe that MSMB 
and CRISP3 may be involved in inflammatory response, and/or in differentiation. 
Further studies are warranted to better understand the role of these proteins in both 
cancer and benign tissues. 

MSMB re-expression induces decreased proliferation 
(paper IV)

Despite the large interest the MSMB gene has generated as a marker for prostate cancer 
detection, recurrence, and as a genetic factor predisposing for increased prostate cancer 
risk, very little is known about its function in the human body. Several reports have 
implicated that MSMB may have anti-tumour effects (reviewed in [217]), but many of 
the proposed anti-tumour effects that have been attributed to MSMB have been dis-
covered in experimental settings with two major flaws: they lack proper controls, and 
the majority of experiments are performed on non-human prostate cancer cell lines. In 
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paper IV, we wanted to investigate the proposed anti-tumour function of MSMB in 
human prostate cancer cell lines. 

To summarize previous studies, it was reported a decade ago that apoptosis was induced 
in the PC-3 prostate cancer cell line upon treatment with isolated human MSMB pro-
tein [218]. In addition, colony forming capacity and tumour initiating capacity were 
both reduced [218]. Contrary to this finding, a recent study showed the contrary, that 
MSMB over-expression in PC-3 cells did not lead to reduced colony forming capacity, 
as it did in LNCaP cells [219]. 

In the Mat Ly Lu rat cell line studied in vitro and in vivo as xenografts, isolated MSMB 
protein appears to have omnipotent effects, including reduced experimental skeletal 
metastasis, reduced tumour volume, decreased serum calcium levels, and induction of 
apoptosis in vivo, as well as reduced proliferation in vitro [220, 221]. 

A number of studies have also investigated the effect of a synthetic peptide correspond-
ing to amino acids 31 to 45 of the mature MSMB protein (Fig 6B). Again using the 
Mat Ly Lu rat cell line in vitro and in vivo, this synthetic peptide was able to reduce ex-
perimental skeletal metastasis in a manner similar to that of isolated full-length MSMB, 
albeit requiring a 10-fold higher concentration [222]. Furthermore, this peptide was 
able to reduce expression of pro-MMP9 in the human fibrosarcoma cell line HT-1080 
[223], and inhibit tumour associated vascularisation [224]. 

One may consider that human MSMB has limited sequence similarity to rat MSMB, 
and binding partners of receptors in the human cell may therefore differ greatly com-
pared to the murine setting. The MSMB gene is rapidly evolving [225], and when we 
compared the amino acid sequence, human MSMB had only 46% sequence similarity 
to rat MSMB (Fig 6B) [182]. Furthermore, when we compared the 15 amino acid 
peptide sequence to the rat proteomic catalogue [182] we found no matches in the rat 
proteome. One may consider the risk that since the human protein or peptide is alien to 
the rat cell, potential binding partners may not recognize the human protein sequence, 
and thus a different response may be elicited. In addition, few studies aiming at under-
standing the function of MSMB has been performed, using human prostate cancer cell 
lines, and the results generated from these studies are not completely clear.

In a recent study, a benign prostate cell line aquired anchorage-independent growth 
capacity when MSMB expression was silenced [226]. In normal cells, apoptosis is in-
duced if attachment to ECM and surrounding cells would be lost, a process called 
anoikis. Cancer cells are able to avoid this limitation, and anoikis has been proposed to 
be an additional hallmark of cancer [227]

We used the MSMB-derived peptide corresponding to amino acids 31-34 (MSMB3145), 
previously attributed anti-tumour properties, and an additional peptide corresponding 
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The present investigation

to amino acids 11-25 (MSMB1125; Fig 6B). Treating PC-3 cells with these peptides, 
or scrambled control peptides, we did not detect decreased viability. Since viability as-
says may be flawed by low sensitivity to detect apoptosis when highly proliferative cell 
lines are used, we also performed Western blots to detect cleaved caspase-3, a hallmark 
of apoptosis. Again, the MSMB3145 peptide did not generate caspase-3 activation. 
Interestingly, the MSMB1125 peptide did generate caspase-3 activation. This finding 
is puzzling and must be further examined. Potentially, this finding could be interesting 
for drug discovery. 

In order to actually understand MSMB function, we abandoned the peptides and used 
a transient transfection vector to induce MSMB expression in two cell lines lacking 
endogenous MSMB expression. PC-3 and LNCaP-IL6+ cells over-expressing MSMB 
were visibly reduced in cell number, and this corresponded to decreased cyclin D1 
levels. 

Interestingly, the LNCaP-IL6+ response to MSMB over-expression was more dramatic 
compared to PC-3, in terms of decreased proliferation. In these cells, MSMB expres-
sion caused a reduction in cell number by 33% compared to control cells. Since we 
have not investigated transfection efficiency, one may speculate that this result could be 
even more pronounced using a stable transfection vector ensuring complete transfec-
tion efficiency. 

One other study suggests a link between MSMB and cyclin D1. In a cDNA array based 
on the CWR22 cell line as it progressed into a castration-resistant state (the 22Rv1 cell 
line), MSMB was the most down-regulated gene, whereas the most up-regulated genes 
were hepatocyte growth factor (HGF) and cyclin D1 [163]. Interestingly, cyclin D1 
may be a selective androgen receptor modulator, with effect on classic androgen recep-
tor target genes [228, 229]. 

The clinical significance of this finding remains to be clarified, since cyclin D1 over-
expression is rare in prostate cancer [230], whereas decreased or lost MSMB expression 
is more frequent. Potentially, MSMB may have targets that directly or indirectly affects 
cyclin D1 and prevent proliferation, but it remains to understand how these events are 
connected. 

To conclude, we have investigated the cellular effects of MSMB in prostate cancer cell 
lines, and we demonstrate that MSMB expression is associated with decreased cyclin 
D1 levels and reduced proliferation. From a biological perspective, it will be interesting 
to understand whether the frequent loss of MSMB expression in prostate cancer has a 
role in cancer development and progression, or whether it is bystander event. 
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Conclusions

In this thesis, we have aimed to gain further insight into the role of MSMB and CRISP3 
in prostate cancer.

We conclude that:

Preserved expression of MSMB in tumour cells is a marker for favourable outcome 
after radical prostatectomy. 

Tissue expression of MSMB was decreased by ADT in primary prostate cancer. 

CRISP3 expression is highly up-regulated in a subset of aggressive prostate cancers 
but its prognostic value as an independent tissue biomarker is unclear.

CRISP3 expression is elevated in CRPC and in metastases.

Androgen affects MSMB and CRISP3 gene expression in vitro, but time to response 
points towards implication of different regulatory pathways. 

Inflammatory stimuli up-regulates MSMB expression, but it is silenced by methyla-
tion in long-term IL-6 stimulated cells. 

Re-expression of MSMB in vitro leads to reduced cyclin D1 expression and subse-
quent decreased proliferation. 

•

•

•

•

•

•

•
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Populärvetenskaplig 
sammanfattning

Prostatacancer är en mycket vanlig form av cancer, och det har visats att cirka hälften 
av alla män över 70 år har tumör i prostata. Prostatacancer är ofta en latent form av 
cancer, vilket innebär att den sällan ger kliniska symtom förrän i ett framskridet sta-
dium. Sedan PSA testet började användas på 90-talet har antalet diagnostiserade fall av 
prostatacancer blivit allt fler. Men PSA testet är inte specifikt för cancer, utan nivåerna 
kan påverkas av andra prostatasjukdomar såsom godartad prostataförstoring eller in-
flammation i prostatan. För att bekräfta att förhöjt PSA beror på cancer, måste man ta 
vävnadsprover. Allt fler fall av prostatacancer upptäcks i ett tidigt stadium, och det är 
svårt att avgöra om tumören är aggressiv eller latent. Aggressiva tumörer kan opereras 
eller bestrålas, medan för latenta tumörer (även kallade indolenta eller icke-signifikan-
ta), kan aktiv monitorering vara tillräckligt. Aktiv monitorering innebär att nivåerna av 
PSA mäts med korta intervall, och först när tumören visar tecken på tillväxt påbörjas 
aktiv behandling. 

Pågående forskning försöker hitta nya markörer som kan hjälpa det kliniska beslutsta-
gandet, genom att på ett tidigt stadium kunna avgöra huruvida tumören är aggressiv 
eller indolent. För behandlingskrävande tumörer är man även i behov av markörer som 
kan förutse om sjukdomen sannolikt är återkommande. Målet med de studier som pre-
senteras i den här doktorsavhandlingen har varit att studera två proteiner vars uttryck är 
förändrat vid prostatacancer jämfört med normal prostatavävnad. microseminoprotein-
β (MSMB), uttrycks i mycket höga nivåer i normal prostatavävnad, men mycket lägre, 
eller inte alls, i många prostatatumörer. Cysteine-rich secretory protein-3 (CRISP3) 
uttrycks i låga nivåer i den normala prostatakörteln, men är mycket högt uttryckt i vissa 
fall av prostatacancer.

I artikel I använder vi en ny automatiserad metod för att kvantifiera uttrycksnivåer i 
en stor prostatacancervävnadssamling från 3268 patienter. Vi finner att höga nivåer av 
MSMB i tumören är en markör för minskad risk för återfall efter att prostata bortope-
rerats. I motsats finner vi att höga nivåer av CRISP3 tycks vara kopplat till högre risk 
för återfall, men detta samband är inte lika starkt som för MSMB. I artikel II använder 
vi en mindre vävnadssamling för att undersöka om hormonell behandling av prostata-
cancer påverkar uttrycket av MSMB och CRISP3, och vi finner att MSMB uttrycket 
minskar vid kort hormonell behandling före operation (ca 3 månader), medan CRISP3 
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produktionen inte tycks påverkas. Vi visade också att CRISP3 kan bildas i stor mängd 
i metastaserad prostatacancer. 

I manuskript III och IV använder vi prostatacancercellinjer för att närmare studerade 
de molekylära mekanismerna bakom produktionen av MSMB och CRISP3 i tumörcel-
ler. Utöver att MSMB och CRISP3 regleras av manligt könshormon (androgen) i odlade 
tumörceller, så fann vi även att inflammatoriska faktorer ökar produktionen av MSMB 
i tumörceller. Däremot kan MSMB nedregleras genom så kallad promotormetylering 
i långtidsstimulerade prostatacancer celler. Detta är intressant eftersom inflammation i 
prostatan är ett mycket vanligt tillstånd, och har föreslagits vara ett sätt på vilket prosta-
tacancer kan uppkomma. Om inflammatoriska stimuli kan tysta MSMB genen så kan 
detta vara kopplat till utveckling och tillväxt av prostatacancer. Genom att experimen-
tellt inducera produktion av MSMB i prostatacancercellinjer som saknar eget MSMB-
uttryck, påvisade vi minskad celldelning i dessa tumörceller. Detta påvisar indirekt en 
länk mellan nedsatt produktion av MSMB och progression av prostatacancer.

Sammanfattningsvis visar resultaten att MSMB är en godartad prognostisk markör för 
minskad återfallsrisk, och förlusten av MSMB-uttryck kan vara länkat till uppkomsten 
eller progressionen av prostatacancer. 



�

Acknowledgements

This work was carried out at the Department of Clinical Sciences, Division of Urological 
Cancers, and Center for Molecular Pathology, Skåne University Hospital Malmö, Lund 
University, Sweden.

Financial support was provided by the European Union 6th Framework (P-Mark) 
[grant number LSHC-CT-2004-503011], the Swedish Cancer Society, the Swedish 
Research Council (Medicine), Lund University and Region Skåne (ALF), the Cancer 
Foundation and Research Foundation at Skåne University Hospital Malmö, and the 
Gunnar Nilsson Cancer Foundation.

Many, many, many thanks to all the formidable people who made this work possible 
and enjoyable. You know who you are, but this is to make it public: 

My great supervisor Anders Bjartell deserves my sincere gratitude. I really have enjoyed 
working with you, and with this project. Whether asked to emergency-read manu-
scripts overnight, or made to listen to whining over labwork, you are always calm and 
kind and reassuring. Thank you for being so inspiring, and for having the best in mind 
for me, both for the present and for the future career.

Thanks also to my co-supervisors: Anders Edsjö, the RNA-pro, for giving me an ex-
cellent introduction to prostate histology and for sharing a fascination for pink drinks 
with umbrellas; and Ramin Massoumi for great mentorship and support regarding 
both current work and future plans. 

Thanks to the administrative and technical experts Anna Holst, Christina Möller, 
Elisabet Johansson, Irene Rönnstrand, Kristin Lindell, Siv Beckman and newcom-
er Anna Olofsson for keeping the lab going. A very special thanks to the IHC-jedi 
Elise Nilsson for all the good work you do.

I am very grateful to all co-authors: Elton Rexhepaj, Donal Brennan, William Gallagher, 
Alexander Gaber, Anna Lindgren, Karin Jirström; Christer Halldén, Jenny Persson, 
Samson Fine, Hans Lilja, and William Gerald; Jörgen Olsen, Kristian Riesbeck, and 
Zoran Culig for excellent collaborations. Special thanks to Elton and Donal for mak-
ing such an effort on our joint paper. An extra-special thanks to Karin and computer 
wiz Alexander for being such fabulous people and giving both the paper and me some 
extra care when I have collared you in varous degrees of hysteria. 





Thanks also to Åke Lundwall and Lene Udby for providing antibodies (ÅL and LU) 
and MSMB expression vector (ÅL); and to Hans Lilja and Zoran Culig for providing 
cell lines (ZC) and for frutiful discussions. 

Thanks to Norman Maitland and his team members at the Cancer Research Unit in 
York for a great time at your lab and in York. I really appreciate the time and interest 
you paid to me and my project! 

A big thanks to all members of the Bjartell group: Azhar, Giuseppe, Rebecka and 
Susan. I think we have a great spirit of helpfulness and respect in our group, and I wish 
all of you the best in your future endeavours. And Susan, me and my kidneys will never 
forget the awesome hurricanes in Vampire-land.

My chatty office-mates. Kristofer for being such a genuinely nice guy and always going 
the extra mile to help with cloning or Department pubs; producer and director Björn 
for wonderful short-movies; Raji for cooking amazing and abundant Indian dinners.

To all past and present CMP-members for creating an excellent work atmosphere. 
This would not have been any fun without any of you. Some people deserve a special 
mention. Gry, you are Absolutely Fabulous, even though you are Norweigan. I admire 
how you’re always so calm and composed. Åsa, thanks for being a great friend both in 
the lab and in the real world. Thanks for always helping out with cursed antibodies and 
New Year’s Eve parties. Eva, thanks for your support in times of trouble, you are one 
cool cookie to emigrate to the other side of the world! Anna-Karin, Sophie L, Sophie 
N: thanks for all the fun times and your great company at conferences. Also, thanks 
to Helen Pettersson and Sven Påhlman for taking the leap and taking me on for my 
masters’ thesis and introducing me to Entrance 78. 

In addition, a Big Thanks to all friends outside the lab: the hot mamas Jill and Stina 
for pep-talk brunching and good advice regarding science and everything in life; my 
former classmates Elisabet, Jenny and Renée for arranging much appreciated diver-
sions of all kinds; Anna and Carina for full endulgence in the California-experience; 
my neighbour Christine for the enforced Idol-breaks; and to Linda, my oldest friend, 
for cheering me on from the other side of the planet. 

Lastly, a big thanks to my parents Britt-Marie and Bengt-Arne for genuine support 
throughout this time, and to Andreas and Mia for really trying to understand what it 
is that I do all day.



�

References 

1. Dohle GR, Smit M, Weber RF: Androgens and male fertility. World J Urol 2003, 21(5):341-
345.

2. Petersen RO: Urologic pathology, 2nd edn. Philadephia: J. B. Lipincott company; 1992.

3. Lilja H: A kallikrein-like serine protease in prostatic fluid cleaves the predominant seminal 
vesicle protein. J Clin Invest 1985, 76(5):1899-1903.

4. Lilja H, Abrahamsson P-A: Three predominant proteins secreted by the human prostate 
gland. Prostate 1988, 12:29-38.

5. Villers A, Steg A, Boccon-Gibod L: Anatomy of the prostate: review of the different models. 
Eur Urol 1991, 20(4):261-268.

6. De Marzo AM, Platz EA, Sutcliffe S, Xu J, Gronberg H, Drake CG, Nakai Y, Isaacs WB, Nelson 
WG: Inflammation in prostate carcinogenesis. Nat Rev Cancer 2007, 7(4):256-269.

7. MacLennan GT, Resnick MI, Bostwick DG: Pathology for urologists, 1st edn. Philadelphia: 
Saunders; 2003.

8. Collins AT, Habib FK, Maitland NJ, Neal DE: Identification and isolation of human prostate 
epithelial stem cells based on alpha(2)beta(1)-integrin expression. J Cell Sci 2001, 114(Pt 
21):3865-3872.

9. Richardson GD, Robson CN, Lang SH, Neal DE, Maitland NJ, Collins AT: CD133, a novel 
marker for human prostatic epithelial stem cells. J Cell Sci 2004, 117(Pt 16):3539-3545.

10. Robinson EJ, Neal DE, Collins AT: Basal cells are progenitors of luminal cells in primary 
cultures of differentiating human prostatic epithelium. Prostate 1998, 37(3):149-160.

11. Bonkhoff H, Remberger K: Differentiation pathways and histogenetic aspects of normal and 
abnormal prostatic growth: a stem cell model. Prostate 1996, 28(2):98-106.

12. Berry PA, Maitland NJ, Collins AT: Androgen receptor signalling in prostate: effects of 
stromal factors on normal and cancer stem cells. Mol Cell Endocrinol 2008, 288(1-2):30-37.

13. Liu AY, True LD, LaTray L, Nelson PS, Ellis WJ, Vessella RL, Lange PH, Hood L, van den Engh 
G: Cell-cell interaction in prostate gene regulation and cytodifferentiation. Proc Natl Acad Sci 
U S A 1997, 94(20):10705-10710.

14. Cunha GR, Hayward SW, Wang YZ, Ricke WA: Role of the stromal microenvironment in 
carcinogenesis of the prostate. Int J Cancer 2003, 107(1):1-10.

15. Heinlein CA, Chang C: Androgen receptor in prostate cancer. Endocr Rev 2004, 25(2):276-
308.

16. Askew EB, Gampe RT, Jr., Stanley TB, Faggart JL, Wilson EM: Modulation of androgen 
receptor activation function 2 by testosterone and dihydrotestosterone. J Biol Chem 2007, 
282(35):25801-25816.

17. Wright AS, Thomas LN, Douglas RC, Lazier CB, Rittmaster RS: Relative potency of 
testosterone and dihydrotestosterone in preventing atrophy and apoptosis in the prostate of 
the castrated rat. J Clin Invest 1996, 98(11):2558-2563.

18. Marivoet S, Van Dijck P, Verhoeven G, Heyns W: Interaction of the 90-kDa heat shock protein 
with native and in vitro translated androgen receptor and receptor fragments. Mol Cell 
Endocrinol 1992, 88(1-3):165-174.

19. Gelmann EP: Molecular biology of the androgen receptor. J Clin Oncol 2002, 20(13):3001-
3015.



�

20. Berry SJ, Coffey DS, Walsh PC, Ewing LL: The development of human benign prostatic 
hyperplasia with age. J Urol 1984, 132(3):474-479.

21. Collins MM, Stafford RS, O’Leary MP, Barry MJ: How common is prostatitis? A national 
survey of physician visits. J Urol 1998, 159(4):1224-1228.

22. Nickel JC, Moon T: Chronic bacterial prostatitis: an evolving clinical enigma. Urology 2005, 
66(1):2-8.

23. Nakai Y, Nelson WG, De Marzo AM: The dietary charred meat carcinogen 2-amino-1-
methyl-6-phenylimidazo[4,5-b]pyridine acts as both a tumor initiator and promoter in the 
rat ventral prostate. Cancer Res 2007, 67(3):1378-1384.

24. Schlaberg R, Choe DJ, Brown KR, Thaker HM, Singh IR: XMRV is present in malignant 
prostatic epithelium and is associated with prostate cancer, especially high-grade tumors. 
Proc Natl Acad Sci U S A 2009, 106(38):16351-16356.

25. Aloia AL, Sfanos KS, Isaacs WB, Zheng Q, Maldarelli F, De Marzo AM, Rein A: XMRV: a new 
virus in prostate cancer? Cancer Res, 70(24):10028-10033.

26. Sciarra A, Di Silverio F, Salciccia S, Autran Gomez AM, Gentilucci A, Gentile V: Inflammation 
and chronic prostatic diseases: evidence for a link? Eur Urol 2007, 52(4):964-972.

27. Maitland NJ, Collins AT: Inflammation as the primary aetiological agent of human prostate 
cancer: a stem cell connection? J Cell Biochem 2008, 105(4):931-939.

28. Pollard JW: Tumour-educated macrophages promote tumour progression and metastasis. Nat 
Rev Cancer 2004, 4(1):71-78.

29. Karin M: NF-kappaB as a critical link between inflammation and cancer. Cold Spring Harb 
Perspect Biol 2009, 1(5):a000141.

30. Xie W, Wong YC, Tsao SW: Correlation of increased apoptosis and proliferation with 
development of prostatic intraepithelial neoplasia (PIN) in ventral prostate of the Noble rat. 
Prostate 2000, 44(1):31-39.

31. Montironi R, Galluzzi CM, Diamanti L, Giannulis I, Pisani E, Scarpelli M: Prostatic intra-
epithelial neoplasia: expression and location of proliferating cell nuclear antigen in 
epithelial, endothelial and stromal nuclei. Virchows Arch A Pathol Anat Histopathol 1993, 
422(3):185-192.

32. Quinn DI, Henshall SM, Sutherland RL: Molecular markers of prostate cancer outcome. Eur J 
Cancer 2005, 41(6):858-887.

33. De Marzo AM, Marchi VL, Epstein JI, Nelson WG: Proliferative inflammatory atrophy of the 
prostate: implications for prostatic carcinogenesis. Am J Pathol 1999, 155(6):1985-1992.

34. Bostwick DG, Qian J: High-grade prostatic intraepithelial neoplasia. Mod Pathol 2004, 
17(3):360-379.

35. Montironi R, Mazzucchelli R, Algaba F, Lopez-Beltran A: Morphological identification of 
the patterns of prostatic intraepithelial neoplasia and their importance. J Clin Pathol 2000, 
53(9):655-665.

36. Quintar AA, Doll A, Leimgruber C, Palmeri CM, Roth FD, Maccioni M, Maldonado CA: 
Acute inflammation promotes early cellular stimulation of the epithelial and stromal 
compartments of the rat prostate. Prostate 2010, 70(11):1153-1165.

37. Elkahwaji JE, Hauke RJ, Brawner CM: Chronic bacterial inflammation induces prostatic 
intraepithelial neoplasia in mouse prostate. Br J Cancer 2009, 101(10):1740-1748.

38. Socialstyrelsen: Cancer Incidence in Sweden 2009. In: Cancer Incidence in Sweden. Edited by 
Åberg A, vol. 52, 52 edn: Socialstyrelsen; 2010: 104.

39. Jemal A, Siegel R, Ward E, Hao Y, Xu J, Thun MJ: Cancer statistics, 2009. CA Cancer J Clin 
2009, 59(4):225-249.

40. National Prostate Cancer Register (NPCR) in Sweden 2004-2008 



�

References

41. Ung JO, Richie JP, Chen MH, Renshaw AA, D’Amico AV: Evolution of the presentation and 
pathologic and biochemical outcomes after radical prostatectomy for patients with clinically 
localized prostate cancer diagnosed during the PSA era. Urology 2002, 60(3):458-463.

42. Lu-Yao GL, Albertsen PC, Moore DF, Shih W, Lin Y, DiPaola RS, Barry MJ, Zietman A, O’Leary 
M, Walker-Corkery E et al: Outcomes of localized prostate cancer following conservative 
management. Jama 2009, 302(11):1202-1209.

43. Albertsen PC, Hanley JA, Fine J: 20-year outcomes following conservative management of 
clinically localized prostate cancer. Jama 2005, 293(17):2095-2101.

44. Hugosson J, Carlsson S, Aus G, Bergdahl S, Khatami A, Lodding P, Pihl CG, Stranne J, 
Holmberg E, Lilja H: Mortality results from the Goteborg randomised population-based 
prostate-cancer screening trial. Lancet Oncol, 11(8):725-732.

45. Andriole GL, Crawford ED, Grubb RL, 3rd, Buys SS, Chia D, Church TR, Fouad MN, 
Gelmann EP, Kvale PA, Reding DJ et al: Mortality results from a randomized prostate-cancer 
screening trial. N Engl J Med 2009, 360(13):1310-1319.

46. Schroder FH, Hugosson J, Roobol MJ, Tammela TL, Ciatto S, Nelen V, Kwiatkowski M, 
Lujan M, Lilja H, Zappa M et al: Screening and prostate-cancer mortality in a randomized 
European study. N Engl J Med 2009, 360(13):1320-1328.

47. Vickers AJ, Cronin AM, Roobol MJ, Hugosson J, Jones JS, Kattan MW, Klein E, Hamdy F, Neal 
D, Donovan J et al: The relationship between prostate-specific antigen and prostate cancer 
risk: the Prostate Biopsy Collaborative Group. Clin Cancer Res 2010, 16(17):4374-4381.

48. Stamey TA: Preoperative serum prostate-specific antigen (PSA) below 10 microg/l predicts 
neither the presence of prostate cancer nor the rate of postoperative PSA failure. Clin Chem 
2001, 47(4):631-634.

49. Stamey TA, Caldwell M, McNeal JE, Nolley R, Hemenez M, Downs J: The prostate specific 
antigen era in the United States is over for prostate cancer: what happened in the last 20 
years? J Urol 2004, 172(4 Pt 1):1297-1301.

50. Heidenreich A, Bellmunt J, Bolla M, Joniau S, Mason M, Matveev V, Mottet N, Schmid HP, van 
der Kwast T, Wiegel T et al: EAU Guidelines on Prostate Cancer. Part 1: Screening, Diagnosis, 
and Treatment of Clinically Localised Disease. Eur Urol.

51. Abrahamsson PA, Artibani W, Chapple CR, Wirth M: European Association of Urology 
position statement on screening for prostate cancer. Eur Urol 2009, 56(2):270-271.

52. Johns LE, Houlston RS: A systematic review and meta-analysis of familial prostate cancer 
risk. BJU Int 2003, 91(9):789-794.

53. Mordukhovich I, Reiter PL, Backes DM, Family L, McCullough LE, O’Brien KM, Razzaghi 
H, Olshan AF: A review of African American-white differences in risk factors for cancer: 
prostate cancer. Cancer Causes Control.

54. Hoffman RM, Gilliland FD, Eley JW, Harlan LC, Stephenson RA, Stanford JL, Albertson PC, 
Hamilton AS, Hunt WC, Potosky AL: Racial and ethnic differences in advanced-stage prostate 
cancer: the Prostate Cancer Outcomes Study. J Natl Cancer Inst 2001, 93(5):388-395.

55. Lichtenstein P, Holm NV, Verkasalo PK, Iliadou A, Kaprio J, Koskenvuo M, Pukkala E, Skytthe 
A, Hemminki K: Environmental and heritable factors in the causation of cancer--analyses of 
cohorts of twins from Sweden, Denmark, and Finland. N Engl J Med 2000, 343(2):78-85.

56. Thomas G, Jacobs KB, Yeager M, Kraft P, Wacholder S, Orr N, Yu K, Chatterjee N, Welch R, 
Hutchinson A et al: Multiple loci identified in a genome-wide association study of prostate 
cancer. Nat Genet 2008, 40(3):310-315.

57. Eeles RA, Kote-Jarai Z, Giles GG, Olama AA, Guy M, Jugurnauth SK, Mulholland S, 
Leongamornlert DA, Edwards SM, Morrison J et al: Multiple newly identified loci associated 
with prostate cancer susceptibility. Nat Genet 2008, 40(3):316-321.

58. Zheng SL, Sun J, Wiklund F, Smith S, Stattin P, Li G, Adami HO, Hsu FC, Zhu Y, Balter K et 
al: Cumulative association of five genetic variants with prostate cancer. N Engl J Med 2008, 
358(9):910-919.



�

59. Sun J, Kader AK, Hsu FC, Kim ST, Zhu Y, Turner AR, Jin T, Zhang Z, Adolfsson J, Wiklund F et 
al: Inherited genetic markers discovered to date are able to identify a significant number of 
men at considerably elevated risk for prostate cancer. Prostate.

60. Lilja H, Cronin AM, Dahlin A, Manjer J, Nilsson PM, Eastham JA, Bjartell AS, Scardino PT, 
Ulmert D, Vickers AJ: Prediction of significant prostate cancer diagnosed 20 to 30 years later 
with a single measure of prostate-specific antigen at or before age 50. Cancer 2010.

61. Union for International Cancer Control: TNM staging 

62. Gleason DF: Histologic grading of prostate cancer: a perspective. Hum Pathol 1992, 
23(3):273-279.

63. Epstein JI, Allsbrook WC, Jr., Amin MB, Egevad LL: The 2005 International Society of 
Urological Pathology (ISUP) Consensus Conference on Gleason Grading of Prostatic 
Carcinoma. Am J Surg Pathol 2005, 29(9):1228-1242.

64. Kattan MW, Eastham JA, Stapleton AM, Wheeler TM, Scardino PT: A preoperative nomogram 
for disease recurrence following radical prostatectomy for prostate cancer. J Natl Cancer Inst 
1998, 90(10):766-771.

65. Prostate Cancer Nomograms 

66. van den Bergh RC, Vasarainen H, van der Poel HG, Vis-Maters JJ, Rietbergen JB, Pickles 
T, Cornel EB, Valdagni R, Jaspars JJ, van der Hoeven J et al: Short-term outcomes of the 
prospective multicentre ‘Prostate Cancer Research International: Active Surveillance’ study. 
BJU Int, 105(7):956-962.

67. Moule RN, Hoskin PJ: Non-surgical treatment of localised prostate cancer. Surg Oncol 2009, 
18(3):255-267.

68. Denmeade SR, Lin XS, Isaacs JT: Role of programmed (apoptotic) cell death during the 
progression and therapy for prostate cancer. Prostate 1996, 28(4):251-265.

69. Taylor LG, Canfield SE, Du XL: Review of major adverse effects of androgen-deprivation 
therapy in men with prostate cancer. Cancer 2009, 115(11):2388-2399.

70. Engel JB, Schally AV: Drug Insight: clinical use of agonists and antagonists of luteinizing-
hormone-releasing hormone. Nat Clin Pract Endocrinol Metab 2007, 3(2):157-167.

71. Labrie F, Dupont A, Belanger A, St-Arnaud R, Giguere M, Lacourciere Y, Emond J, Monfette 
G: Treatment of prostate cancer with gonadotropin-releasing hormone agonists. Endocr Rev 
1986, 7(1):67-74.

72. Stanbrough M, Bubley GJ, Ross K, Golub TR, Rubin MA, Penning TM, Febbo PG, Balk SP: 
Increased expression of genes converting adrenal androgens to testosterone in androgen-
independent prostate cancer. Cancer Res 2006, 66(5):2815-2825.

73. Locke JA, Guns ES, Lubik AA, Adomat HH, Hendy SC, Wood CA, Ettinger SL, Gleave ME, 
Nelson CC: Androgen levels increase by intratumoral de novo steroidogenesis during 
progression of castration-resistant prostate cancer. Cancer Res 2008, 68(15):6407-6415.

74. Klotz L: Maximal androgen blockade for advanced prostate cancer. Best Pract Res Clin 
Endocrinol Metab 2008, 22(2):331-340.

75. Thompson IM, Goodman PJ, Tangen CM, Lucia MS, Miller GJ, Ford LG, Lieber MM, Cespedes 
RD, Atkins JN, Lippman SM et al: The influence of finasteride on the development of 
prostate cancer. N Engl J Med 2003, 349(3):215-224.

76. Andriole GL, Bostwick DG, Brawley OW, Gomella LG, Marberger M, Montorsi F, Pettaway CA, 
Tammela TL, Teloken C, Tindall DJ et al: Effect of dutasteride on the risk of prostate cancer. 
N Engl J Med, 362(13):1192-1202.

77. Singer EA, Golijanin DJ, Miyamoto H, Messing EM: Androgen deprivation therapy for 
prostate cancer. Expert Opin Pharmacother 2008, 9(2):211-228.

78. Sharifi N, Gulley JL, Dahut WL: Androgen deprivation therapy for prostate cancer. Jama 
2005, 294(2):238-244.



�

References

79. Chi KN, Bjartell A, Dearnaley D, Saad F, Schroder FH, Sternberg C, Tombal B, Visakorpi T: 
Castration-resistant prostate cancer: from new pathophysiology to new treatment targets. 
Eur Urol 2009, 56(4):594-605.

80. Leav I, Plescia J, Goel HL, Li J, Jiang Z, Cohen RJ, Languino LR, Altieri DC: Cytoprotective 
mitochondrial chaperone TRAP-1 as a novel molecular target in localized and metastatic 
prostate cancer. Am J Pathol, 176(1):393-401.

81. Chen CD, Welsbie DS, Tran C, Baek SH, Chen R, Vessella R, Rosenfeld MG, Sawyers CL: 
Molecular determinants of resistance to antiandrogen therapy. Nat Med 2004, 10(1):33-39.

82. Feldman BJ, Feldman D: The development of androgen-independent prostate cancer. Nat Rev 
Cancer 2001, 1(1):34-45.

83. Nacusi LP, Tindall DJ: Androgen receptor abnormalities in castration-recurrent prostate 
cancer. Expert Rev Endocrinol Metab 2009, 4(5):417-422.

84. Cher ML, Bova GS, Moore DH, Small EJ, Carroll PR, Pin SS, Epstein JI, Isaacs WB, Jensen 
RH: Genetic alterations in untreated metastases and androgen-independent prostate 
cancer detected by comparative genomic hybridization and allelotyping. Cancer Res 1996, 
56(13):3091-3102.

85. Vander Griend DJ, Karthaus WL, Dalrymple S, Meeker A, DeMarzo AM, Isaacs JT: The role of 
CD133 in normal human prostate stem cells and malignant cancer-initiating cells. Cancer 
Res 2008, 68(23):9703-9711.

86. Debes JD, Tindall DJ: Mechanisms of androgen-refractory prostate cancer. N Engl J Med 
2004, 351(15):1488-1490.

87. Tlsty TD, Hein PW: Know thy neighbor: stromal cells can contribute oncogenic signals. Curr 
Opin Genet Dev 2001, 11(1):54-59.

88. Ayala G, Tuxhorn JA, Wheeler TM, Frolov A, Scardino PT, Ohori M, Wheeler M, Spitler J, 
Rowley DR: Reactive stroma as a predictor of biochemical-free recurrence in prostate cancer. 
Clin Cancer Res 2003, 9(13):4792-4801.

89. Collins AT, Berry PA, Hyde C, Stower MJ, Maitland NJ: Prospective identification of 
tumorigenic prostate cancer stem cells. Cancer Res 2005, 65(23):10946-10951.

90. Goldstein AS, Stoyanova T, Witte ON: Primitive origins of prostate cancer: in vivo evidence 
for prostate-regenerating cells and prostate cancer-initiating cells. Mol Oncol, 4(5):385-396.

91. Lawson DA, Witte ON: Stem cells in prostate cancer initiation and progression. J Clin Invest 
2007, 117(8):2044-2050.

92. Uzgare AR, Isaacs JT: Prostate cancer: potential targets of anti-proliferative and apoptotic 
signaling pathways. Int J Biochem Cell Biol 2005, 37(4):707-714.

93. Collins AT, Maitland NJ: Prostate cancer stem cells. Eur J Cancer 2006, 42(9):1213-1218.

94. Lang SH, Frame FM, Collins AT: Prostate cancer stem cells. J Pathol 2009, 217(2):299-306.

95. Maitland NJ, Collins A: A tumour stem cell hypothesis for the origins of prostate cancer. BJU 
Int 2005, 96(9):1219-1223.

96. Miki J: Investigations of prostate epithelial stem cells and prostate cancer stem cells. Int J 
Urol 2010, 17(2):139-147.

97. Wang ZA, Shen MM: Revisiting the concept of cancer stem cells in prostate cancer. Oncogene.

98. Jordan CT, Guzman ML, Noble M: Cancer stem cells. N Engl J Med 2006, 355(12):1253-1261.

99. Mani SA, Guo W, Liao MJ, Eaton EN, Ayyanan A, Zhou AY, Brooks M, Reinhard F, Zhang CC, 
Shipitsin M et al: The epithelial-mesenchymal transition generates cells with properties of 
stem cells. Cell 2008, 133(4):704-715.

100. Kong D, Banerjee S, Ahmad A, Li Y, Wang Z, Sethi S, Sarkar FH: Epithelial to mesenchymal 
transition is mechanistically linked with stem cell signatures in prostate cancer cells. PLoS 
One, 5(8):e12445.

101. Pfeiffer MJ, Schalken JA: Stem cell characteristics in prostate cancer cell lines. Eur Urol, 
57(2):246-254.



�

102. van den Hoogen C, van der Horst G, Cheung H, Buijs JT, Lippitt JM, Guzman-Ramirez N, 
Hamdy FC, Eaton CL, Thalmann GN, Cecchini MG et al: High aldehyde dehydrogenase 
activity identifies tumor-initiating and metastasis-initiating cells in human prostate cancer. 
Cancer Res, 70(12):5163-5173.

103. Pienta KJ, Bradley D: Mechanisms underlying the development of androgen-independent 
prostate cancer. Clin Cancer Res 2006, 12(6):1665-1671.

104. Hoedemaeker RF, Rietbergen JB, Kranse R, Schroder FH, van der Kwast TH: Histopathological 
prostate cancer characteristics at radical prostatectomy after population based screening. J 
Urol 2000, 164(2):411-415.

105. Ruijter ET, van de Kaa CA, Schalken JA, Debruyne FM, Ruiter DJ: Histological grade 
heterogeneity in multifocal prostate cancer. Biological and clinical implications. J Pathol 
1996, 180(3):295-299.

106. Guzman-Ramirez N, Voller M, Wetterwald A, Germann M, Cross NA, Rentsch CA, Schalken J, 
Thalmann GN, Cecchini MG: In vitro propagation and characterization of neoplastic stem/
progenitor-like cells from human prostate cancer tissue. Prostate 2009, 69(15):1683-1693.

107. Sengupta A, Cancelas JA: Cancer stem cells: a stride towards cancer cure? J Cell Physiol, 
225(1):7-14.

108. van Leenders GJ, Gage WR, Hicks JL, van Balken B, Aalders TW, Schalken JA, De Marzo AM: 
Intermediate cells in human prostate epithelium are enriched in proliferative inflammatory 
atrophy. Am J Pathol 2003, 162(5):1529-1537.

109. Montironi R, Mazzucchelli R, Lopez-Beltran A, Cheng L, Scarpelli M: Mechanisms of disease: 
high-grade prostatic intraepithelial neoplasia and other proposed preneoplastic lesions in 
the prostate. Nat Clin Pract Urol 2007, 4(6):321-332.

110. Tomlins SA, Rhodes DR, Perner S, Dhanasekaran SM, Mehra R, Sun XW, Varambally S, Cao X, 
Tchinda J, Kuefer R et al: Recurrent fusion of TMPRSS2 and ETS transcription factor genes 
in prostate cancer. Science 2005, 310(5748):644-648.

111. Tomlins SA, Laxman B, Dhanasekaran SM, Helgeson BE, Cao X, Morris DS, Menon A, Jing X, 
Cao Q, Han B et al: Distinct classes of chromosomal rearrangements create oncogenic ETS 
gene fusions in prostate cancer. Nature 2007, 448(7153):595-599.

112. Brooks JD, Weinstein M, Lin X, Sun Y, Pin SS, Bova GS, Epstein JI, Isaacs WB, Nelson WG: 
CG island methylation changes near the GSTP1 gene in prostatic intraepithelial neoplasia. 
Cancer Epidemiol Biomarkers Prev 1998, 7(6):531-536.

113. Sakr WA: Prostatic intraepithelial neoplasia: A marker for high-risk groups and a potential 
target for chemoprevention. Eur Urol 1999, 35(5-6):474-478.

114. Lopez-Novoa JM, Nieto MA: Inflammation and EMT: an alliance towards organ fibrosis and 
cancer progression. EMBO Mol Med 2009, 1(6-7):303-314.

115. Birnie R, Bryce SD, Roome C, Dussupt V, Droop A, Lang SH, Berry PA, Hyde CF, Lewis JL, 
Stower MJ et al: Gene expression profiling of human prostate cancer stem cells reveals a pro-
inflammatory phenotype and the importance of extracellular matrix interactions. Genome 
Biol 2008, 9(5):R83.

116. van’t Veer LJ, Bernards R: Enabling personalized cancer medicine through analysis of gene-
expression patterns. Nature 2008, 452(7187):564-570.

117. Fiorentino M, Capizzi E, Loda M: Blood and tissue biomarkers in prostate cancer: state of the 
art. Urol Clin North Am 2010, 37(1):131-141.

118. Shariat S, Semjonow A, Lilja H, Savage C, Vickers A, Bjartell A: Tumor markers in prostate 
cancer I: blood-based markers Acta Oncologica 2011.

119. Bjartell A, Montironi R, Berney D, Egevad L: Tumour markers in prostate cancer II: 
Diagnostic and prognostic cellular biomarkers. Acta Oncologica 2011.

120. Roobol M, Haese A, Bjartell A: Tumour markers in prostate cancer III: Biomarkers in urine. 
Acta Oncologica 2011.



�

References

121. Shariat SF, Karakiewicz PI, Suardi N, Kattan MW: Comparison of nomograms with other 
methods for predicting outcomes in prostate cancer: a critical analysis of the literature. Clin 
Cancer Res 2008, 14(14):4400-4407.

122. Vickers AJ, Jang K, Sargent D, Lilja H, Kattan MW: Systematic review of statistical methods 
used in molecular marker studies in cancer. Cancer 2008, 112(8):1862-1868.

123. Harvey TJ, Hooper JD, Myers SA, Stephenson SA, Ashworth LK, Clements JA: Tissue-specific 
expression patterns and fine mapping of the human kallikrein (KLK) locus on proximal 
19q13.4. J Biol Chem 2000, 275(48):37397-37406.

124. Herrala AM, Porvari KS, Kyllonen AP, Vihko PT: Comparison of human prostate specific 
glandular kallikrein 2 and prostate specific antigen gene expression in prostate with gene 
amplification and overexpression of prostate specific glandular kallikrein 2 in tumor tissue. 
Cancer 2001, 92(12):2975-2984.

125. Lintula S, Stenman J, Bjartell A, Nordling S, Stenman UH: Relative concentrations of hK2/PSA 
mRNA in benign and malignant prostatic tissue. Prostate 2005, 63(4):324-329.

126. Young CY, Montgomery BT, Andrews PE, Qui SD, Bilhartz DL, Tindall DJ: Hormonal 
regulation of prostate-specific antigen messenger RNA in human prostatic adenocarcinoma 
cell line LNCaP. Cancer Res 1991, 51(14):3748-3752.

127. Montgomery BT, Young CY, Bilhartz DL, Andrews PE, Prescott JL, Thompson NF, Tindall DJ: 
Hormonal regulation of prostate-specific antigen (PSA) glycoprotein in the human prostatic 
adenocarcinoma cell line, LNCaP. Prostate 1992, 21(1):63-73.

128. Vlaeminck-Guillem V, Ruffion A, Andre J, Devonec M, Paparel P: Urinary prostate cancer 3 
test: toward the age of reason? Urology, 75(2):447-453.

129. Erbersdobler A, Isbarn H, Steiner I, Schlomm T, Chun F, Mirlacher M, Sauter G: Predictive 
value of prostate-specific antigen expression in prostate cancer: a tissue microarray study. 
Urology 2009, 74(5):1169-1173.

130. Holzbeierlein J, Lal P, LaTulippe E, Smith A, Satagopan J, Zhang L, Ryan C, Smith S, Scher H, 
Scardino P et al: Gene expression analysis of human prostate carcinoma during hormonal 
therapy identifies androgen-responsive genes and mechanisms of therapy resistance. Am J 
Pathol 2004, 164(1):217-227.

131. Ruizeveld de Winter JA, Trapman J, Vermey M, Mulder E, Zegers ND, van der Kwast TH: 
Androgen receptor expression in human tissues: an immunohistochemical study. J Histochem 
Cytochem 1991, 39(7):927-936.

132. Edwards J, Krishna NS, Grigor KM, Bartlett JM: Androgen receptor gene amplification and 
protein expression in hormone refractory prostate cancer. Br J Cancer 2003, 89(3):552-556.

133. Linja MJ, Savinainen KJ, Saramaki OR, Tammela TL, Vessella RL, Visakorpi T: Amplification 
and overexpression of androgen receptor gene in hormone-refractory prostate cancer. Cancer 
Res 2001, 61(9):3550-3555.

134. Visakorpi T, Hyytinen E, Koivisto P, Tanner M, Keinanen R, Palmberg C, Palotie A, Tammela T, 
Isola J, Kallioniemi OP: In vivo amplification of the androgen receptor gene and progression 
of human prostate cancer. Nat Genet 1995, 9(4):401-406.

135. Dunsmuir WD, Gillett CE, Meyer LC, Young MP, Corbishley C, Eeles RA, Kirby RS: Molecular 
markers for predicting prostate cancer stage and survival. BJU Int 2000, 86(7):869-878.

136. Donovan MJ, Hamann S, Clayton M, Khan FM, Sapir M, Bayer-Zubek V, Fernandez G, Mesa-
Tejada R, Teverovskiy M, Reuter VE et al: Systems pathology approach for the prediction of 
prostate cancer progression after radical prostatectomy. J Clin Oncol 2008, 26(24):3923-3929.

137. Donovan MJ, Khan FM, Fernandez G, Mesa-Tejada R, Sapir M, Zubek VB, Powell D, Fogarasi 
S, Vengrenyuk Y, Teverovskiy M et al: Personalized prediction of tumor response and cancer 
progression on prostate needle biopsy. J Urol 2009, 182(1):125-132.

138. Donovan MJ, Osman I, Khan FM, Vengrenyuk Y, Capodieci P, Koscuiszka M, Anand A, Cordon-
Cardo C, Costa J, Scher HI: Androgen receptor expression is associated with prostate cancer-
specific survival in castrate patients with metastatic disease. BJU Int, 105(4):462-467.



�

139. Li R, Wheeler T, Dai H, Frolov A, Thompson T, Ayala G: High level of androgen receptor is 
associated with aggressive clinicopathologic features and decreased biochemical recurrence-
free survival in prostate: cancer patients treated with radical prostatectomy. Am J Surg Pathol 
2004, 28(7):928-934.

140. Abrahamsson PA, Andersson C, Bjork T, Fernlund P, Lilja H, Murne A, Weiber H: 
Radioimmunoassay of beta-microseminoprotein, a prostatic-secreted protein present in sera 
of both men and women. Clin Chem 1989, 35(7):1497-1503.

141. Liang ZG, Kamada M, Koide SS: Structural identity of immunoglobulin binding factor and 
prostatic secretory protein of human seminal plasma. Biochem Biophys Res Commun 1991, 
180(1):356-359.

142. Anahi Franchi N, Avendano C, Molina RI, Tissera AD, Maldonado CA, Oehninger S, Coronel 
CE: beta-Microseminoprotein in human spermatozoa and its potential role in male fertility. 
Reproduction 2008, 136(2):157-166.

143. Weiber H, Andersson C, Murne A, Rannevik G, Lindstrom C, Lilja H, Fernlund P: Beta 
microseminoprotein is not a prostate-specific protein. Its identification in mucous glands 
and secretions. Am J Pathol 1990, 137(3):593-603.

144. Ulvsback M, Lindstrom C, Weiber H, Abrahamsson PA, Lilja H, Lundwall A: Molecular cloning 
of a small prostate protein, known as beta-microsemenoprotein, PSP94 or beta-inhibin, 
and demonstration of transcripts in non-genital tissues. Biochem Biophys Res Commun 1989, 
164(3):1310-1315.

145. Udby L, Lundwall A, Johnsen AH, Fernlund P, Valtonen-Andre C, Blom AM, Lilja H, Borregaard 
N, Kjeldsen L, Bjartell A: beta-Microseminoprotein binds CRISP-3 in human seminal 
plasma. Biochem Biophys Res Commun 2005, 333(2):555-561.

146. Ghasriani H, Teilum K, Johnsson Y, Fernlund P, Drakenberg T: Solution structures of human 
and porcine beta-microseminoprotein. J Mol Biol 2006, 362(3):502-515.

147. Reeves JR, Xuan JW, Arfanis K, Morin C, Garde SV, Ruiz MT, Wisniewski J, Panchal C, Tanner 
JE: Identification, purification and characterization of a novel human blood protein with 
binding affinity for prostate secretory protein of 94 amino acids. Biochem J 2005, 385(Pt 
1):105-114.

148. Lou H, Yeager M, Li H, Bosquet JG, Hayes RB, Orr N, Yu K, Hutchinson A, Jacobs KB, Kraft P 
et al: Fine mapping and functional analysis of a common variant in MSMB on chromosome 
10q11.2 associated with prostate cancer susceptibility. Proc Natl Acad Sci U S A 2009, 
106(19):7933-7938.

149. Kote-Jarai Z, Leongamornlert D, Tymrakiewicz M, Field H, Guy M, Al Olama AA, Morrison 
J, O’Brien L, Wilkinson R, Hall A et al: Mutation analysis of the MSMB gene in familial 
prostate cancer. Br J Cancer 2010, 102(2):414-418.

150. Chang BL, Cramer SD, Wiklund F, Isaacs SD, Stevens VL, Sun J, Smith S, Pruett K, Romero 
LM, Wiley KE et al: Fine mapping association study and functional analysis implicate a 
SNP in MSMB at 10q11 as a causal variant for prostate cancer risk. Hum Mol Genet 2009, 
18(7):1368-1375.

151. Chang BL, Spangler E, Gallagher S, Haiman CA, Henderson BE, Isaacs WB, Benford ML, Kidd 
LR, Cooney K, Strom SS et al: Validation of Genome-Wide Prostate Cancer Associations in 
Men of African Descent. Cancer Epidemiol Biomarkers Prev.

152. Xu B, Wang J, Tong N, Mi Y, Min Z, Tao J, Li P, Cheng G, Li J, Wang M et al: A functional 
polymorphism in MSMB gene promoter is associated with prostate cancer risk and serum 
MSMB expression. Prostate 2010.

153. Waters KM, Stram DO, Le Marchand L, Klein RJ, Valtonen-Andre C, Peltola MT, Kolonel 
LN, Henderson BE, Lilja H, Haiman CA: A common prostate cancer risk variant 
5’ of microseminoprotein-beta (MSMB) is a strong predictor of circulating beta-
microseminoprotein (MSP) levels in multiple populations. Cancer Epidemiol Biomarkers Prev 
2010, 19(10):2639-2646.



��

References

154. Xu X, Valtonen-Andre C, Savblom C, Hallden C, Lilja H, Klein RJ: Polymorphisms at 
the Microseminoprotein-beta locus associated with physiologic variation in beta-
microseminoprotein and prostate-specific antigen levels. Cancer Epidemiol Biomarkers Prev 
2010, 19(8):2035-2042.

155. Whitaker HC, Kote-Jarai Z, Ross-Adams H, Warren AY, Burge J, George A, Bancroft E, Jhavar 
S, Leongamornlert D, Tymrakiewicz M et al: The rs10993994 risk allele for prostate cancer 
results in clinically relevant changes in microseminoprotein-beta expression in tissue and 
urine. PLoS One 2010, 5(10):e13363.

156. Kader AK, Sun J, Isaacs SD, Wiley KE, Yan G, Kim ST, Fedor H, DeMarzo AM, Epstein JI, 
Walsh PC et al: Individual and cumulative effect of prostate cancer risk-associated variants 
on clinicopathologic variables in 5,895 prostate cancer patients. Prostate 2009, 69(11):1195-
1205.

157. Xu J, Zheng SL, Isaacs SD, Wiley KE, Wiklund F, Sun J, Kader AK, Li G, Purcell LD, Kim ST et 
al: Inherited genetic variant predisposes to aggressive but not indolent prostate cancer. Proc 
Natl Acad Sci U S A 2010, 107(5):2136-2140.

158. Taylor BS, Schultz N, Hieronymus H, Gopalan A, Xiao Y, Carver BS, Arora VK, Kaushik P, 
Cerami E, Reva B et al: Integrative genomic profiling of human prostate cancer. Cancer Cell, 
18(1):11-22.

159. Varambally S, Dhanasekaran SM, Zhou M, Barrette TR, Kumar-Sinha C, Sanda MG, Ghosh 
D, Pienta KJ, Sewalt RG, Otte AP et al: The polycomb group protein EZH2 is involved in 
progression of prostate cancer. Nature 2002, 419(6907):624-629.

160. Bracken AP, Pasini D, Capra M, Prosperini E, Colli E, Helin K: EZH2 is downstream of 
the pRB-E2F pathway, essential for proliferation and amplified in cancer. EMBO J 2003, 
22(20):5323-5335.

161. Beke L, Nuytten M, Van Eynde A, Beullens M, Bollen M: The gene encoding the prostatic 
tumor suppressor PSP94 is a target for repression by the Polycomb group protein EZH2. 
Oncogene 2007, 26(31):4590-4595.

162. Bryant RJ, Cross NA, Eaton CL, Hamdy FC, Cunliffe VT: EZH2 promotes proliferation and 
invasiveness of prostate cancer cells. Prostate 2007, 67(5):547-556.

163. Sirotnak FM, She Y, Khokhar NZ, Hayes P, Gerald W, Scher HI: Microarray analysis of 
prostate cancer progression to reduced androgen dependence: studies in unique models 
contrasts early and late molecular events. Mol Carcinog 2004, 41(3):150-163.

164. Doctor VM, Sheth AR, Simha MM, Arbatti NJ, Aaveri JP, Sheth NA: Studies on 
immunocytochemical localization of inhibin-like material in human prostatic tissue: 
comparison of its distribution in normal, benign and malignant prostates. Br J Cancer 1986, 
53(4):547-554.

165. Tsurusaki T, Koji T, Sakai H, Kanetake H, Nakane PK, Saito Y: Cellular expression of beta-
microseminoprotein (beta-MSP) mRNA and its protein in untreated prostate cancer. Prostate 
1998, 35(2):109-116.

166. Chan PS, Chan LW, Xuan JW, Chin JL, Choi HL, Chan FL: In situ hybridization study of 
PSP94 (prostatic secretory protein of 94 amino acids) expression in human prostates. 
Prostate 1999, 41(2):99-109.

167. Nam RK, Reeves JR, Toi A, Dulude H, Trachtenberg J, Emami M, Daigneault L, Panchal C, 
Sugar L, Jewett MA et al: A novel serum marker, total prostate secretory protein of 94 amino 
acids, improves prostate cancer detection and helps identify high grade cancers at diagnosis. 
J Urol 2006, 175(4):1291-1297.

168. Vanaja DK, Cheville JC, Iturria SJ, Young CY: Transcriptional silencing of zinc finger protein 
185 identified by expression profiling is associated with prostate cancer progression. Cancer 
Res 2003, 63(14):3877-3882.

169. Wu D, Guo Y, Chambers AF, Izawa JI, Chin JL, Xuan JW: Serum bound forms of PSP94 
(prostate secretory protein of 94 amino acids) in prostate cancer patients. J Cell Biochem 
1999, 76(1):71-83.



�

170. Reeves JR, Dulude H, Panchal C, Daigneault L, Ramnani DM: Prognostic value of prostate 
secretory protein of 94 amino acids and its binding protein after radical prostatectomy. Clin 
Cancer Res 2006, 12(20 Pt 1):6018-6022.

171. Bjartell AS, Al-Ahmadie H, Serio AM, Eastham JA, Eggener SE, Fine SW, Udby L, Gerald 
WL, Vickers AJ, Lilja H et al: Association of cysteine-rich secretory protein 3 and beta-
microseminoprotein with outcome after radical prostatectomy. Clin Cancer Res 2007, 
13(14):4130-4138.

172. Girvan AR, Chang P, van Huizen I, Moussa M, Xuan JW, Stitt L, Chin JL, Yamasaki Y, Izawa JI: 
Increased intratumoral expression of prostate secretory protein of 94 amino acids predicts 
for worse disease recurrence and progression after radical prostatectomy in patients with 
prostate cancer. Urology 2005, 65(4):719-723.

173. Kjeldsen L, Cowland JB, Johnsen AH, Borregaard N: SGP28, a novel matrix glycoprotein 
in specific granules of human neutrophils with similarity to a human testis-specific gene 
product and a rodent sperm-coating glycoprotein. FEBS Lett 1996, 380(3):246-250.

174. Ernst T, Hergenhahn M, Kenzelmann M, Cohen CD, Bonrouhi M, Weninger A, Klaren R, 
Grone EF, Wiesel M, Gudemann C et al: Decrease and gain of gene expression are equally 
discriminatory markers for prostate carcinoma: a gene expression analysis on total and 
microdissected prostate tissue. Am J Pathol 2002, 160(6):2169-2180.

175. Udby L, Bjartell A, Malm J, Egesten A, Lundwall A, Cowland JB, Borregaard N, Kjeldsen L: 
Characterization and localization of cysteine-rich secretory protein 3 (CRISP-3) in the 
human male reproductive tract. J Androl 2005, 26(3):333-342.

176. Kratzschmar J, Haendler B, Eberspaecher U, Roosterman D, Donner P, Schleuning WD: 
The human cysteine-rich secretory protein (CRISP) family. Primary structure and tissue 
distribution of CRISP-1, CRISP-2 and CRISP-3. Eur J Biochem 1996, 236(3):827-836.

177. Udby L, Calafat J, Sorensen OE, Borregaard N, Kjeldsen L: Identification of human cysteine-
rich secretory protein 3 (CRISP-3) as a matrix protein in a subset of peroxidase-negative 
granules of neutrophils and in the granules of eosinophils. J Leukoc Biol 2002, 72(3):462-469.

178. Udby L, Cowland JB, Johnsen AH, Sorensen OE, Borregaard N, Kjeldsen L: An ELISA for 
SGP28/CRISP-3, a cysteine-rich secretory protein in human neutrophils, plasma, and 
exocrine secretions. J Immunol Methods 2002, 263(1-2):43-55.

179. Koppers AJ, Reddy T, O’Bryan MK: The role of cysteine-rich secretory proteins in male 
fertility. Asian J Androl.

180. Gibbs GM, Roelants K, O’Bryan MK: The CAP superfamily: cysteine-rich secretory proteins, 
antigen 5, and pathogenesis-related 1 proteins--roles in reproduction, cancer, and immune 
defense. Endocr Rev 2008, 29(7):865-897.

181. Gibbs GM, Scanlon MJ, Swarbrick J, Curtis S, Gallant E, Dulhunty AF, O’Bryan MK: The 
cysteine-rich secretory protein domain of Tpx-1 is related to ion channel toxins and 
regulates ryanodine receptor Ca2+ signaling. J Biol Chem 2006, 281(7):4156-4163.

182. National Center for Biotechnology Information: Basic Local Alignment Search Tool 

183. Asmann YW, Kosari F, Wang K, Cheville JC, Vasmatzis G: Identification of differentially 
expressed genes in normal and malignant prostate by electronic profiling of expressed 
sequence tags. Cancer Res 2002, 62(11):3308-3314.

184. Kosari F, Asmann YW, Cheville JC, Vasmatzis G: Cysteine-rich secretory protein-3: a potential 
biomarker for prostate cancer. Cancer Epidemiol Biomarkers Prev 2002, 11(11):1419-1426.

185. Friess H, Ding J, Kleeff J, Liao Q, Berberat PO, Hammer J, Buchler MW: Identification of 
disease-specific genes in chronic pancreatitis using DNA array technology. Ann Surg 2001, 
234(6):769-778; discussion 778-769.

186. Liao Q, Kleeff J, Xiao Y, Guweidhi A, Schambony A, Topfer-Petersen E, Zimmermann A, Buchler 
MW, Friess H: Preferential expression of cystein-rich secretory protein-3 (CRISP-3) in 
chronic pancreatitis. Histol Histopathol 2003, 18(2):425-433.



��

References

187. Bjartell A, Johansson R, Bjork T, Gadaleanu V, Lundwall A, Lilja H, Kjeldsen L, Udby L: 
Immunohistochemical detection of cysteine-rich secretory protein 3 in tissue and in serum 
from men with cancer or benign enlargement of the prostate gland. Prostate 2006, 66(6):591-
603.

188. Ye H, Yu T, Temam S, Ziober BL, Wang J, Schwartz JL, Mao L, Wong DT, Zhou X: 
Transcriptomic dissection of tongue squamous cell carcinoma. BMC Genomics 2008, 9:69.

189. Porola P, Virkki L, Przybyla BD, Laine M, Patterson TA, Pihakari A, Konttinen YT: Androgen 
deficiency and defective intracrine processing of dehydroepiandrosterone in salivary glands 
in Sjogren’s syndrome. J Rheumatol 2008, 35(11):2229-2235.

190. Laine M, Porola P, Udby L, Kjeldsen L, Cowland JB, Borregaard N, Hietanen J, Stahle M, 
Pihakari A, Konttinen YT: Low salivary dehydroepiandrosterone and androgen-regulated 
cysteine-rich secretory protein 3 levels in Sjogren’s syndrome. Arthritis Rheum 2007, 
56(8):2575-2584.

191. Plager DA, Kahl JC, Asmann YW, Nilson AE, Pallanch JF, Friedman O, Kita H: Gene 
transcription changes in asthmatic chronic rhinosinusitis with nasal polyps and comparison 
to those in atopic dermatitis. PLoS One 2010, 5(7):e11450.

192. Jaraj SJ, Camparo P, Boyle H, Germain F, Nilsson B, Petersson F, Egevad L: Intra- and 
interobserver reproducibility of interpretation of immunohistochemical stains of prostate 
cancer. Virchows Arch 2009, 455(4):375-381.

193. Cordon-Cardo C, Kotsianti A, Verbel DA, Teverovskiy M, Capodieci P, Hamann S, Jeffers Y, 
Clayton M, Elkhettabi F, Khan FM et al: Improved prediction of prostate cancer recurrence 
through systems pathology. J Clin Invest 2007, 117(7):1876-1883.

194. Ulmert D, O’Brien MF, Bjartell AS, Lilja H: Prostate kallikrein markers in diagnosis, risk 
stratification and prognosis. Nat Rev Urol 2009, 6(7):384-391.

195. Imasato Y, Xuan JW, Sakai H, Izawa JI, Saito Y, Chin JL, Moussa M: PSP94 expression after 
androgen deprivation therapy: a comparative study with prostate specific antigen in benign 
prostate and prostate cancer. J Urol 2000, 164(5):1819-1824.

196. Thalmann GN, Anezinis PE, Chang SM, Zhau HE, Kim EE, Hopwood VL, Pathak S, von 
Eschenbach AC, Chung LW: Androgen-independent cancer progression and bone metastasis 
in the LNCaP model of human prostate cancer. Cancer Res 1994, 54(10):2577-2581.

197. Hobisch A, Ramoner R, Fuchs D, Godoy-Tundidor S, Bartsch G, Klocker H, Culig Z: Prostate 
cancer cells (LNCaP) generated after long-term interleukin 6 (IL-6) treatment express IL-6 
and acquire an IL-6 partially resistant phenotype. Clin Cancer Res 2001, 7(9):2941-2948.

198. Gonzalez MI, Robins DM: Oct-1 preferentially interacts with androgen receptor in a DNA-
dependent manner that facilitates recruitment of SRC-1. J Biol Chem 2001, 276(9):6420-
6428.

199. Kubota T, Koshizuka K, Williamson EA, Asou H, Said JW, Holden S, Miyoshi I, Koeffler HP: 
Ligand for peroxisome proliferator-activated receptor gamma (troglitazone) has potent 
antitumor effect against human prostate cancer both in vitro and in vivo. Cancer Res 1998, 
58(15):3344-3352.

200. Koeffler HP: Peroxisome proliferator-activated receptor gamma and cancers. Clin Cancer Res 
2003, 9(1):1-9.

201. Yoshizumi T, Ohta T, Ninomiya I, Terada I, Fushida S, Fujimura T, Nishimura G, Shimizu K, Yi 
S, Miwa K: Thiazolidinedione, a peroxisome proliferator-activated receptor-gamma ligand, 
inhibits growth and metastasis of HT-29 human colon cancer cells through differentiation-
promoting effects. Int J Oncol 2004, 25(3):631-639.

202. Konopleva M, Elstner E, McQueen TJ, Tsao T, Sudarikov A, Hu W, Schober WD, Wang RY, 
Chism D, Kornblau SM et al: Peroxisome proliferator-activated receptor gamma and retinoid 
X receptor ligands are potent inducers of differentiation and apoptosis in leukemias. Mol 
Cancer Ther 2004, 3(10):1249-1262.

203. Nakamura Y, Suzuki T, Sugawara A, Arai Y, Sasano H: Peroxisome proliferator-activated 
receptor gamma in human prostate carcinoma. Pathol Int 2009, 59(5):288-293.



��

204. Shiota M, Yokomizo A, Tada Y, Inokuchi J, Tatsugami K, Kuroiwa K, Uchiumi T, Fujimoto 
N, Seki N, Naito S: 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):114-127.

205. Pitulis N, Papageorgiou E, Tenta R, Lembessis P, Koutsilieris M: IL-6 and PPARgamma 
signalling in human PC-3 prostate cancer cells. Anticancer Res 2009, 29(6):2331-2337.

206. Smith PC, Hobisch A, Lin DL, Culig Z, Keller ET: Interleukin-6 and prostate cancer 
progression. Cytokine Growth Factor Rev 2001, 12(1):33-40.

207. Culig Z, Bartsch G, Hobisch A: Interleukin-6 regulates androgen receptor activity and 
prostate cancer cell growth. Mol Cell Endocrinol 2002, 197(1-2):231-238.

208. Drachenberg DE, Elgamal AA, Rowbotham R, Peterson M, Murphy GP: Circulating levels of 
interleukin-6 in patients with hormone refractory prostate cancer. Prostate 1999, 41(2):127-
133.

209. Nakashima J, Tachibana M, Horiguchi Y, Oya M, Ohigashi T, Asakura H, Murai M: Serum 
interleukin 6 as a prognostic factor in patients with prostate cancer. Clin Cancer Res 2000, 
6(7):2702-2706.

210. Pfitzenmaier J, Vessella R, Higano CS, Noteboom JL, Wallace D, Jr., Corey E: Elevation of 
cytokine levels in cachectic patients with prostate carcinoma. Cancer 2003, 97(5):1211-1216.

211. Giri D, Ozen M, Ittmann M: Interleukin-6 is an autocrine growth factor in human prostate 
cancer. Am J Pathol 2001, 159(6):2159-2165.

212. Xuan JW, Chin JL, Guo Y, Chambers AF, Finkelman MA, Clarke MW: Alternative splicing of 
PSP94 (prostatic secretory protein of 94 amino acids) mRNA in prostate tissue. Oncogene 
1995, 11(6):1041-1047.

213. Baijal-Gupta M, Clarke MW, Finkelman MA, McLachlin CM, Han VK: Prostatic secretory 
protein (PSP94) expression in human female reproductive tissues, breast and in endometrial 
cancer cell lines. J Endocrinol 2000, 165(2):425-433.

214. Harries LW, Perry JR, McCullagh P, Crundwell M: Alterations in LMTK2, MSMB and HNF1B 
gene expression are associated with the development of prostate cancer. BMC Cancer 2010, 
10:315.

215. Hobisch A, Eder IE, Putz T, Horninger W, Bartsch G, Klocker H, Culig Z: Interleukin-6 
regulates prostate-specific protein expression in prostate carcinoma cells by activation of the 
androgen receptor. Cancer Res 1998, 58(20):4640-4645.

216. Chun JY, Nadiminty N, Dutt S, Lou W, Yang JC, Kung HJ, Evans CP, Gao AC: Interleukin-6 
regulates androgen synthesis in prostate cancer cells. Clin Cancer Res 2009, 15(15):4815-4822.

217. Whitaker HC, Warren AY, Eeles R, Kote-Jarai Z, Neal DE: The potential value of 
microseminoprotein-beta as a prostate cancer biomarker and therapeutic target. Prostate 
2010, 70(3):333-340.

218. Garde SV, Basrur VS, Li L, Finkelman MA, Krishan A, Wellham L, Ben-Josef E, Haddad M, 
Taylor JD, Porter AT et al: Prostate secretory protein (PSP94) suppresses the growth of 
androgen-independent prostate cancer cell line (PC3) and xenografts by inducing apoptosis. 
Prostate 1999, 38(2):118-125.

219. Pathak BR, Breed AA, Nakhawa VH, Jagtap DD, Mahale SD: Growth inhibition mediated by 
PSP94 or CRISP-3 is prostate cancer cell line specific. Asian J Androl 2010, 12(5):677-689.

220. Garde S, Fraser JE, Nematpoor N, Pollex R, Morin C, Forte A, Rabbani S, Panchal C, Gupta 
MB: Cloning, expression, purification and functional characterization of recombinant 
human PSP94. Protein Expr Purif 2007, 54(2):193-203.

221. Shukeir N, Arakelian A, Kadhim S, Garde S, Rabbani SA: Prostate secretory protein PSP-94 
decreases tumor growth and hypercalcemia of malignancy in a syngenic in vivo model of 
prostate cancer. Cancer Res 2003, 63(9):2072-2078.

222. Shukeir N, Arakelian A, Chen G, Garde S, Ruiz M, Panchal C, Rabbani SA: A synthetic 15-
mer peptide (PCK3145) derived from prostate secretory protein can reduce tumor growth, 



��

References

experimental skeletal metastases, and malignancy-associated hypercalcemia. Cancer Res 2004, 
64(15):5370-5377.

223. Annabi B, Bouzeghrane M, Currie JC, Hawkins R, Dulude H, Daigneault L, Ruiz M, Wisniewski 
J, Garde S, Rabbani SA et al: A PSP94-derived peptide PCK3145 inhibits MMP-9 secretion 
and triggers CD44 cell surface shedding: implication in tumor metastasis. Clin Exp Metastasis 
2005, 22(5):429-439.

224. Lamy S, Ruiz MT, Wisniewski J, Garde S, Rabbani SA, Panchal C, Wu JJ, Annabi B: A prostate 
secretory protein94-derived synthetic peptide PCK3145 inhibits VEGF signalling in 
endothelial cells: implication in tumor angiogenesis. Int J Cancer 2006, 118(9):2350-2358.

225. Fernlund P, Granberg LB, Larsson I: Cloning of beta-microseminoprotein of the rat: a rapidly 
evolving mucosal surface protein. Arch Biochem Biophys 1996, 334(1):73-82.

226. Pomerantz MM, Shrestha Y, Flavin RJ, Regan MM, Penney KL, Mucci LA, Stampfer MJ, Hunter 
DJ, Chanock SJ, Schafer EJ et al: Analysis of the 10q11 cancer risk locus implicates MSMB 
and NCOA4 in human prostate tumorigenesis. PLoS Genet, 6(11):e1001204.

227. Gatenby RA, Gillies RJ: A microenvironmental model of carcinogenesis. Nat Rev Cancer 2008, 
8(1):56-61.

228. Comstock CE, Augello MA, Schiewer MJ, Karch J, Burd CJ, Ertel A, Knudsen ES, Jessen WJ, 
Aronow BJ, Knudsen KE: Cyclin D1 is a selective modifier of androgen-dependent signaling 
and androgen receptor function. J Biol Chem.

229. Petre-Draviam CE, Cook SL, Burd CJ, Marshall TW, Wetherill YB, Knudsen KE: Specificity of 
cyclin D1 for androgen receptor regulation. Cancer Res 2003, 63(16):4903-4913.

230. Gumbiner LM, Gumerlock PH, Mack PC, Chi SG, deVere White RW, Mohler JL, Pretlow TG, 
Tricoli JV: Overexpression of cyclin D1 is rare in human prostate carcinoma. Prostate 1999, 
38(1):40-45.




