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Metastasis is the major cause of cancer-related deaths in 
patients with solid cancers (1). Prostate cancer (PC) is the 
second most frequently diagnosed cancer in males, detected 
in about every fourth man, and the fifth leading cause of 
death in men worldwide (2). Somehow surprisingly, the 5-year 
survival rate of M0-stage patients (i.e., patients without 
evidence of distant metastasis) is close to 100% (1), because 
PC is very slowly progressing. The growth of metastasis 
often takes more than 10 years and death due to metastasis 
frequently occurs more than 15 years after diagnosis (3,4). 
Consequently, most men die with PC, not due to PC.

On the other hand, most patients who eventually develop 
metastasis will succumb to the disease; here, the 5-year 
survival of M1-stage patients (i.e., patients that have been 
diagnosed with distant metastasis) is less than 30% (1). 
This fatal condition arises in about one third of patients 
treated for localized disease (5). Therefore, the most critical 
problem is to identify patients that will relapse early on (6). 
The extent of this problem is illustrated by the fact that it is 
necessary to screen more than 1,000 patients to detect and 
treat 40 patients in order to eventually prevent the death 
of a single patient (7,8). Treatment itself is associated with 
reduced quality of life (9), and therefore active surveillance 
is offered to patients at low risk to die of metastatic PC; 
again, the problem arises that active surveillance may miss 
the optimal time-window for treatment (10). 

It is therefore due time to directly analyze the metastatic 
seed residing in distant organs and the hidden disease that 
is smoldering undetectably for so long periods of time. 

We need to understand the conditions that affect disease 
progression towards manifest metastasis. The groups of 
Robert Vessella and Colm Morrisey belong to the few that 
have engaged in this research for long time and together 
with Min Fang have now started to address the molecular 
characteristics of putative metastasis founder cells in PC at 
high resolution (11). We will therefore discuss their study 
together with other work in the field.

Identifying the hidden malignant seed

Increasing evidence suggests that cancer cells often 
disseminate early during the development of primary 
tumors (12). Cancer cells entering the vasculature 
(commonly termed circulating tumor cells, CTCs) spread 
to distant sites, and eventually lodge within the tissues of 
distant organs, thereby becoming disseminated cancer 
cells (DCCs). Therefore, the presence of DCCs indicates 
successful seeding from the primary tumor and successful 
invasion of distant organs. Cancer cells remaining in the 
body after surgical removal of the primary tumor must 
comprise the founder cells of later arising lethal metastases. 
Therefore, DCCs are the targets of adjuvant therapies 
aiming to prevent or delay the outgrowth of metastasis. 
Although CTCs in the blood are easier and less invasive to 
obtain than DCCs, which for example can be detected in 
bone marrow (BM) or lymph nodes, their biological and 
clinical relevance in early stage PC remains unclear, mainly 
because they can hardly be detected. For example, two 
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teams showed that in early PC the detection rate of cells 
thought to be CTCs (which are identified by cytokeratin 
expression and absence of CD45 expression) was the same 
for cancer patients and healthy controls (13,14). On one 
hand, this illustrates the rareness of the CTCs, possibly due 
to the rapid clearance of CTCs from bloodstream upon 
surgery (15), but also that histogenetic profiling does not 
suffice to pinpoint a cancer cell. In contrast, CTC are more 
frequently detected in M1 patients (16). These CTCs are 
most likely shed from secondary growths, and therefore 
serve as surrogate biopsy of these secondary growths, which 
are often not easily accessible. 

DCCs can be detected in BM of PC patients using 
staining against epithelial markers [e.g., cytokeratins 
(CK) or epithelial cell adhesion molecule (EpCAM)] 
(17,18). Their clinical relevance was demonstrated 
repeatedly; finding DCCs in the BM of M0-stage PC 
patients was associated with poor prognosis (17,19,20). 
Equal ly  important ,  bone is  the preferred s i te  of 
metastatic outgrowth in PC (21) and therefore DCCs 
from BM offer the opportunity to track progression 
towards metastasis: they mark cancer cell dissemination 
and comprise bona fide founder cells of metastasis. 
Thereby, DCC research may offer new opportunities 
to improve adjuvant therapies. Since many targeted 
therapies are of little help in the adjuvant setting (22) and 
therapy decision is based on molecular characteristics 
of the primary tumors (1), it has been suggested that 
the underlying reason for the fai lure of systemic 
therapies is the molecular disparity between primary 
tumors and disseminated metastasis founder cells (23).  
Therefore, the design of successful targeted therapies 
requires detailed molecular characterization of metastasis 
founder cells, a sub-population of DCCs. However, similar 
to blood-derived CTCs, DCCs are rare and found in BM 
samples at a frequency of 10−6. Usually, only one or few cells 
can be detected in up to 60% of the samples of M0-stage 
patients (17-19) and therefore progress of the field critically 
requires technologies suitable for single cell analysis. 

Immunophenotyping of single DCCs

Survival data already give a first insight into the functional 
heterogeneity of DCCs. First, not all patients with DCCs 
developed metastasis during follow-up and secondly, 
patients without epithelial marker-positive DCCs may 
also develop metastasis, although at lower rate, suggesting 
the existence of DCC subpopulations with and without 

epithelial detection markers. Immunophenotyping was used 
as first approach to address the functional heterogeneity 
of DCCs, for example by analyzing cell cycle status or 
apoptosis. Using PCNA as proliferation marker, Muller  
et al. could not detect CK+/PCNA+ cells (24). In contrast, 
in BM samples selected for positivity of PSA mRNA, which 
was used as screening assay for DCC positive BM samples, 
Cher et al. found an association between Gleason score 
and proliferation status. Patients with a Gleason’s score  
<7 harbored 29% CK+/Ki-67+ (another proliferation 
marker) cells in BM as opposed to 53% double positive cells 
for higher Gleason scores (25). The discrepancy between 
the two studies has not been addressed so far. More recently, 
BM of PC patients was analyzed for the presence of 
apoptotic cells using staining against M30 (caspase-cleaved 
CK18), and it was found that 36% of patients contain M30+ 
cells (26), however, the authors could not detect associations 
with clinical follow-up or risk factors, in contrast to other 
studies (17,19). In summary, immunophenotyping raised 
several questions, which motivated the development of 
additional, more comprehensive approaches.

Genomic profiling of single DCCs

Metaphase-based comparative genomic hybridization 
(mCGH) was  the  f i r s t  technology  deve loped to 
comprehensively analyze the genome of single DCCs. 
Early on, it was observed that in many types of carcinomas, 
including PC, genomes of CK+ M0-DCC were quite 
heterogeneous, as opposed to the genomes of M1-DCCs (27). 
Further work demonstrated that CK+ M0-DCCs showed 
genetic heterogeneity both within and between patients, 
and lacked similarity to the genomes of primary tumors (17).  
On the other hand, CK+ M1-DCC genomes showed more 
similarities to the genomes of primary tumors (17) as well 
as harbored genomic changes characteristic of PC (28). It 
should be mentioned that PT samples or CK+ M1-DCCs 
contained on average significantly more aberrations per 
cell than CK+ M0-DCCs (17). Further advance of the 
technologies enabled analysis of the genomes of DCCs 
using array-based CGH (aCGH). While it is considered 
that mCGH has a resolution of about 10 Mbp, the 
resolution of aCGH is in the kbp range. Holcomb et al. used 
BAC-based aCGH to interrogate the genomes of cell pools 
containing 10–20 EpCAM+ DCCs (29). They validated 
the method using LNCaP cell line and achieved 0.4 Mbp 
resolution and then analyzed the pools of DCCs isolated 
from PC patients with localized or advanced disease, as well 
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as cells of primary tumors. Overall, they found concordance 
of genomic aberrations present in DCC pools isolated from 
PC patients with localized and advanced disease, but also 
between DCC pools isolated from patients with localized 
disease and primary tumors. However, DCC pools from 
patients with localized disease overall had less genomic 
aberrations than DCC pools from advanced disease. 

Higher resolution, even down to the single cell level, was 
made available recently by researchers from Seattle (11). 
They used SNP-arrays to interrogate the presence of 
copy number variations (CNVs) in samples of 1–40 cells. 
The performance of the method was demonstrated on 
the LNCaP cells, where all previously reported CNVs 
were detected. Overall, the achieved resolution was in 
<1 MBp range and up to 5 kbp. Next, they analyzed 
pools of EpCAM+ DCCs containing between 5 and  
20 cells isolated from eight PC patients with the advanced 
disease. As in previous similar studies, aberrations in the 
regions containing genes known to be altered during PC 
progression were observed. Interestingly, the analyzed 
samples showed great heterogeneity in the fraction of the 
genome containing CNVs, as well as the sizes of CNVs 
(the sizes of observed aberrations were between 21.59 kbp 
to 154.91 Mbp for gains and and 2.99 kbp to 135.37 Mbp 
for losses). Of note, for two patients matched samples of 
metastasis tissues from multiple locations were available for 
genomic analysis. Interestingly, the majority of aberrations 
were shared between DCCs and metastases; however, 
metastases isolated from different organs showed some 
heterogeneity both in the fraction of the genome containing 
CNVs as well as the type of CNVs within the patient. 
Furthermore, two patients differed in the percentage 
of aberrations unique to DCCs. These data support the 
hypothesis that cancer cells present at different sites in 
advanced disease arise from independently disseminated 
and evolved clones (12). The high resolution, if applied 
systematically to early DCCs of patients before and at the 
M1-stage may eventually help to resolve the evolutionary 
paths of systemic PC.

Transcriptomic profiling of single DCCs

Transcriptome analysis of DCC in PC was the last 
technology to come of age. In 2014 two studies explored 
different aspects of the biology of PC-DCCs. The team 
of Colm Morrissey used microarrays (30) to investigate 
transcriptomes of EpCAM+ DCCs isolated from patients 
with no evidence of disease for at least 7 years and patients 

with the advanced disease (31). They focused on cells 
expressing low levels of erythroid-lineage genes and high 
levels of prostate- and PC-specific genes. Not unexpectedly, 
hierarchical clustering revealed that DCCs from patients 
without recurrence and with advanced disease differed in 
their expression profiles. In addition, cells from advanced 
disease clustered in two distinct groups, one more 
characterized by activation of genes involved in cytokine 
and chemokine signaling, while the other characterized 
by activation of genes involved epithelial to mesenchymal 
transition. However, the major difference between DCCs 
from non-progressed and advanced disease patients was the 
activation of a so-called “dormancy” signature (32) in the 
former group. This work is complementary to our work (18), 
where we characterized PC-DCCs by combined analysis 
of genome and transcriptome of single cells. Transcription 
profiling of DCCs isolated from M0- and M1-stage patients 
revealed a surprising and unexpected plasticity of DCC 
transcriptomes. Specifically, PC-DCCs were shown to 
express both transcripts characteristic for epithelial/prostate 
cells and transcripts characteristic for hematopoietic/
erythroid cells. The data suggested that more recently 
disseminated and not yet fully malignant DCCs display 
combined epithelial/hematopoietic transcriptome, while 
genomically more advanced DCCs contain less non-
epithelial transcripts. While at the moment these patient-
derived data cannot be modeled in vitro or in vivo, it is 
tempting to speculate that this unexpected transcriptome 
plasticity may help DCCs to adapt to and survive in ectopic 
environments, before they acquire the ability to progress 
and display epithelial/prostate characteristics.

Conclusions

While the work on PC-DCCs had seen the significant 
advances in the last decade, many questions remain 
unanswered, among them the crucial question about the 
identity and molecular characteristics of metastasis founder 
cells. The main obstacle is the rarity of DCCs, as well as 
inability to examine different regulatory layers of these 
cells (genome, transcriptome, methylome, miRNAome, 
proteome) at the same time in the same cell. This is further 
complicated by their ongoing evolution and the dynamics of 
phenotype changes. Inevitably, any analyzed cell represents 
only a snapshot. Therefore, one of the major challenges is 
to track DCCs within individual patients for the prolonged 
periods of time. This could be achieved by analyzing DCCs 
from different stages of disease [M0 at surgery, M0 post-



S185Translational Cancer Research, Vol 5, Suppl 2 August 2016

© Translational Cancer Research. All rights reserved. Transl Cancer Res 2016;5(S2):S182-S186 tcr.amegroups.com

surgery, biochemical relapse (BR), M1 pre- and post-
treatment] in large cohorts of patients. Furthermore, we 
should strive to integrate as many “-omics” layers as possible 
into analysis, in order to obtain a better understanding of 
the often decade-lasting dark stage of cancer progression. 
Combined “omics” analyses are slowly becoming a routine 
(18,33), and should be used to identify novel modes of 
therapeutic intervention.

Acknowledgments

We would like to apologize to colleagues whose work we 
could not mention due to space restrictions.
Funding: None. 

Footnote

Provenance and Peer Review: This article was commissioned 
and reviewed by the Section Editor Weijun Jiang, MS 
(Nanjing Normal University, Department of Reproductive 
and Genetics, Institute of Laboratory Medicine, Jinling 
Hospital, Nanjing University School of Medicine, Nanjing, 
China).

Conflicts of Interest: Both authors have completed the 
ICMJE uniform disclosure form (available at http://dx.doi.
org/10.21037/tcr.2016.07.28). The authors have no conflicts 
of interest to declare.

Ethical Statement: The authors are accountable for all 
aspects of the work in ensuring that questions related 
to the accuracy or integrity of any part of the work are 
appropriately investigated and resolved.

Open Access Statement: This is an Open Access article 
distributed in accordance with the Creative Commons 
Attribution-NonCommercial-NoDerivs 4.0 International 
License (CC BY-NC-ND 4.0), which permits the non-
commercial replication and distribution of the article with 
the strict proviso that no changes or edits are made and the 
original work is properly cited (including links to both the 
formal publication through the relevant DOI and the license). 
See: https://creativecommons.org/licenses/by-nc-nd/4.0/.

References

1. Steeg PS. Targeting metastasis. Nat Rev Cancer 
2016;16:201-18.

2. Ferlay J, Soerjomataram I, Dikshit R, et al. Cancer 
incidence and mortality worldwide: sources, methods 
and major patterns in GLOBOCAN 2012. Int J Cancer 
2015;136:E359-86.

3. Pound CR, Partin AW, Eisenberger MA, et al. Natural 
history of progression after PSA elevation following radical 
prostatectomy. JAMA 1999;281:1591-7.

4. Frazier HA, Robertson JE, Humphrey PA, et al. Is 
prostate specific antigen of clinical importance in 
evaluating outcome after radical prostatectomy. J Urol 
1993;149:516-8.

5. Cetnar JP, Beer TM. Personalizing prostate cancer therapy: 
the way forward. Drug Discov Today 2014;19:1483-7.

6. Strope SA, Andriole GL. Prostate cancer screening: 
current status and future perspectives. Nat Rev Urol 
2010;7:487-93.

7. Loeb S, Vonesh EF, Metter EJ, et al. What is the 
true number needed to screen and treat to save a life 
with prostate-specific antigen testing? J Clin Oncol 
2011;29:464-7.

8. Schröder FH, Hugosson J, Roobol MJ, et al. Prostate-
cancer mortality at 11 years of follow-up. N Engl J Med 
2012;366:981-90.

9. Sanda MG, Dunn RL, Michalski J, et al. Quality of life 
and satisfaction with outcome among prostate-cancer 
survivors. N Engl J Med 2008;358:1250-61.

10. Bill-Axelson A, Holmberg L, Ruutu M, et al. Radical 
prostatectomy versus watchful waiting in early prostate 
cancer. N Engl J Med 2011;364:1708-17.

11. Wu Y, Schoenborn JR, Morrissey C, et al. High-
Resolution Genomic Profiling of Disseminated Tumor 
Cells in Prostate Cancer. J Mol Diagn 2016;18:131-43.

12. Klein CA. Parallel progression of primary tumours and 
metastases. Nat Rev Cancer 2009;9:302-12.

13. Davis JW, Nakanishi H, Kumar VS, et al. Circulating 
tumor cells in peripheral blood samples from patients 
with increased serum prostate specific antigen: initial 
results in early prostate cancer. J Urol 2008;179:2187-91; 
discussion 2191.

14. Thalgott M, Rack B, Maurer T, et al. Detection of 
circulating tumor cells in different stages of prostate 
cancer. J Cancer Res Clin Oncol 2013;139:755-63.

15. Stott SL, Lee RJ, Nagrath S, et al. Isolation and 
characterization of circulating tumor cells from patients 
with localized and metastatic prostate cancer. Sci Transl 
Med 2010;2:25ra23.

16. Allard WJ, Matera J, Miller MC, et al. Tumor cells 
circulate in the peripheral blood of all major carcinomas 

http://dx.doi.org/10.21037/tcr.2016.07.28
http://dx.doi.org/10.21037/tcr.2016.07.28
https://creativecommons.org/licenses/by-nc-nd/4.0/


S186 Gužvić and Klein. Molecular characterization of prostate cancer metastasis founder cells

© Translational Cancer Research. All rights reserved. Transl Cancer Res 2016;5(S2):S182-S186 tcr.amegroups.com

but not in healthy subjects or patients with nonmalignant 
diseases. Clin Cancer Res 2004;10:6897-904.

17. Weckermann D, Polzer B, Ragg T, et al. Perioperative 
activation of disseminated tumor cells in bone marrow of 
patients with prostate cancer. J Clin Oncol 2009;27:1549-56.

18. Gužvić M, Braun B, Ganzer R, et al. Combined genome 
and transcriptome analysis of single disseminated cancer 
cells from bone marrow of prostate cancer patients reveals 
unexpected transcriptomes. Cancer Res 2014;74:7383-94.

19. Morgan TM, Lange PH, Porter MP, et al. Disseminated 
tumor cells in prostate cancer patients after radical 
prostatectomy and without evidence of disease predicts 
biochemical recurrence. Clin Cancer Res 2009;15:677-83.

20. Köllermann J, Weikert S, Schostak M, et al. Prognostic 
significance of disseminated tumor cells in the 
bone marrow of prostate cancer patients treated 
with neoadjuvant hormone treatment. J Clin Oncol 
2008;26:4928-33.

21. Tombal B, Lecouvet F. Modern Detection of Prostate 
Cancer's Bone Metastasis: Is the Bone Scan Era Over? Adv 
Urol 2012;2012:893193.

22. Polzer B, Klein CA. Metastasis awakening: the 
challenges of targeting minimal residual cancer. Nat Med 
2013;19:274-5.

23. Stoecklein NH, Klein CA. Genetic disparity between 
primary tumours, disseminated tumour cells, and manifest 
metastasis. Int J Cancer 2010;126:589-98.

24. Mueller P, Carroll P, Bowers E, et al. Low frequency 
epithelial cells in bone marrow aspirates from prostate 
carcinoma patients are cytogenetically aberrant. Cancer 
1998;83:538-46.

25. Cher ML, de Oliveira JG, Beaman AA, et al. Cellular 

proliferation and prevalence of micrometastatic cells in the 
bone marrow of patients with clinically localized prostate 
cancer. Clin Cancer Res 1999;5:2421-5.

26. Todenhöfer T, Hennenlotter J, Faber F, et al. Significance 
of apoptotic and non-apoptotic disseminated tumor cells 
in the bone marrow of patients with clinically localized 
prostate cancer. Prostate 2015;75:637-45.

27. Klein CA, Blankenstein TJ, Schmidt-Kittler O, et al. 
Genetic heterogeneity of single disseminated tumour cells 
in minimal residual cancer. Lancet 2002;360:683-9. 

28. Visakorpi T, Kallioniemi AH, Syvänen AC, et al. Genetic 
changes in primary and recurrent prostate cancer 
by comparative genomic hybridization. Cancer Res 
1995;55:342-7. 

29. Holcomb IN, Grove DI, Kinnunen M, et al. Genomic 
alterations indicate tumor origin and varied metastatic 
potential of disseminated cells from prostate cancer 
patients. Cancer Res 2008;68:5599-608.

30. Welty CJ, Coleman I, Coleman R, et al. Single cell 
transcriptomic analysis of prostate cancer cells. BMC Mol 
Biol 2013;14:6.

31. Chéry L, Lam HM, Coleman I, et al. Characterization 
of single disseminated prostate cancer cells reveals tumor 
cell heterogeneity and identifies dormancy associated 
pathways. Oncotarget 2014;5:9939-51.

32. Bragado P, Estrada Y, Parikh F, et al. TGF-β2 dictates 
disseminated tumour cell fate in target organs through 
TGF-β-RIII and p38α/β signalling. Nat Cell Biol 
2013;15:1351-61.

33. Hu Y, Huang K, An Q, et al. Simultaneous profiling of 
transcriptome and DNA methylome from a single cell. 
Genome Biol 2016;17:88.

Cite this article as: Gužvić M, Klein CA. Towards prevention 
of metastatic prostate cancer: recent molecular insights from 
the direct analysis of metastatic precursor cells. Transl Cancer 
Res 2016;5(S2):S182-S186. 10.21037/tcr.2016.07.28


