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Description

[0001] The present invention relates to nucleic acids, as defined in the claims, that are expressed in prostate tissue.
More particularly, the present invention relates to the first of a family of novel, androgen-regulated, prostate-specific
genes, PCGEM1, that is over-expressed in prostate cancer, and methods of using the PCGEM1 sequence and fragments
thereof to measure the hormone responsiveness of prostate cancer cells and to detect or diagnose prostate cancer and
other prostate related diseases.
[0002] Prostate cancer is the most common solid tumor in American men (1). The wide spectrum of biologic behavior
(2) exhibited by prostatic neoplasms poses a difficult problem in predicting the clinical course for the individual patient
(3, 4). Public awareness of prostate specific antigen (PSA) screening efforts has led to an increased diagnosis of prostate
cancer. The increased diagnosis and greater number of patients presenting with prostate cancer has resulted in wider
use of radical prostatectomy for localized disease (5). Accompanying the rise in surgical intervention is the frustrating
realization of the inability to predict organ-confined disease and clinical outcome for a given patient (5,6). Traditional
prognostic markers, such as grade, clinical stage, and pretreatment PSA have limited prognostic value for individual
men. There is clearly a need to recognize and develop molecular and genetic biomarkers to improve prognostication
and the management of patients with clinically localized prostate cancer. As with other common human neoplasia (7),
the search for molecular and genetic biomarkers to better define the genesis and progression of prostate cancer is the
key focus for cancer research investigations worldwide.
[0003] The new wave of research addressing molecular genetic alterations in prostate cancer is primarily due to
increased awareness of this disease and the development of newer molecular technologies. The search for the precursor
of prostatic adenocarcinoma has focused largely on the spectrum of microscopic changes referred to as "prostatic
intraepithelial neoplasia" (PIN). Bostwick defines this spectrum as a histopathologic continuum that culminates in high
grade PIN and early invasive cancer (8). The morphologic and molecular changes include the progressive disruption of
the basal cell-layer, changes in the expression of differentiation markers of the prostatic secretory epithelial cells, nuclear
and nucleolar abnormalities, increased cell proliferation, DNA content alterations, and chromosomal and allelic losses
(8, 9). These molecular and genetic biomarkers, particularly their progressive gain or loss, can be followed to trace the
etiology of prostate carcinogenesis. Foremost among these biomarkers would be the molecular and genetic markers
associated with histological phenotypes in transition between normal prostatic epithelium and cancer. Most studies so
far seem to agree that PIN and prostatic adenocarcinoma cells have a lot in common with each other. The invasive
carcinoma more often reflects a magnification of some of the events already manifest in PIN.
[0004] Early detection of prostate cancer is possible today because of the widely propagated and recommended blood
PSA test that provides a warning signal for prostate cancer if high levels of serum PSA are detected. However, when
used alone, PSA is not sufficiently sensitive or specific to be considered an ideal tool for the early detection or staging
of prostate cancer (10). Combining PSA levels with clinical staging and Gleason scores is more predictive of the path-
ological stage of localized prostate cancer (11). In addition, new molecular techniques are being used for improved
molecular staging of prostate cancer (12, 13). For instance, reverse transcriptase - polymerase chain reaction (RT-PCR)
can measure PSA of circulating prostate cells in blood and bone marrow of prostate cancer patients.
[0005] Despite new molecular techniques, however, as many as 25 percent of men with prostate cancer will have
normal PSA levels - usually defined as those equal to or below 4 nanograms per milliliter of blood (14). In addition, more
than 50 percent of the men with higher PSA levels are actually cancer free (14). Thus, PSA is not an ideal screening
tool for prostate cancer. More reliable tumor-specific biomarkers are needed that can distinguish between normal and
hyperplastic epithelium, and the preneoplastic and neoplastic stages of prostate cancer.
[0006] Identification and characterization of genetic alterations defining prostate cancer onset and progression is
important in understanding the biology and clinical course of the disease. The currently available TNM staging system
assigns the original primary tumor (T) to one of four stages (14). The first stage, T1, indicates that the tumor is microscopic
and cannot be felt on rectal examination. T2 refers to tumors that are palpable but fully contained within the prostate
gland. A T3 designation indicates the cancer has spread beyond the prostate into surrounding connective tissue or has
invaded the neighboring seminal vesicles. T4 cancer has spread even further. The TNM staging system also assesses
whether the cancer has metastasized to the pelvic lymph nodes (N) or beyond (M). Metastatic tumors result when cancer
cells break away from the original tumor, circulate through the blood or lymph, and proliferate at distant sites in the body.
[0007] Recent studies of metastatic prostate cancer have shown a significant heterogeneity of allelic losses of different
chromosome regions between multiple cancer foci (21-23). These studies have also documented that the metastatic
lesion can arise from cancer foci other than dominant tumors (22). Therefore, it is critical to understand the molecular
changes which define the prostate cancer metastasis especially when prostate cancer is increasingly detected in early
stages (15-21).
[0008] Moreover, the multifocal nature of prostate cancer needs to be considered (22-23) when analyzing biomarkers
that may have potential to predict tumor progression or metastasis. Approximately 50-60% of patients treated with radical
prostatectomy for localized prostate carcinomas are found to have microscopic disease that is not organ confined, and
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a significant portion of these patients relapse (24). Utilizing biostatistical modeling of traditional and genetic biomarkers
such as p53 and bcl-2, Bauer et al. (25-26) were able to identify, patients at risk of cancer recurrence after surgery.
Thus, there is clearly a need to develop biomarkers defining various stages of the prostate cancer progression.
[0009] Another significant aspect of prostate cancer is the key role that androgens play in the development of both
the normal prostate and prostate cancer. Androgen ablation, also referred to as "hormonal therapy," is a common
treatment for prostate cancer, particularly in patients with metastatic disease (14). Hormonal therapy aims to inhibit the
body from making androgens or to block the activity of androgen. One way to block androgen activity involves blocking
the androgen receptor; however, that blockage is often only successful initially. For example, 70-80% of patients with
advanced disease exhibit an initial subjective response to hormonal therapy, but most tumors progress to an androgen-
independent state within two years (16). One mechanism proposed for the progression to an androgen-independent
state involves constitutive activation of the androgen signaling pathway, which could arise from structural changes in
the androgen receptor protein (16).
[0010] As indicated above, the genesis and progression of cancer cells involve multiple genetic alterations as well as
a complex interaction of several gene products. Thus, various strategies are required to fully understand the molecular
genetic alterations in a specific type of cancer. In the past, most molecular biology studies had focused on mutations of
cellular proto-oncogenes and tumor suppressor genes (TSGs) associated with prostate cancer (7). Recently, however,
there has been an increasing shift toward the analysis of "expression genetics" in human cancer (27-31), i.e., the under-
expression or over-expression of cancer-specific genes. This shift addresses limitations of the previous approaches
including: 1) labor intensive technology involved in identifying mutated genes that are associated with human cancer;
2) the limitations of experimental models with a bias toward identification of only certain classes of genes, e.g., identifi-
cation of mutant ras genes by transfection of human tumor DNAs utilizing NIH3T3 cells; and 3) the recognition that the
human cancer associated genes identified so far do not account for the diversity of cancer phenotypes.
[0011] A number of studies are now addressing the alterations of prostate cancer-associated gene expression in
patient specimens (32-36). It is inevitable that more reports on these lines are to follow.
[0012] Thus, despite the growing body of knowledge regarding prostate cancer, there is still a need in the art to uncover
the identity and function of the genes involved in prostate cancer pathogenesis. There is also a need for reagents and
assays to accurately detect cancerous cells, to define various stages of prostate cancer progression, to identify and
characterize genetic alterations defining prostate cancer onset and progression, to detect micro-metastasis of prostate
cancer, and to treat and prevent prostate cancer.
[0013] EMBL Acc. No. AC003046, 8 Nov. 1997, provides homo sapiens Xp22 PACs RPC11-263P4 and RPC11-164K3.
[0014] Proceedings of the American Ass for Cancer Res. Ann. 40: 37, March 1999, describes the structure and
expression of a prostate specific gene, PC-GEM1.
[0015] EMBL Acc. No AC013401, 11 Nov. 1999, provides homo sapiens chromosome 5 chromosome 5 clone
RP11-98N11 (unordered pieces).
[0016] EMBL Acc. No. AF099810, 28 Oct. 1998, provides the homo sapiens neurexin III-alpha gene (chromosome
14 from 14q24.3-14q 32).
[0017] EMBL Acc. No. AC006925, 11 Mar. 1999, provides homo sapiens chromosome 17, clone hRPK.81_I_9.
[0018] WO 99/00498 describes a human NK-3 related prostate specific gene-1.
[0019] Bussemakers M.J.G. et al., Urological Research, Vol.25, No.1, pg 76, 1 Feb 1997, describes a prostate-specific
marker, strongly overexpressed in prostatic tumours.
[0020] Wang Zhou et al., PNAS USA, Vol. 94, No.24, pgs 12999-13004, 25 Nov 1997, describes genes regulated by
androgen in the rat ventral prostate.
[0021] WO 95/19434 describes a tissue-specific enhancer active in the prostate.
[0022] The present invention relates to the identification and characterization of a novel gene, the first of a family of
genes, designated PCGEM1, for Prostate Cancer Gene Expression Marker 1. PCGEM1 is specific to prostate tissue,
is androgen-regulated, and appears to be over-expressed in prostate cancer. More recent studies associate PCGEM1
cDNA with promoting cell growth. The invention provides the isolated nucleotide sequence of PCGEM 1 or fragments
thereof and nucleic acid sequences that hybridize to PCGEM1, as defined in the claims. These sequences have utility,
for example, as markers of prostate cancer and other prostate related diseases, and as targets for therapeutic intervention
in prostate cancer and other prostate related diseases. The invention further provides a vector that directs the expression
of PCGEM1, and a host cell transfected or transduced with this vector, as defined in the claims.
[0023] In another embodiment, the invention provides a method of detecting prostate cancer cells in a biological
sample, as defined in the claims, such as by using nucleic acid amplification techniques with primers and probes selected
to bind specifically to the PCGEM1 sequence. The invention further comprises a method of identifying an androgen
responsive cell line, and a method of measuring responsiveness of a cell line to hormone-ablation therapy, as defined
in the claims.
[0024] The specification also describes an isolated polypeptide encoded by the PCGEM1 gene or a fragment thereof,
and antibodies generated against the PCGEM1 polypeptide, peptides, or portions thereof, which can be used to detect,
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treat, and prevent prostate cancer.
[0025] Thus, according to a first aspect of the invention, there is provided an isolated nucleic acid molecule selected
from the group consisting of:

(a) the polynucleotide sequence consisting SEQ ID NO:1 or SEQ ID NO:2;
(b) the complement of (a); and
(c) a nucleic acid sequence consisting of SEQ ID NO:4, SEQ ID NO:6, SEQ ID NO:7, SEQ ID NO:9, SEQ ID NO:
10, SEQ ID NO:11, SEQ ID NO:12, SEQ ID NO:13, SEQ ID NO:14, SEQ 113 NO:15, SEQ ID NO: 16, SEQ ID NO:
17, SEQ ID NO: 18, SEQ ID NO:19, SEQ ID NO:20, SEQ ID NO:21 or SEQ ID NO:22.

[0026] In another aspect of the invention there is provided an in vitro method of detecting prostate cancer in a patient,
the method comprising:

(a) detecting a mRNA sequence in a biological sample from the patient, by hybridising the mRNA sequence to SEQ
ID NO:1 or SEQ ID NO:2 under conditions of high stringency; and
(b) correlating the amount of the mRNA sequence in the sample with the presence of prostate cancer in the patient.

[0027] The invention also provides an in vitro method of identifying an androgen-responsive cell line, the method
comprising:

(a) incubating a cell line suspected of being androgen responsive with an androgen; and
(b) detecting a mRNA sequence in the cell line, by hybridising the mRNA sequence to SEQ ID NO:1 or SEQ ID NO:
2 under conditions of high stringency;

wherein an increase in the mRNA sequence, as compared to an untreated cell line, correlates with the cell line being
androgen responsive.
[0028] In another aspect there is provided an in vitro method of measuring the responsiveness of a prostate tissue to
hormone-ablation therapy, as defined in the claims.
[0029] In further embodiments of the invention there are also provided an isolated nucleic acid molecule consisting
of a fragment of SEQ ID NO: 1, wherein the fragment comprises at least 20 contiguous nucleotides of SEQ ID NO:1, as
defined in the claims.
[0030] The invention will now be described in more detail, with particular reference to the accompanying drawings.

BRIEF DESCRIPTION OF THE DRAWINGS

[0031]

Figure 1 depicts the scheme for the identification of differentially expressed genes in prostate tumor and normal
tissues.
Figure 2 depicts a differential display pattern of mRNA obtained from matched tumor and normal tissues of a prostate
cancer patient. Arrows indicate differentially expressed cDNAs.
Figure 3 depicts the analysis of PCGEM1 expression in primary prostate cancers. PCGEM1 specific PCR primers
were designed for RT-PCR analysis. Microdissected tissue derived 100 nanograms of genomic DNA-free RNA was
used for RT-PCR. The PCR conditions were optimized to be within the logarithmic phase of amplication for all
primers used. Epitheal cell associated cytokeratin-18 was used as an internal control The PCR was performed using
Amplitaq Gold. PCR cycles included: 95°C for 10 minutes, 1 cycle followed by 95°C for 30 seconds, 55°C for 30
seconds, 72°C for 30 seconds, 42 cycles (PCGEM1) or 35 cycles (cytokertain-18) and 72°C for 5 minutes final
extension followed by 4°C chilling. Three independent experiments showed the same results.
Figure 4 depicts the expression pattern of PCCEM1 in prostate cancer cell lines. Prostate cancer cell lines: LNCaP,
DU145, PC-3, DuPro and CPDR-1 were analyzed for PCGEM1 expression utilizing RT-PCR conditions as described
in Figure 3.
Figure 5a depicts the androgen regulation of PCOEM1 expression in LNCaP cells, as measured by reverse tran-
scriptase PCR. LNCaP cells were cultured in RPMI medium containing 10% charcoal stripped fetal bovine serum
for 4 days followed by treatment with synthetic androgen: R1881 for 12 hours and 24 hours at 0.1 nanomolar and
10 nanomolar concentrations. Ply-A+RNA from treated and untreated cells were analyzed for PCGEM1 expression
analysis by RT-PCR as described in Figure 3.
Figure 5b depicts the androgen regulation of PCGEM1 expression in LNCaP cells, as measured by Northern blot
hybridization. LNCaP cells were cultured in RPMI medium containing 10% charcoal stripped fetal bovine serum for
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4 days followed by treatment with synthetic androgen: R1881 for 24 hours at 0.1 nanomolar concentration. Poly-
A+RNA from treated and untreated cells were analyzed for PCGEM1 expression by Northern blot hybridization.
Figure 6a depicts the prostate tissue specific expression pattern of PCGEM1. Multiple tissue Northern blots (Clontech,
CA) were probed with a 530bp PCGEM1 cDNA probe. Prostate tissue specific expression of a 1.7kb mRNA band
was detected. A recent independent experiment confirmed these results.
Figure 6b depicts a RNA master blot (Clontech, CA) showing the prostate tissue specificity of PCGEM1.
Figure 7A depicts the chromosomal localization of PCGEM1 by fluorescent in situ hybridization analysis. FISH
analysis was done using genomic DNA from PCGEM1 Bac clone. The DNA was nick translated using biotin labeled
kit or digoxinin labeled kit. The metaphase chromosome preparation was hybridized and analyzed.
Figure 7B depicts a DAPI counter-stained chromosome 2 (left), an inverted DAPI stained chromosome 2 shown as
G-bands (center), and an ideogram of chromosome 2 showing the localization of the signal to band 2q32(bar).
Figure 8 depicts a cDNA sequence of PCGEM1 (SEQ ID NO:1). Full length cDNA sequence of PCGEM1 was
obtained by 5 prime and 3 prime RACE Marathon ready cDNA kit (Clontech, CA) and screening of normal human
prostate cDNA library (Clontech, CA) using original PCGEM1 fragment as probe. The DNA sequencing was per-
formed on ABI-310 sequence analyzer.
Figure 9 depicts an additional cDNA sequence of PCGEMl1 (SEQ ID NO:2). Full.length cDNA sequence of PCGEM1
was obtained by a 5 prime and 3 prime RACE Marathon ready cDNA kit (Clontech, CA) and screening of normal
human Prostate cDNA library (Clontech, CA) using original PCGEM1 fragment as probe. The DNA sequencing was
performed on ABI-310 sequence analyzer.
Figure 10 depicts the colony formation of NIH3T3 cell lines expressing various PCGEM1 constructs. PCGEM1
expression vector in sense and antisense orientations [PCDNA3.1/Hygro(+/-) from (Invitrogen, CA)] were transfected
into NIH3T3 cells. Hygromycin resistant colonies were counted 2-3 weeks after staining with crystal violet
Figure 11 depicts the cDNA sequence of the promoter region of PCGEM1 SEQ ID NO:3. The promoter region of
PCGEM1 gene was obtained from human placenta genomic library (Stratagene, CA) by PCR using a PCGEM1
specific primer (underlined sequence) and a T7 promoter primer. The PCR product was cloned into TA-Cloning
vector (Invitrogen, CA) and sequenced by 310 DNA sequence analyzer (Perkin-Elmer, CA). The sequence was
further verified by direct sequencing of PCR product from placenta DNA. The triangle indicates the putative tran-
scription start site.
Figure 12 depicts the cDNA of a probe, designated SEQ ID NO:4.
Figure 13 depicts the cDNAs of primers 1-3, designated SEQ ID NOs:5-7, respectively.
Figure 14 depicts the genomic DNA sequence of PCGEM1, designated SEQ ID NO:8.
Figure 15 depicts the structure of the PCGEM1 transcription unit.
Figure 16 depicts a graph of the hypothetical coding capacity of PCGEM1.
Figure 17 depicts a representative example of in situ hybridization results showing PCGEM1 expression in normal
and tumor areas of prostate cancer tissues.

[0032] The present invention relates to PCGEM1, the first of a family of genes, and its related nucleic acids, as defined
in the claims, for use in the detection, of prostate cancer (e.g., prostatic intraepithelial neoplasia (PIN), adenocarcinomas,
nodular hyperplasia, and large duct carcinomas) and prostate related diseases (e,g., benign prostatic hyperplasia), as
recited in the claims.
[0033] Although we do not wish to be limited by any theory or hypothesis, preliminary data suggest that the PCGEM1
nucleotide sequence may be related to a family of non-coding poly A+RNA that may be implicated in processes relating
to growth and embryonic development (40-44). Evidence presented herein supports this hypothesis. Alternatively,
PCGEM1 cDNA may encode a small peptide.
[0034] In a particular embodiment, the invention relates to certain isolated nucleotide sequences that are substantially
free from contaminating endogenous material, as defined in the claims. A "nucleotide-sequence" refers to a polynucleotide
molecule in the form of a separate fragment or as a component of a larger nucleic acid construct. The nucleic acid
molecule has been derived from DNA or RNA isolated at least once in substantially pure form and in a quantity or
concentration enabling identification, manipulation, and recovery of its component nucleotide sequences by standard
biochemical methods (such as those outlined in Sambrook et al., Molecular Cloning: A Laboratory Manual, 2nd ed., Cold
Spring Harbor Laboratory, Cold Spring Harbor, NY (1989)).
[0035] Nucleic acid molecules include DNA in both single-stranded and double-stranded form, as well as the RNA
complement thereof. DNA includes, for example, cDNA, genomic DNA, chemically synthesized DNA, DNA amplified by
PCR, and combinations thereof Genomic DNA may be isolated by conventional techniques, e.g., using the cDNA of
SEQ ID NO: 1, SEQ ID NO:2, or suitable fragments thereof as a probe.
[0036] The DNA molecules of the invention include fun length genes as well as polynucleotides and fragments thereof,
as defined in the claims. The full length gene may include the N-terminal signal peptide. Although a non-coding role of
PCGEM1 appears likely, the possibility of a protein product cannot presently be ruled out. Therefore, other embodiments
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may include DNA encoding a soluble form, e.g., encoding the extracellular domain of the protein, either with or without
the signal peptide.
[0037] The nucleic acids of the invention are preferentially derived from human sources, but the specification describes
those derived from non-human species, as well.

Preferred Sequences

[0038] Particularly preferred nucleotide sequences of the invention are SEQ ID NO:1 and SEQ ID NO:2, as set forth
in Figures 8 and 9, respectively. Two cDNA clones having the nucleotide sequences of SEQ ID NO:1 and SEQ ID NO:
2, and the genomic DNA having the nucleotide sequence of SEQ ID NO: 8, were isolated as described in Example 2.
[0039] Thus, in a particular embodiment, this invention provides an isolated nucleic acid molecule selected from the
group consisting of (a) the polynucleotide sequence consisting of SEQ ID NO:1 or SEQ ID NO:2 (b) the complement of
(a) and (c) a nucleic acid sequence as defined in the claims.
[0040] As used herein, conditions of moderate stringency can be readily determined by those having ordinary skill in
the art based on, for example, the length of the DNA. The basic conditions are set forth by Sambrook et al. Molecular
Cloning: A Laboratory Manual, 2d ed. Vol. 1, pp. 1.101-104, Cold Spring Harbor Laboratory Press, (1989), and include
use of a prewashing solution for the nitrocellulose filters of about 5X SSC, about 0.5% SDS, and about 1.0 mM EDTA
(pH 8.0), hybridization conditions of about 50% formamide, about 6X SSC at about 42°C (or other similar hybridization
solution, such as Stark’s solution, in about 50% formamide at about 42°C), and washing conditions of about 60°C, about
0.5X SSC, and about 0.1% SDS. Conditions of high stringency can also be readily determined by the skilled artisan
based on, for example, the length of the DNA. Generally, such conditions are defined as hybridization conditions as
above, and with washing at approximately 68°C, about 0.2X SSC, and about 0.1% SDS. The skilled artisan will recognize
that the temperature and wash solution salt concentration can be adjusted as necessary according to factors such as
the length of the probe.

Additional Sequences

[0041] Due to the known degeneracy of the genetic code, wherein more than one codon can encode the same amino
acid, a DNA sequence can vary from that shown in SEQ ID NO:1 or SEQ ID NO:2, and still encode PCGEM1. Such
variant DNA sequences can result from silent mutations (e.g., occurring during PCR amplification), or can be the product
of deliberate mutagenesis of a native sequence.
[0042] The invention thus relates to isolated DNA sequences of the invention selected from: (a) DNA consisting of the
nucleotide sequence ofSEQ ID NO:1 or SEQ ID NO:2; (b) the complement thereof; or (c) a fragment thereof as defined
in the claims. Such sequences are preferably provided and/or constructed in the form of an open reading frame unin-
terrupted by internal non-translated sequences, or introns, that are typically present in eukaryotic genes. Sequences of
non-translated DNA can be present 5’ or 3’ from an open reading frame, where the same do not interfere with manipulation
or expression of the coding region. Of course, should PCCEM1 encode a polypeptide, polypeptides are encoded by
such DNA sequences.
[0043] Percent identity may be determined by visual inspection and mathematical calculation. Alternatively, percent
identity of two nucleic acid sequences may be determined by comparing sequence information using the GAP computer
program, version 6.0 described by Devereux et al. (Nucl. Acids Res. 12:387,1984) and available from the University of
Wisconsin Genetics Computer Group (UWGCG). The preferred default parameters for the GAP program include: (1) a
unary comparison matrix (containing a value of 1 for identities and 0 for non-identities) for nucleotides, and the weighted
comparison matrix of Gribskov and Burgess, Nucl. Acids Res. 14:6745, 1986, as described by Schwartz and Dayhoff,
eds., Atlas of Protein Sequence and Structure, National Biomedical Research Foundation, pp. 353-358, 1979; (2) a
penalty of 3.0 for each gap and an additional 0.10 penalty for each symbol in each gap; and (3) no penalty for end gaps.
Other programs used by one skilled in the art of sequence comparison may also be used.
[0044] Isolated nucleic acids may be useful in the production of polypeptides. Such polypeptides may be prepared by
any of a number of conventional techniques. A DNA sequence of this invention or desired fragment thereof may be
subcloned into an expression vector for production of the polypeptide or fragment. The DNA sequence advantageously
is fused to a sequence encoding a suitable leader or signal peptide. Alternatively, the desired fragment may be chemically
synthesized using known techniques. DNA fragments also may be produced by restriction endonuclease digestion of a
full length cloned DNA sequence, and isolated by electrophoresis on agarose gels. If necessary, oligonucleotides that
reconstruct the 5’ or 3’ terminus to a desired point may be ligated to a DNA fragment generated by restriction enzyme
digestion. Such oligonucleotides may additionally contain a restriction endonuclease cleavage site upstream of the
desired coding sequence, and position an initiation codon (ATG) at the N-terminus of the coding sequence.
[0045] The well-known polymerase chain reaction (PCR) procedure also may be employed to isolate and amplify a
DNA sequence encoding a desired protein fragment. Oligonucleotides that define the desired termini of the DNA fragment
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are employed as 5’ and 3’ primers. The oligonucleotides may additionally contain recognition sites for restriction endo-
nucleases, to facilitate insertion of the amplified DNA fragment into an expression vector. PCR techniques are described
in Saiki et al., Science 239:487 (1988); Recombinant DNA Methodology, Wu et al., eds., Academic Press, Inc., San
Diego (1989), pp. 189-196; and PCR Protocols: A Guide to Methods and Applications, Innis et al., eds., Academic Press,
Inc. (1990).

USE OF PCGEM1 NUCLEIC ACID OR OLIGONUCLEOTIDES

[0046] In a particular embodiment, the invention relates to PCGEM1 nucleotide sequences isolated from human
prostate cells, including two full length cDNAs: SEQ ID NO:1 (Figure 8) and SEQ ID NO:2 (Figure 9), and fragments
thereof as defined in the claims. The nucleic acids of the invention, including DNA, RNA, mRNA and oligonucleotides
thereof, are useful in a variety of applications in the detection, diagnosis, prognosis, and treatment of prostate cancer.
Examples of applications envisaged include, but are not limited to:

- amplifying PCGEM1 sequences;
- detecting a PCGEM1-derived marker of prostate cancer by hybridization with an oligonucleotide probe;
- identifying chromosome 2;
- mapping genes to chromosome 2;
- identifying genes associated with certain diseases, syndromes, or other conditions associated with human chromo-

some 2;
- constructing vectors having PCGEM1 sequences;
- expressing vector-associated PCGEM1 sequences as RNA and protein;
- detecting defective genes in an individual;
- developing gene therapy;
- developing immunologic reagents corresponding to PCGEM1-encoded products; and
- treating prostate cancer using antibodies, antisense nucleic acids, or other inhibitors specific for PCGEM1 sequences.

Detecting and Diagnosing Prostate Cancer

[0047] The present invention provides an in vitro method of detecting prostate cancer in a patient, which comprises
(a) detecting PCGEM1 mRNA in a biological sample from the patient, as defined in the claims, and (b) correlating the
amount of PCGEM1 mRNA in the sample with the presence of prostate cancer in the patient. In one embodiment,
detecting PCGEM1 mRNA in a biological sample includes: (a) isolating am RNA from a biological sample from the
patient, (b) amplifying a cDNA molecule comprising SEQ ID NO:1, or a fragment thereof; (c) incubating the amplified
cDNA with a nucleic acid probe that hybridises to SEQ ID No:1 to form a duplex molecule that is both stable and selective;
and (d) detecting hybridization between the amplified cDNA and the probe. The biological sample can be selected from
the group consisting of blood, urine, and tissue, for example, from a biopsy. In a preferred embodiment, the biological
sample is blood. This method is useful in both the initial diagnosis of prostate cancer, and the later prognosis of disease.
This method allows for testing prostate tissue in a biopsy, and after removal of a cancerous prostate, continued monitoring
of the blood for micrometastases.
[0048] According to this method of diagnosing and prognosticating prostate cancer in a patient, the amount of PCGEM1
mRNA in a biological sample from a patient is correlated with the presence of prostate cancer in the patient Those of
ordinary skill in the art can readily assess the level of over-expression that is correlated with the presence of prostate
cancer.
[0049] This invention also provides a method of identifying an androgen-responsive cell line, which comprises (a)
incubating a cell line suspected of being androgen-responsive with an androgen; and (b) detecting a mRNA sequence
in the cell line, by hybridising said mRNA sequence to SEQ ID NO: 1 or 2 under conditions of high stringency; wherein
an increase in PCGEM1 mRNA, as compared to an untreated cell line, correlates with the cell line being androgen-
responsive.
[0050] The invention further provides an in vitro method of measuring the responsiveness of a prostatic tissue to
hormone-ablation therapy, which comprises measuring a mRNA sequence in the prostatic tissue following hormone-
ablation therapy, by hybridising said mRNA sequence to SEQ ID NO: 1 or 2 under conditions of high stringency; wherein
a decrease in PCGEM1 mRNA, as compared to an untreated cell line, correlates with the cell line responding to hormone-
ablation therapy.
[0051] These nucleic acid molecules may be introduced into a recombinant vector, such as a plasmid, cosmid, or
virus, which can be used to transfect or transduce a host cell. Nucleic acids may be combined with other DNA sequences,
such as promoters, polyadenylation signals, restriction enzyme sites, multiple cloning, sites, and other coding sequences.
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Probes

[0052] Among the uses of nucleic acids of the invention is the use of fragments as defined in the claims as probes or
primers. Examples of probes or primers of the invention include those of SEQ ID NO: 6, and SEQ ID NO: 7, as well as
those disclosed in Table I.

[0053] However, even larger probes may be used. For example, a particularly preferred probe is derived from PCGEM1
(SEQ ID NO: 1) and comprises nucleotides 116 to 1140 of that sequence. It has been designated SEQ ID NO: 4 and is
set forth in Figure 12.
[0054] When a hybridization probe binds to a target sequence, it forms a duplex molecule that is both stable and
selective. These nucleic acid molecules may be readily prepared, for example, by chemical synthesis or by recombinant
techniques. A wide variety of methods are known in the art for detecting hybridization, including fluorescent, radioactive,
or enzymatic means, or other ligands such as avidin/biotin.
[0055] In another aspect of the invention, these nucleic acid molecules may be introduced into a recombinant vector,
such as a plasmid, cosmid, or virus, which can be used to transfect or transduce a host cell. The nucleic acids of the
present invention may be combined with other DNA sequences, such as promoters, polyadenylation signals, restriction
enzyme sites, multiple cloning sites, and other coding sequences. Probes based on the human DNA sequence of SEQ
ID NO:1 or SEQ ID NO:2 may be used to screen cDNA libraries derived from other mammalian species, using conventional
cross-species hybridization techniques.
[0056] One can use the knowledge of the genetic code in combination with the sequences set forth herein to prepare
sets of degenerate oligonucleotides. Such oligonucleotides are useful as primers, e.g., in polymerase chain reactions
(PCR), whereby DNA fragments are isolated and amplified. Particularly preferred primers are set forth in Figures 13 and
Table I and are designated SEQ ID NOS: 6-7 and 9-22, respectively. A particularly preferred primer pair is p518 (SEQ
ID NO: 15) and p839 (SEQ ID NO: 22), which when used in PCR, preferentially amplifies mRNA, thereby avoiding less
desirable cross-reactivity with genomic DNA.

Chromosome Mapping

[0057] As set forth in Example 3, the PCGEM1 gene has been mapped by fluorescent in situ hybridization to the 2q32
region of chromosome 2 using a bacterial artificial chromosome (BAC) clone containing PCGEU1 genomic sequence.
Thus, all or a portion of the nucleic acid molecule of SEQ ID NO:1 and SEQ ID NO:2 , including oligonucleotides, can
be used by those skilled in the art using well-known techniques to identify human chromosome 2, and the specific locus
thereof, that contains the PCGEM1 DNA. Useful techniques include, but are not limited to, using the nucleotide sequence
of SEQ ID NO:1 or SEQ ID NO:2, or fragments thereof, including oligonucleotides, as a probe in various well-known
techniques such as radiation hybrid mapping (high resolution), in situ hybridization to chromosome spreads (moderate
resolution), and Southern blot hybridization to hybrid cell lines containing individual human chromosomes (low resolution).

Table I
Primer Sequence (5’→3’) S/AS Starting Base # SEQ ID NO.

p413 TGGCAACAGGCAAGCAGAG S 510 SEQ ID NO: 9
p414 GGCCAAAATAAAACCAAACAT AS 610 SEQ ID NO: 10
p489 GCAAATATGATTTAAAGATACAAC S 752 SEQ ID NO: 11
p490 GGTTGTATCTTTAAATCATATTTGC AS 776 SEQ ID NO: 12
p491 ACTGTCTTTTCATATATTTCTCAATGC S 559 SEQ ID NO: 13
p517 AAGTAGTAATTTTAAACATGGGAC AS 1516 SEQ ID NO: 14
p518 TTTTTCAATTAGGCAGCAACC S 131 SEQ ID NO: 15
p519 GAATTGTCTTTGTGATTGTTTTTAG S 1338 SEQ ID NO: 16
p560 CAATTCACAAAGACAATTCAGTTAAG AS 1355 SEQ ID NO: 17
p561 ACAATTAGACAATGTCCAGCTGA AS 1154 SEQ ID NO: 18
p562 CTTTGGCTGATATCATGAAGTGTC AS 322 SEQ ID NO: 19
p623 AACCTTTTGCCCTATGCCGTAAC S 148 SEQ ID NO: 20
p624 GAGACTCCCAACCTGATGATGT AS 376 SEQ ID NO: 21
p839 GGTCACGTTGAGTCCCAGTG AS 270 SEQ ID NO: 22

S/AS indicates whether the primer is Sense or AntiSense
Starting Base # indicates the starting base number with respect to the sequence of SEQ ID NO:1.
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[0058] For example, chromosomes can be mapped by radiation hybridization. First, PCR is performed using the
Whitehead Institute/MIT Center for Genome Research Genebridge4 panel of 93 radiation hybrids

(http://www-genome.wi.mit.edu/ftp/distribution/

[0059] human_STS_releases/july97/rhmap/genebridge4.html). Primers are used which lie within a putative exon of
the gene of interest and which amplify a product from human genomic DNA, but do not amplify hamster genomic DNA.
The results of the PCRs are converted into a data vector that is submitted to the Whitehead/MIT Radiation Mapping site
on the internet (http://www-seq.wi.mit.edu). The data is scored and the chromosomal assignment and placement relative
to known Sequence Tag Site (STS) markers on the radiation hybrid map is provided. (The following web site provides
additional information about radiation hybrid mapping: http://www-genome.wi.mit.edu/ftp/distribution/human_STS_re-
leases/july97/ 07-97.INTRO.html).

Identifying Associated Diseases

[0060] As noted above, PCGEM1 has been mapped to the 2q32 region of chromosome 2. This region is associated
with specific diseases, which include but are not limited to diabetes mellitus (insulin dependent), and T cell leukemia/
lymphoma. Thus, the nucleic acids of SEQ ID NO: 1 or SEQ ID NO: 2, or fragments thereof, as defined in the claims,
can be used by one skilled in the art using well-known techniques to analyze abnormalities associated with gene mapping
to chromosome 2. This enables one to distinguish conditions in which this marker is rearranged or deleted. In addition,
nucleotides of SEQ ID NO:1 or SEQ ID NO:2, or fragments thereof as defined in the claims, can be used as a positional
marker to map other genes of unknown location.
[0061] The DNA may be used in developing treatments for any disorder mediated (directly or indirectly) by defective,
or insufficient amounts of PCGEM1, including prostate cancer. Disclosure herein of native nucleotide sequences permits
the detection of defective genes, and the replacement thereof with normal genes. Defective genes may be detected in
in vitro diagnostic assays, and by comparison of a native nucleotide sequence disclosed herein with that of a gene
derived from a person suspected of harboring a defect in this gene.

Sense-Antisense

[0062] Other useful fragments of nucleic acids include antisense or sense oligonucleotides comprising a single-strand-
ed nucleic acid sequence (either RNA or DNA) capable of binding to target mRNA (sense) or DNA (antisense) sequences.
Antisense or sense oligonucleotides comprise a fragment of DNA (SEQ ID NO:1 or SEQ ID NO:2). Such a fragment
generally comprises at least about 14 nucleotides, preferably from about 14 to about 30 nucleotides. The ability to derive
an antisense or a sense oligonucleotide, based upon a cDNA sequence encoding a given protein is described in, for
example, Stein and Cohen (Cancer Res. 48:2659, 1988) and van der Krol et al. (BioTechniques 6:958, 1988).
[0063] The biologic activity of PCGEM1 in assay cells and the over expression of PCGEM1 in prostate cancer tissues
suggest that elevated levels of PCGEM1 promote prostate cancer cell growth. Thus, the antisense oligonucleotides to
PCGEM1 may be used to reduce the expression of PCGEM1 and, consequently, inhibit the growth of the cancer cells.
[0064] Binding of antisense or sense oligonucleotides to target nucleic acid sequences results in the formation of
duplexes. The antisense oligonucleotides thus may be used to block expression of proteins or to inhibit the function of
RNA. Antisense or sense oligonucleotides further comprise oligonucleotides having modified sugar-phosphodiester
backbones (or other sugar linkages, such as those described in WO91/06629) and wherein such sugar linkages are
resistant to endogenous nucleases. Such oligonucleotides with resistant sugar linkages are stable in vivo (i.e., capable
of resisting enzymatic degradation) but retain sequence specificity to be able to bind to target nucleotide sequences.
[0065] Other examples of sense or antisense oligonucleotides include those oligonucleotides which are covalently
linked to organic moieties, such as those described in WO 90/10448, and other moieties that increases affinity of the
oligonucleotide for a target nucleic acid sequence, such as poly-(L-lysine). Further still, intercalating agents, such as
ellipticine, and alkylating agents or metal complexes may be attached to sense or antisense oligonucleotides. Such
modifications may modify binding specificities of the antisense or sense oligonucleotide for the target nucleotide se-
quence.
[0066] Antisense or sense oligonucleotides may be introduced into a cell containing the target nucleic acid sequence
by any gene transfer method, including, for example, lipofection, CaPO4-mediated DNA transfection, electroporation,
or by using gene transfer vectors such as Epstein-Barr virus or adenovirus.
[0067] Sense or antisense oligonucleotides also may be introduced into a cell containing the target nucleotide sequence
by formation of a conjugate with a ligand binding molecule, as described in WO 91/04753. Suitable ligand binding
molecules include, but are not limited to, cell surface receptors, growth factors, other cytokines, or other ligands that
bind to cell surface receptors. Preferably, conjugation of the ligand binding molecule does not substantially interfere with
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the ability of the ligand binding molecule to bind to its corresponding molecule or receptor, or block entry of the sense
or antisense oligonucleotide or its conjugated version into the cell.
[0068] Alternatively, a sense or an antisense oligonucleotide may be introduced into a cell containing the target nucleic
acid sequence by formation of an oligonucleotide-lipid complex, as described in WO 90/10448. The sense or antisense
oligonucleotide-lipid complex is preferably dissociated within the cell by an endogenous lipase.

POLYPEPTIDES AND FRAGMENTS THEREOF

[0069] The specification describes polypeptides and fragments thereof in various forms, including those that are
naturally occurring or produced through various techniques such as procedures involving recombinant DNA technology.
Such forms include, but are not limited to, derivatives, variants, and oligomers, as well as fusion proteins or fragments
thereof.
[0070] Thus, the polypeptides described herein include full length proteins encoded by the nucleic acid sequences
set forth above. The polypeptides may be membrane bound or they may be secreted and thus soluble. The specification
also describes the expression, isolation and purification of polypeptides and fragments accomplished by any suitable
technique.

EXAMPLE 1: Differential Gene Expression Analysis in Prostate Cancer

[0071] Using the differential display technique, we identified a novel gene that is over-expressed in prostate cancer
cells. Differential display provides a method to separate and clone individual messenger RNAs by means of the polymer-
ase chain reaction, as described in Liang et al., Science, 257:967-71 (1992), which is hereby incorporated by reference.
Briefly, the method entails using two groups of oligonucleotide primers. One group is designed to recognize the polya-
denylate tail of messenger RNAs. The other group contains primers that are short and arbitrary in sequence and anneal
to positions in the messenger RNA randomly distributed from the polyadenylate tail. Products amplified with these primers
can be differentiated on a sequencing gel based on their size. If different cell populations are amplified with the same
groups of primers, one can compare the amplification products to identify differentially expressed RNA sequences.
[0072] Differential display ("DD") kits from Genomyx (Foster City, California) were used to analyze differential gene
expression. The steps of the differential display technique are summarized in Figure 1. Histologically well defined matched
tumor and normal prostate tissue sections containing approximately similar proportions of epithelial cells were chosen
from individual prostate cancer patients.
[0073] Genomic DNA-free total RNA was extracted from this enriched pool of cells using RNAzol B (Tel-Test, Inc.,
Friendswood, TX) according to manufacturer’s protocol. The epithelial nature of the RNA source was further confirmed
using cytokeratin 18 expression (45) in reverse transcriptase-polymerase chain reaction (RT-PCR) assays. Using arbi-
trary and anchored primers containing 5’ M13 or T7 sequences (obtained from Biomedical Instrumentation Center,
Uniformed Services University of the Health Sciences, Bethesda), the isolated DNA-free total RNA was amplified by
RT-PCR which was performed using ten anchored antisense primers and four arbitrary sense primers according to the
protocol provided by Hieroglyph™ RNA Profile Kit 1 (Genomyx Corporation, CA). The cDNA fragments produced by the
RT-PCR assay were analyzed by high resolution gel electrophoresis, carried out by using Genomyx™ LR DNA sequencer
and LR-Optimized™ HR-1000™ gel formulations (Genomyx Corporation, CA).
[0074] A partial DD screening of normal/tumor tissues revealed 30 differentially expressed cDNA fragments, with 53%
showing reduced or no expression in tumor RNA specimens and 47% showing over expression in tumor RNA specimen
(Figure 2). These cDNAs were excised from the DD gels, reamplified using T7 and M13 primers and the RT PCR
conditions recommended in Hieroglyph™ RNA Profile Kit-1 (Genomyx Corp., CA), and sequenced. The inclusion of T7
and M 13 sequencing primers in the DD primers allowed rapid sequencing and orientation of cDNAs (Figure 1).
[0075] All the reamplified cDNA fragments were purified by Centricon-c-100 system (Amicon, USA). The purified
fragments were sequenced by cycle sequencing and DNA sequence determination using an ABI 377 DNA sequencer.
Isolated sequences were analyzed for sequence homology with known sequences by running searches through publicly
available DNA sequence databases, including the National Center for Biotechnology Information and the Cancer Genome
Anatomy Project. Approximately two-thirds of these cDNA sequences exhibited homology to previously described DNA
sequences/genes e.g., ribosomal proteins, mitochondrial DNA sequences, growth factor receptors, and genes involved
in maintaining the redox state in cells. About one-third of the cDNAs represented novel sequences, which did not exhibit
similarity to the sequences available in publicly available databases. The PCGEM1 fragment, obtained from the initial
differential display screening represents a 530 base pair (nucleotides 410 to 940 of SEQ ID NO: 1) cDNA sequence
which, in initial searches, did not exhibit any significant homology with sequences in the publicly available databases.
Later searching of the high throughput genome sequence (HTGS) database revealed perfect homology to a chromosome
2 derived uncharacterized, unfinished genomic sequence (accession # AC 013401).
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EXAMPLE 2: Characterization of Full Length PCGEM1 cDNA Sequence

[0076] The full length of PCGEM1 was obtained by 5’ and 3’ RACE/PCR from the original 530 bp DD product (nucle-
otides 410 to 940 of PCGEM1 DNA SEQ ID NO:1) using a normal prostate cDNA library in lambda phage (Clontech,
CA). The RACE/PCR products were directly sequenced. Lasergene and MacVector DNA analysis software were used
to analyze DNA sequences and to define open reading frame regions. We also used the original DD product to screen
a normal prostate cDNA library. Three overlapping cDNA clones were identified.
[0077] Sequencing of the cDNA clones was performed on an ABI-310 sequence analyzer and a new dRhodamine
cycle sequencing kit (PE-Applied Biosystem, CA). The longest PCGEM1 cDNA clone, SEQ ID NO:1 (Figure 8), revealed
1643 nucleotides with a potential polyadenylation site, ATTAAA, close to the 3’ end followed by a poly (A) tail. As noted
above, although initial searching of PCGEM1 gene in publically available DNA databases (e.g., National Center for
Biotechnology Information) using the BLAST program did not reveal any homology, a recent search of the HTGS database
revealed perfect homology of PCGEM1 (using cDNA of SEQ ID NO: 1) to a chromosome 2 derived uncharacterized,
unfinished genomic sequence (accession # AC 013401). One of the cDNA clones, SEQ ID NO:2 (Figure 9), contained
a 123 bp insertion at 278, and this inserted sequence showed strong homology (87%) to Alu sequence. It is likely that
this clone represented the premature transcripts. Sequencing of several clones from RT-PCR further confirmed the
presence of the two forms of transcripts.
[0078] Sequence analysis did not reveal any significant long open reading frame in both strands. The longest ORF in
the sense strand was 105 nucleotides (572-679) encoding 35 amino acid peptides. However, the ATG was not in a
strong context of initiation. Although we could not rule out the coding capacity for a very small peptide, it is possible that
PCGEM1 may function as a non-coding RNA.
[0079] The sequence of PCGEM1 DNA has been verified by several approaches including characterization of several
clones of PCGEM1 and analysis of PCGEM1 cDNAs amplified from normal prostate tissue and prostate cancer cell
lines. We have also obtained the genomic clones of PCGEM1, which has helped to confirm the PCGEM1 cDNA sequence.
The complete genomic DNA sequence of PCGEM1 (SEQ ID NO:8) is shown in Figure 14. In Figure 14 (and in the
accompanying Sequence Listing), "Y" represents any one of the four nucleotide bases, cylosine, thymine, adenine, or
guanine. Comparison of the cDNA and genomic sequences revealed the organization of the PCGEM1 transcription unit
from three exons (Figure 15: E, Exon; B: BamHI; H: HindIII; X: XbaI; R: EcoRI).

EXAMPLE 3: Mapping the Location of PCGEM1

[0080] Using fluorescent in situ hybridization and the PCGEM1 genomic DNA as a probe, we mapped the location of
PCGEM1 on chromosome 2q to specific region 2q32 (Figure 7A). Specifically, a Bacterial Artificial Chromosome (BAC)
clone containing the PCGEM1 genomic sequence was isolated by custom services of Genome Systems (St. Louis, Mo).
PCGEM1-Bac clone 1 DNA was nick translated using spectrum orange (Vysis) as a direct label and flourescent in situ
hybridization was done using this probe on normal human male metaphase chromosome spreads. Counterstaining was
done and chromosomal localization was determined based on the G-band analysis of inverted 4’,6-diamidino-2-phe-
nylindole (DAPI) images. (Figure 7B: a DAPI counter-stained chromosome 2 is shown on the left; an inverted DAPI
stained chromosome 2 shown as G-bands is shown in the center; an ideogram of chromosome 2 showing the localization
of the signal to band 2q32(bar) is shown on the right.) NU200 image acquisition and registration software was used to
create the digital images. More than 20 metaphases were analyzed.

EXAMPLE 4: Analysis of PCGEM1 Gene Expression in Prostate Cancer

[0081] To further characterize the tumor specific expression of the PCGEM1 fragment, and also to rule out individual
variations of gene expression alterations commonly observed in tumors, the expression of the PCGEM1 fragment was
evaluated on a test panel of matched tumor and normal RNAs derived from the microdissected tissues of twenty prostate
cancer patients.
[0082] Using the PCGEM1 cDNA sequence (SEQ ID NO:1), specific PCR primers (Sense primer 1 (SEQ ID NO: 5):
5’ TGCCTCAGCCTCCCAAGTAAC 3’ and Antisense primer 2 (SEQ ID NO: 6): 5’ GGCCAAAATAAAACCAAACAT 3’)
were designed for RT-PCR assays. Radical prostatectomy derived OCT compound (Miles Inc. Elkhart, IN) embedded
fresh frozen normal and tumor tissues from prostate cancer patients were characterized for histopathology by examining
hematoxylin and eosin stained sections (46). Tumor and normal prostate tissues regions representing approximately
equal number of epithelial cells were dissected out of frozen sections. DNA-free RNA was prepared from these tissues
and used in RT-PCR analysis to detect PCGEM1 expression. One hundred nanograms of total RNA was reverse
transcribed into cDNA using RT-PCR kit (Perkin-Elmer, Foster, CA). The PCR was performed using Amplitaq Gold from
Perkin-Elmer (Foster, CA). PCR cycles used were: 95°C for 10 minutes, 1 cycle; 95°C for 30 seconds, 55°C for 30
seconds, 72°C for 30 seconds, 42 cycles, and 72°C for 5 minutes, 1 cycle followed by a 4°C storage. Epithelial cell-



EP 1 185 639 B1

12

5

10

15

20

25

30

35

40

45

50

55

associated cytokeratin 18 was used as an internal control.
[0083] RT-PCR analysis of microdissected matched normal and tumor tissue derived RNAs from 23 CaP patients
revealed tumor associated overexpression of PCGEM1 in 13 (56%) of the patients (Figure 5). Six of twenty-three (26%)
patients did not exhibit detectable PCGEM1 expression in either normal or tumor tissue derived RNAs. Three of twenty-
three (13%) tumor specimens showed reduced expression in tumors. One of the patients did not exhibit any change.
Expression of housekeeping genes, cytokeratin-18 (Figure 3) and glyceraldehyde-3-phosphate dehydrogenase (GAP-
DH) (data not shown) remained constant in tumor and normal specimens of all the patients (Figure 3). These results
were further confirmed by another set of PCGEM1 specific primers (Sense Primer 3 (SEQ ID NO: 7): 5’ TGGCAACAG-
GCAAGCAGAG 3’ and Antisense Primer 2 (SEQ ID NO: 6): 5’ GGCCAAAATAAAACCAAACAT 3’). Four of 16 (25%)
patients did not exhibit detectable PCGEM1 expression in either normal or tumor tissue derived RNAs. Two of 16 (12.5%)
tumor specimens showed reduced expression in tumors. These results of PCGEM1 expression in tumor tissues could
be explained by the expected individual variations between tumors of different patients. Most importantly, initial DD
observations were confirmed by showing that 45% of patients analyzed did exhibit over expression of PCGEM1 in tumor
prostate tissues when compared to corresponding normal prostate tissue of the same individual.

EXAMPLE 5: In situ Hybridization

[0084] In situ hybridization was performed essentially as described by Wilkinson and Green (48). Briefly, OCT em-
bedded tissue slides stored at -80°C were fixed in 4% PFA (paraformaldehyde), digested with proteinase K and then
again fixed in 4% PFA. After washing in PBS, sections were treated with 0.25% acetic anhydride in 0.1M triethanolamine,
washed again in PBS, and dehydrated in a graded ethanol series. Sections were hybridized with 35S-labeled riboprobes
at 52°C overnight. After washing and RNase A treatment, sections were dehydrated, dipped into NTB-2 emulsion and
exposed for 11 days at 4°C. After development, slides were lightly stained with hematoxylin and mounted for microscopy.
In each section, PCGEM1 expression was scored as percentage of cells showing 35S signal: 1+, 1-25%; 2+, 25-50%;
3+, 50-75%, 4+, 75-100%.
[0085] Paired normal (benign) and tumor specimens from 13 patients were tested using in situ hybridization. A rep-
resentative example is shown in Figure 17. In 11 cases (84%) tumor associated elevation of PCGEM1 expression was
detected. In 5 of these 11 patients the expression of PCGEM1 increased to 1+ in the tumor area from an essentially
undetectable level in the normal area (on the 0 to 4+ scale). Tumor specimens from 4 of 11 patients scored between 2+
(example shown in Figure 17B) and 4+. Two of 11 patients showed focal signals with 3+ score in the tumor area, and
one of these patients had similar focal signal (2+) in an area pathologically designated as benign. In the remaining 2 of
the 13 cases there was no detectable signal in any of the tissue areas tested. The results indicate that PCGEM1
expression appears to be restricted to glandular epithelial cells. (Figure 17 shows an example of in situ hybridization
of 35S labeled PCGEM1 riboprobe to matched normal (A) versus tumor (B) sections of prostate cancer patients. The
light gray areas are hematoxylin stained cell bodies, the black dots represent the PCGEM1 expression signal. The signal
is background level in the normal (A), 2+ level in the tumor (B) section. The magnification is 40x.)

EXAMPLE 6: PCGEM1 Gene Expression in Prostate Tumor Cell Lines

[0086] PCGEM1 gene expression was also evaluated in established prostate cancer cell lines: LNCaP, DU145, PC3
(all from ATCC), DuPro (available from Dr. David Paulson, Duke University, Durham, NC), and an E6/E7 - immortalized
primary prostate cancer cell line, CPDR1 (47). CPDR1 is a primary CaP derived cell line immortalized by retroviral vector,
LXSN 16 E6 E7, expressing E6 and E7 gene of the human papilloma virus 16. LNCaP is a well studied, androgen-
responsive prostate cancer cell line, whereas DU145, PC3, DuPro and CPDR1 are androgen-independent and lack
detectable expression of the androgen receptor. Utilizing the RT-PCR assay described above, PCGEM1 expression
was easily detectable in LNCaP (Figure 4). However, PCGEM1 expression was not detected in prostate cancer cell
lines DU145, PC3, DuPro and CPDR. Thus, PCGEM1 was expressed in the androgen-responsive cell line but not in
the androgen-independent cell lines. These results indicate that hormones, particularly androgen, may play a key role
in regulating PCGEM1 expression in prostate cancer cells. In addition, the results suggest that PCGEM1 expression
may be used to distinguish between hormone responsive tumor cells and more aggressive hormone refractory tumor cells.
[0087] To test if PCGEM1 expression is regulated by androgens, we performed experiments evaluating PCGEM1
expression in LNCaP cells (ATCC) cultured with and without androgens. Total RNA from LNCaP cells, treated with
synthetic androgen R1881 obtained from (DUPONT, Boston, MA), were analyzed for PCGEM1 expression. Both RT-
PCR analysis (Figure 5a) and Northern blot analysis (Figure 5b) were conducted as follows.
[0088] LNCaP cells were maintained in RPMI 1640 (Life Technologies, Inc., Gaithersburg, MD) supplemented with
10% fetal bovine serum (FBS, Life Technologies, Inc., Gaithersburg, MD) and experiments were performed on cells
between passages 20 and 35. For the studies of NKX3.1 gene expression regulation, charcoal/dextran stripped androgen-
free FBS (cFBS, Gemini Bio-Products, Inc., Calabasas, CA) was used. LNCaP cells were cultured first in RPMI 1640
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with 10% cFBS for 4 days and then stimulated with a non-metabolizable androgen analog R1881 (DUPONT, Boston,
MA) at different concentrations for different times as shown in Figure 5A. LNCaP cells identically treated but without
R1881 served as control. Poly A+ RNA derived from cells treated with/without R1881 was extracted at indicated time
points with RNAzol B (Tel-Test, Inc, TX) and fractionated (2Pg/lane) by running on 1% formaldehyde-agarose gel and
transferred to nylon membrane. Northern blots were analyzed for the expression of PCGEM1 using the nucleic acid
molecule set forth in SEQ ID NO: 4 as a probe. The RNA from LNCaP cells treated with R1881 and RNA from control
LNCaP cells were also analyzed by RT-PCR assays as described in Example 4.
[0089] As set forth in Figures 5a and 5b, PCGEM1 expression increases in response to androgen treatment. This
finding further supports the hypothesis that the PCGEM1 expression is regulated by androgens in prostate cancer cells.

EXAMPLE 7: Tissue Specificity of PCGEM1 Expression

[0090] Multiple tissue Northern blots (Clontech, CA) conducted according to the manufacturer’s directions revealed
prostate tissue-specific expression of PCGEM1. Polyadenylate RNAs of 23 different human tissues (heart, brain, pla-
centa, lung, liver skeletal muscle, kidney, pancreas, spleen, thymus, prostate, testis, ovary, small intestine, colon, pe-
ripheral blood, stomach, thyroid, spinal cord, lymph node, trachea, adrenal gland and bone marrow) were probed with
the 530 base pair PCGEM1 DNA fragment (nucleotides 410 to 940 of SEQ ID NO:1). A 1.7 kilobase mRNA transcript
hybridized to the PCGEM1 probe in prostate tissue (Figure 6a). Hybridization was not observed in any of the other
human tissues (Figure 6a). Two independent experiments revealed identical results.
[0091] Additional Northern blot analyses on an RNA master blot (Clontech, CA) conducted according to the manufac-
turer’s directions confirm the prostate tissue specificity of the PCGEM1 gene (Figure 6b). Northern blot analyses reveal
that the prostate tissue specificity of PCGEM1 is comparable to the well known prostate marker PSA (77mer oligo probe)
and far better than two other prostate specific genes PSMA (234 bp fragment from PCR product) and NKX3.1 (210 bp
cDNA). For instance, PSMA is expressed in the brain (37) and in the duodenal mucosa and a subset of proximal renal
tubules (38). While NKX3.1 exhibits high levels of expression in adult prostate, it is also expressed in lower levels in
testis tissue and several other tissues (39).

EXAMPLE 8: Biologic functions of the PCGEM1

[0092] The tumor associated PCGEM1 overexpression suggested that the increased expression of PCGEM1 may
favor tumor cell proliferation. NIH3T3 cells have been extensively used to define cell growth promoting functions asso-
ciated with a wide variety of genes (40-44). Utilizing pcDNA3.1/Hygro(+/-)(Invitrogen, CA), PCGEM1 expression vectors
were constructed in sense and anti-sense orientations and were transfected into NIH3T3 cells, and hygromycin resistant
colonies were counted 2-3 weeks later. Cells transfected with PCGEM1 sense construct formed about 2 times more
colonies than vector alone in three independent experiments (Figure 10). The size of the colonies in PCGEM1 sense
construct transfected cells were significantly larger. No appreciable difference was observed in the number of colonies
between anti-sense PCGEM1 constructs and vector controls. These promising results document a cell growth promoting/
cell survival function(s) associated with PCGEM1.
[0093] The function of PCGEM1, however, does not appear to be due to protein expression. To assess this hypothesis,
we used the TestCode program (GCG Wisconsin Package, Madison, WI), which identifies potential protein coding
sequences of longer than 200 bases by measuring the non-randomness of the composition at every third base, inde-
pendently from the reading frames. Analysis of the PCGEM1 DNA sequence revealed that, at greater than 95% confidence
level, the sequence does not contain any region with protein coding capacity (Figure 16A). Similar results were obtained
when various published non-coding RNA sequences were analyzed with the TestCode program (data not shown), while
known protein coding regions of similar size i.e., alpha actin (Figure 16B) can be detected with high fidelity. (In Figure
16, evaluation of the coding capacity of the PCGEM1 (A) and the human alpha actin (B), is performed independently
from the reading frame, by using the TestCode program. The number of base pairs is indicated on the X- axis, the
TestCode values are shown on the Y-axis. Regions of longer than 200 base pairs above the upper line (at 9.5 value)
are considered coding, under the lower line (at 7.3 value) are considered non-coding, at a confidence level greater than
95%.)
[0094] The Codon Preference program (GCG Wisconsin Package, Madison, WI), which locates protein coding regions
in a reading frame specific manner further suggested the absence of protein coding capacity in the PCGEM1 gene (see
www.cpdr.org). In vitro transcription/translation of PCGEM1 cDNA did not produce a detectable protein/peptide. Although
we can not unequivocally rule out the possibility that PCGEM1 codes for a short unstable peptide, at this time both
experimental and computational approaches strongly suggest that PCGEM1 cDNA does not have protein coding capacity.
(It should be recognized that conclusions regarding the role of PCGEM1 are speculative in nature, and should not be
considered limiting in any way.
[0095] The most intriguing aspect of PCGEM1 characterization has been its apparent lack of protein coding capacity.
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Although we have not completely ruled out the possibility that PCGEM1 codes for a short unstable peptide, careful
sequencing of PCGEM1 cDNA and genomic clones, computational analysis of PCGEM1 sequence, and in vitro tran-
scription/translation experiments (data not shown) strongly suggest a non-coding nature of PCGEM1. It is interesting to
note that an emerging group of novel mRNA-like non-coding RNAs are being discovered whose function and mechanisms
of action remain poorly understood (49). Such RNA molecules have also been termed as "RNA riboregulators" because
of their function(s) in development, differentiation, DNA damage, heat shock responses and tumorigenesis (40-42, 50).
In the context of tumorigenesis, the H19, His-1 and Bic genes code for functional non-coding mRNAs (50). In addition,
a recently reported prostate cancer associated gene, DD3 also appears to exhibit a tissue specific non-coding mRNA
(51). In this regard it is important to point out that PCGEM1 and DD3 may represent a new class of prostate specific
genes. The recent discovery of a steroid receptor co-activator as an mRNA, lacking protein coding capacity further
emphasizes the role of RNA riboregulators in critical biochemical function(s) (52). Our preliminary results showed that
PCGEM1 expression in NIH3T3 cells caused a significant increase in the size of colonies in a colony forming assay and
suggests that PCGEM1 cDNA confers cell proliferation and/or cell survival function(s). Elevated expression of PCGEM1
is prostate cancer cells may represent a gain in function favoring tumor cell proliferation/survival. On the basis of our
first characterization of PCGEM1 gene, we propose that PCGEM1 belongs to a novel class of prostate tissue specific
genes with potential functions in prostate cell biology and the tumorigenesis of the prostate gland.
[0096] In summary, utilizing surgical specimens and rapid differential display technology, we have identified candidate
genes of interest with differential expression profile in prostate cancer specimens. In particular, we have identified a
novel nucleotide sequence, PCGEM1, with no match in the publicly available DNA databases (except for the homology
shown in the high throughput genome sequence database, discussed above). A PCGEM1 cDNA fragment detected a
1.7 kb mRNA on Northern blots with selective expression in prostate tissue. Furthermore, this gene was found to be up-
regulated by the synthetic androgen, R1881. Careful analysis of microdissected matched tumor and normal tissues
further revealed PCGEM1 over-expression in a significant percentage of prostate cancer specimens. Thus, we have
provided a gene with broad implications for the diagnosis, prevention, and treatment of prostate cancer.
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<210> 2
<211> 1579
<212> DNA
<213> Homo sapiens
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<210> 3
<211> 1819
<212> DNA
<213> Homo sapiens

<400> 3
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<210> 4
<211> 1025
<212> DNA
<213> Homo sapiens
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<210> 5
<211> 21
<212> DNA
<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:Probe/Primer

<400> 5
tgcctcagcc tcccaagtaa c 21

<210> 6
<211> 21
<212> DNA
<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:Probe/Primer

<400> 6
ggccaaaata aaaccaaaca t 21

<210> 7
<211> 19
<212> DNA
<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:Probe/Primer

<400> 7
tggcaacagg caagcagag 19

<210> 8
<211> 11801
<212> DNA
<213> Homo sapiens

<220>
<221> unsure
<222> (7470)
<223> Y may represent any of the four nucleotide bases



EP 1 185 639 B1

22

5

10

15

20

25

30

35

40

45

50

55

<400> 8



EP 1 185 639 B1

23

5

10

15

20

25

30

35

40

45

50

55



EP 1 185 639 B1

24

5

10

15

20

25

30

35

40

45

50

55



EP 1 185 639 B1

25

5

10

15

20

25

30

35

40

45

50

55



EP 1 185 639 B1

26

5

10

15

20

25

30

35

40

45

50

55

<210> 9
<211> 19
<212> DNA
<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:Probe/Primer

<400> 9
tggcaacagg caagcagag 19

<210> 10
<211> 21
<212> DNA
<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:Probe/Primer

<400> 10
ggccaaaata aaaccaaaca t 21

<210> 11
<211> 24
<212> DNA
<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:Probe/Primer

<400> 11
gcaaatatga tttaaagata caac 24

<210> 12
<211> 25
<212> DNA
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<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:Probe/Primer

<400> 12
ggttgtatct ttaaatcata tttgc  25

<210> 13
<211> 27
<212> DNA
<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:Probe/Primer

<400> 13
actgtctttt catatatttc tcaatgc 27

<210> 14
<211> 24
<212> DNA
<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:Probe/Primer

<400> 14
aagtagtaat tttaaacatg ggac 24

<210> 15
<211> 21
<212> DNA
<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:Probe/Primer

<400> 15
tttttcaatt aggcagcaac c 21

<210> 16
<211> 25
<212> DNA
<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:Probe/Primer

<400> 16
gaattgtctt tgtgattgtt tttag 25

<210> 17
<211> 26
<212> DNA
<213> Artificial Sequence

<220>
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<223> Description of Artificial Sequence:Probe/Primer

<400> 17
caattcacaa agacaattca gttaag 26

<210> 18
<211> 23
<212> DNA
<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:Probe/Primer

<400> 18
acaattagac aatgtccagc tga 23

<210> 19
<211> 24
<212> DNA
<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:Probe/Primer

<400> 19
cttcggctga tatcatgaag tgtc 24

<210> 20
<211> 23
<212> DNA
<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:Probe/Primer

<400> 20
aaccttttgc cctatgccgt aac 23

<210> 21
<211> 22
<212> DNA
<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:Probe/Primer

<400> 21
gagactccca acctgatgat gt 22

<210> 22
<211> 20
<212> DNA
<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:Probe/Primer

<400> 22
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ggtcacgttg agtcccagtg 20

Claims

1. An isolated nucleic acid molecule selected from the group consisting of:

(a) the polynucleotide sequence consisting of SEQ ID NO:1 or SEQ ID NO:2;
(b) the complement of (a); and
(c) a nucleic acid sequence consisting of SEQ ID NO: 4, SEQ ID NO: 6, SEQ ID NO: 7, SEQ ID NO: 9, SEQ
ID NO: 10, SEQ ID NO: 11, SEQ ID NO: 12, SEQ ID NO: 13, SEQ ID NO: 14, SEQ ID NO: 15, SEQ ID NO: 16,
SEQ ID NO: 17, SEQ ID NO: 18, SEQ ID NO: 19, SEQ ID NO: 20, SEQ ID NO: 21 or SEQ ID NO: 22.

2. A recombinant vector comprising a nucleic acid molecule according to Claim 1, wherein the vector directs the
expression of said nucleic acid molecule.

3. A host cell comprising a vector according to Claim 2, wherein said host cell is selected from bacterial cells, yeast
cells and animal cells, provided that when said animal cells are human cells, they are isolated.

4. An in vitro method of detecting prostate cancer in a patient, the method comprising:

(a) detecting a mRNA sequence in a biological sample from the patient, by hybridising the mRNA sequence to
SEQ ID NO:1 or SEQ ID NO:2 under conditions of high stringency; and
(b) correlating the amount of the mRNA sequence in the sample with the presence of prostate cancer in the
patient.

5. An in vitro method of detecting prostate cancer in a patient, the method comprising:

(a) isolating a mRNA sequence from a sample from the patient;
(b) amplifying a cDNA comprising SEQ ID NO: 1 or a fragment thereof from the mRNA isolated in (a);
(c) incubating the amplified cDNA with a nucleic acid probe that hybridises to SEQ ID NO: 1 to form a duplex
molecule that is both stable and selective;
(d) detecting hybridisation between the amplified cDNA and the probe; and
(e) correlating the amount of the mRNA sequence in the sample with the presence of prostate cancer in the
patient.

6. A method according to Claim 5, wherein the cDNA is amplified with at least two nucleotide sequences selected
from: SEQ ID NO: 5, SEQ ID NO:6; SEQ ID NO:7, SEQ ID NO:9, SEQ ID NO:10, SEQ ID NO:11, SEQ ID NO:12;
SEQ ID NO:13, SEQ ID NO:14, SEQ ID NO:15, SEQ ID NO:16, SEQ ID NO:17; SEQ ID NO:18, SEQ ID NO:19,
SEQ ID NO:20, SEQ ID NO:21 and SEQ ID NO: 22.

7. A method according to Claim 6, wherein the at least two nucleotide sequences are SEQ ID NO: 15 and SEQ ID NO: 22.

8. A method according to Claim 4, wherein the biological sample is selected from blood, urine and prostate tissue.

9. A method according to Claim 8, wherein the biological sample is blood.

10. An in vitro method of measuring the responsiveness of prostate tissue to hormone-ablation therapy, wherein said
method comprises:

(a) detecting a mRNA sequence in a biological sample from the patient, by hybridising the mRNA sequence to
SEQ ID NO:1 or SEQ ID NO:2 under conditions of high stringency; and
(b) correlating the amount of the mRNA sequence in the sample with the presence of prostate cancer in the
patient.

11. An isolated nucleic acid molecule consisting of a fragment of SEQ ID NO: 1,
wherein the fragment comprises at least 20 contiguous nucleotides of SEQ ID NO: 1.



EP 1 185 639 B1

30

5

10

15

20

25

30

35

40

45

50

55

12. The isolated nucleic acid molecule according to Claim 11, wherein the nucleic acid comprises at least 30 contiguous
nucleotides of SEQ ID NO: 1.

13. The isolated nucleic acid molecule according to Claim 11, wherein the nucleic acid comprises at least 60 contiguous
nucleotides of SEQ ID NO: 1.

14. An in vitro method of identifying an androgen-responsive cell line, the method comprising:

(a) incubating a cell line suspected of being androgen responsive with an androgen; and
(b) detecting a mRNA sequence in the cell line, by hybridising the mRNA sequence to SEQ ID NO:1 or SEQ
ID NO:2 under conditions of high stringency;

wherein an increase in the mRNA sequence, as compared to an untreated cell line, correlates with the cell line being
androgen responsive.

15. An in vitro method of identifying an androgen-responsive cell line, the method comprising:

(a) incubating a cell line suspected of being androgen responsive with an androgen;
(b) isolating a mRNA sequence from said cell line;
(c) amplifying a cDNA comprising SEQ ID NO: 1 or SEQ ID NO: 2 or a fragment thereof from the mRNA isolated
in (b);
(d) incubating the amplified cDNA with a nucleic acid probe that hybridises to SEQ ID NO: 1 or SEQ ID NO: 2
to form a duplex molecule that is both stable and selective; and
(e) detecting hybridisation between the amplified cDNA and the probe;

wherein an increase in the mRNA sequence, as compared to an untreated cell line, correlates with the cell line being
androgen responsive.

16. An in vitro method of measuring the responsiveness of a prostate tissue to hormone-ablation therapy, the method
comprising:

(a) isolating mRNA from prostate tissue following hormone ablation therapy;
(b) amplifying a cDNA comprising SEQ ID NO: 1 or SEQ ID NO: 2 or a fragment thereof from the mRNA isolated
in (a);
(c) incubating the amplified cDNA with a nucleic acid probe that hybridises to SEQ ID NO: 1 to form a duplex
molecule that is both stable and selective; and
(d) detecting hybridisation between the amplified cDNA and the probe;

wherein a decrease in the mRNA sequence, as compared to untreated prostate tissue, correlates with the prostate
tissue responding to hormone ablation therapy.

Patentansprüche

1. Isoliertes Nukleinsäuremolekül ausgewählt aus der Gruppe bestehend aus:

(a) der Polynukleotidsequenz bestehend aus SEQ ID NO: 1 oder SEQ ID NO: 2;
(b) der Komplementärsequenz von (a); und
(c) einer Nukleinsäuresequenz bestehend aus SEQ ID NO: 4, SEQ ID NO: 6, SEQ ID NO: 7, SEQ ID NO: 9,
SEQ ID NO: 10, SEQ ID NO: 11, SEQ ID NO: 12, SEQ ID NO: 13, SEQ ID NO: 14, SEQ ID NO: 15, SEQ ID
NO: 16, SEQ ID NO: 17, SEQ ID NO: 18, SEQ ID NO: 19, SEQ ID NO: 20, SEQ ID NO: 21 oder SEQ ID NO: 22.

2. Rekombinanter Vektor umfassend ein Nukleinsäuremolekül nach Anspruch 1,
wobei der Vektor die Expression des Nukleinsäuremoleküls regelt.

3. Wirtszelle umfassend einen Vektor nach Anspruch 2, wobei die Wirtszelle ausgewählt ist aus Bakterienzellen,
Hefezellen und Tierzellen, mit der Einschränkung, dass die Zellen isoliert sind, wenn die Tierzellen Humanzellen sind.
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4. In vitro-Verfahren zum Nachweis von Prostatakrebs bei einem Patienten, wobei das Verfahren umfasst:

(a) Nachweisen einer mRNA-Sequenz in einer biologischen Probe von dem Patienten durch Hybridisieren der
mRNA-Sequenz an SEQ ID NO: 1 oder SEQ ID NO: 2 unter Bedingungen hoher Stringenz; und
(b) Korrelieren der Menge der mRNA-Sequenz in der Probe mit dem Vorliegen von Prostatakrebs bei dem
Patienten.

5. In vitro-Verfahren zum Nachweis von Prostatakrebs bei einem Patienten, wobei das Verfahren umfasst:

(a) Isolieren einer mRNA-Sequenz aus einer Probe von dem Patienten;
(b) Amplifizieren einer cDNA, die SEQ ID NO: 1 oder ein Fragment davon umfasst, aus der in (a) isolierten mRNA;
(c) Inkubieren der amplifizierten cDNA mit einer Nukleinsäuresonde, die an SEQ ID NO: 1 hybridisiert, zur
Bildung eines doppelsträngigen Moleküls, das sowohl stabil als auch selektiv ist;
(d) Nachweisen von Hybridisierung zwischen der amplifizierten cDNA und der Sonde; und
(e) Korrelieren der Menge der mRNA-Sequenz in der Probe mit dem Vorliegen von Prostatakrebs bei dem
Patienten.

6. Verfahren nach Anspruch 5, wobei die cDNA mit wenigstens zwei Nukleotidsequenzen amplifiziert wird, die aus-
gewählt sind aus: SEQ ID NO: 5, SEQ ID NO: 6, SEQ ID NO: 7, SEQ ID NO: 9, SEQ ID NO: 10, SEQ ID NO: 11,
SEQ ID NO: 12, SEQ ID NO: 13, SEQ ID NO: 14, SEQ ID NO: 15, SEQ ID NO: 16, SEQ ID NO: 17, SEQ ID NO:
18, SEQ ID NO: 19, SEQ ID NO: 20, SEQ ID NO: 21 und SEQ ID NO: 22.

7. Verfahren nach Anspruch 6, wobei die wenigstens zwei Nukleotidsequenzen SEQ ID NO: 15 und SEQ ID NO: 22 sind.

8. Verfahren nach Anspruch 4, wobei die biologische Probe ausgewählt ist aus Blut, Urin und Prostatagewebe.

9. Verfahren nach Anspruch 8, wobei die biologische Probe Blut ist.

10. In vitro-Verfahren zur Messung des Ansprechens von Prostatagewebe auf Hormonablationstherapie, wobei das
Verfahren umfasst:

(a) Nachweisen einer mRNA-Sequenz in einer biologischen Probe von dem Patienten durch Hybridisieren der
mRNA-Sequenz an SEQ ID NO: 1 oder SEQ ID NO: 2 unter Bedingungen hoher Stringenz; und
(b) Korrelieren der Menge der mRNA-Sequenz in der Probe mit dem Vorliegen von Prostatakrebs bei dem
Patienten.

11. Isoliertes Nukleinsäuremolekül bestehend aus einem SEQ ID NO: 1- Fragment,
wobei das Fragment wenigstens 20 aufeinanderfolgende Nukleotide von SEQ ID NO: 1 umfasst.

12. Isoliertes Nukleinsäuremolekül nach Anspruch 11, wobei die Nukleinsäure wenigstens 30 aufeinanderfolgende
Nukleotide von SEQ ID NO: 1 umfasst.

13. Isoliertes Nukleinsäuremolekül nach Anspruch 11, wobei die Nukleinsäure wenigstens 60 aufeinanderfolgende
Nukleotide von SEQ ID NO: 1 umfasst.

14. In vitro-Verfahren zum Identifizieren einer auf Androgene ansprechenden Zelllinie,
wobei das Verfahren umfasst:

(a) Inkubieren einer Zelllinie, von der vermutet wird, dass sie auf Androgene anspricht, mit einem Androgen; und
(b) Nachweisen einer mRNA-Sequenz in der Zelllinie durch Hybridisieren der mRNA-Sequenz an SEQ ID NO:
1 oder SEQ ID NO: 2 unter Bedingungen hoher Stringenz;

wobei eine Zunahme der mRNA-Sequenz im Vergleich mit einer unbehandelten Zelllinie damit korreliert, dass die
Zelllinie auf Androgene anspricht.

15. In vitro-Verfahren zum Identifizieren einer auf Androgene ansprechenden Zelllinie,
wobei das Verfahren umfasst:
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(a) Inkubieren einer Zelllinie, von der vermutet wird, dass sie auf Androgene anspricht, mit einem Androgen;
(b) Isolieren einer mRNA-Sequenz aus der Zelllinie;
(c) Amplifizieren einer cDNA, die SEQ ID NO: 1 oder SEQ ID NO: 2 oder ein Fragment davon umfasst, aus der
in (b) isolierten mRNA;
(d) Inkubieren der amplifizierten cDNA mit einer Nukleinsäuresonde, die an SEQ ID NO: 1 oder SEQ ID NO: 2
hybridisiert, zur Bildung eines doppelsträngigen Moleküls, das sowohl stabil als auch selektiv ist; und
(e) Nachweisen von Hybridisierung zwischen der amplifizierten cDNA und der Sonde;

wobei eine Zunahme der mRNA-Sequenz im Vergleich mit einer unbehandelten Zelllinie damit korreliert, dass die
Zelllinie auf Androgene anspricht.

16. In vitro-Verfahren zur Messung des Ansprechens von Prostatagewebe auf Hormonablationstherapie, wobei das
Verfahren umfasst:

(a) Isolieren von mRNA aus Prostatagewebe nach Hormonablationstherapie;
(b) Amplifizieren einer cDNA, die SEQ ID NO: 1 oder SEQ ID NO: 2 oder ein Fragment davon umfasst, aus der
in (a) isolierten mRNA;
(c) Inkubieren der amplifizierten cDNA mit einer Nukleinsäuresonde, die an SEQ ID NO: 1 hybridisiert, zur
Bildung eines doppelsträngigen Moleküls, das sowohl stabil als auch selektiv ist; und
(d) Nachweisen von Hybridisierung zwischen der amplifizierten cDNA und der Sonde;

wobei eine Abnahme der mRNA-Sequenz im Vergleich mit unbehandeltem Prostatagewebe damit korreliert, dass
das Prostatagewebe auf Hormonablationstherapie anspricht.

Revendications

1. Molécule d’acide nucléique isolée choisie dans le groupe constitué :

(a) de la séquence polynucléotidique constituée de SEQ ID NO : 1 ou SEQ ID NO : 2 ;
(b) du complémentaire de (a) ; et
(c) d’une séquence d’acide nucléique constituée de SEQ ID NO : 4, SEQ ID NO : 6, SEQ ID NO : 7, SEQ ID
NO : 9, SEQ ID NO : 10, SEQ ID NO : 11, SEQ ID NO : 12, SEQ ID NO : 13, SEQ ID NO : 14, SEQ ID NO :
15, SEQ ID NO : 16, SEQ ID NO: 17, SEQ ID NO : 18, SEQ ID NO: 19, SEQ ID NO : 20, SEQ ID NO : 21 ou
SEQ ID NO : 22.

2. Vecteur recombinant comprenant une molécule d’acide nucléique selon la revendication 1, où le vecteur dirige
l’expression de ladite molécule d’acide nucléique.

3. Cellule hôte comprenant un vecteur selon la revendication 2, où ladite cellule hôte est choisie parmi des cellules
bactériennes, des cellules de levures et des cellules animales, à condition que lorsque lesdites cellules animales
sont des cellules humaines, elles soient isolées.

4. Procédé in vitro de détection d’un cancer de la prostate chez un patient, le procédé comprenant :

(a) la détection d’une séquence d’ARNm dans un échantillon biologique provenant du patient, par hybridation
de la séquence d’ARNm à SEQ ID NO : 1 ou SEQ ID NO : 2 dans des conditions de stringence élevée ; et
(b) la corrélation de la quantité de la séquence d’ARNm dans l’échantillon avec la présence d’un cancer de la
prostate chez le patient.

5. Procédé in vitro de détection d’un cancer de la prostate chez un patient, le procédé comprenant :

(a) l’isolement d’une séquence d’ARNm à partir d’un échantillon provenant du patient ;
(b) l’amplification d’un ADNc comprenant SEQ ID NO : 1 ou un fragment de celle-ci à partir de l’ARNm isolé en (a) ;
(c) l’incubation de l’ADNc amplifié avec une sonde d’acide nucléique qui s’hybride à SEQ ID NO : 1 pour former
une molécule duplex qui est à la fois stable et sélective ;
(d) la détection de l’hybridation entre l’ADNc amplifié et la sonde ; et
(e) la corrélation de la quantité de la séquence d’ARNm dans l’échantillon avec la présence d’un cancer de la
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prostate chez le patient.

6. Procédé selon la revendication 5, dans lequel l’ADNc est amplifié avec au moins deux séquences nucléotidiques
choisies parmi SEQ ID NO : 5, SEQ ID NO : 6, SEQ ID NO : 7, SEQ ID NO : 9, SEQ ID NO : 10, SEQ ID NO : 11,
SEQ ID NO : 12, SEQ ID NO : 13, SEQ ID NO : 14, SEQ ID NO : 15, SEQ ID NO : 16, SEQ ID NO : 17 ; SEQ ID
NO : 18, SEQ ID NO : 19, SEQ ID NO : 20, SEQ ID NO : 21 et SEQ ID NO : 22.

7. Procédé selon la revendication 6, dans lequel les aux moins deux séquences nucléotidiques sont SEQ ID NO : 15
et SEQ ID NO : 22.

8. Procédé selon la revendication 4, dans lequel l’échantillon biologique est choisi parmi le sang, l’urine et un tissu de
la prostate.

9. Procédé selon la revendication 8, dans lequel l’échantillon biologique est du sang.

10. Procédé in vitro de mesure de la réactivité d’un tissu de la prostate à une hormonothérapie par ablation, où ledit
procédé comprend :

(a) la détection d’une séquence d’ARNm dans un échantillon biologique provenant du patient, par hybridation
de la séquence d’ARNm à SEQ ID NO : 1 ou SEQ ID NO : 2 dans des conditions de stringence élevée ; et
(b) la corrélation de la quantité de la séquence d’ARNm dans l’échantillon avec la présence d’un cancer de la
prostate chez le patient.

11. Molécule d’acide nucléique isolée constituée d’un fragment de SEQ ID NO : 1, où le fragment comprend au moins
20 nucléotides contigus de SEQ ID NO : 1.

12. Molécule d’acide nucléique isolée selon la revendication 11, où l’acide nucléique comprend au moins 30 nucléotides
contigus de SEQ ID NO : 1.

13. Molécule d’acide nucléique isolée selon la revendication 11, où l’acide nucléique comprend au moins 60 nucléotides
contigus de SEQ ID NO : 1.

14. Procédé in vitro d’identification d’une lignée cellulaire réactive aux androgènes, le procédé comprenant :

(a) l’incubation d’une lignée cellulaire suspectée d’être réactive aux androgènes avec un androgène ; et
(b) la détection d’une séquence d’ARNm dans la lignée cellulaire, par hybridation de la séquence d’ARNm à
SEQ ID NO : 1 ou SEQ ID NO : 2 dans des conditions de stringence élevée ;

dans lequel une augmentation de la séquence d’ARNm, comparativement à une lignée cellulaire non traitée, corrèle
avec la lignée cellulaire étant réactive aux androgènes.

15. Procédé in vitro d’identification d’une lignée cellulaire réactive aux androgènes, le procédé comprenant :

(a) l’incubation d’une lignée cellulaire suspectée d’être réactive aux androgènes avec un androgène ;
(b) l’isolement d’une séquence d’ARNm à partir de ladite lignée cellulaire ;
(c) l’amplification d’un ADNc comprenant SEQ ID NO : 1 ou SEQ ID NO : 2 ou un fragment de celles-ci à partir
de l’ARNm isolé en (b) ;
(d) l’incubation de l’ADNc amplifié avec une sonde d’acide nucléique qui s’hybride à SEQ ID NO : 1 ou SEQ
ID NO : 2 pour former une molécule duplex qui est à la fois stable et sélective ; et
(e) la détection de l’hybridation entre l’ADNc amplifié et la sonde ;

dans lequel une augmentation de la séquence d’ARNm, comparativement à une lignée cellulaire non traitée, corrèle
avec la lignée cellulaire étant réactive aux androgènes.

16. Procédé in vitro de mesure de la réactivité d’un tissu de la prostate à une hormonothérapie par ablation, le procédé
comprenant :

(a) l’isolement d’ARNm à partir du tissu de la prostate après une hormonothérapie par ablation ;
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(b) l’amplification d’un ADNc comprenant SEQ ID NO : 1 ou SEQ ID NO : 2 ou un fragment de celles-ci à partir
de l’ARNm isolé en (a) ;
(c) l’incubation de l’ADNc amplifié avec une sonde d’acide nucléique qui s’hybride à SEQ ID NO : 1 pour former
une molécule duplex qui est à la fois stable et sélective ; et
(d) la détection de l’hybridation entre l’ADNc amplifié et la sonde ;

dans lequel une diminution de la séquence d’ARNm, comparativement à du tissu de la prostate non traité, corrèle
avec le tissu de la prostate étant réactif à une hormonothérapie par ablation.
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