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Introduction

Urinary bladder cancer is a frequent disease representing 
the ninth most common cancer worldwide with significant 
morbidity and mortality (1,2). Men are more often 
affected by bladder cancer than women, however for still 
unknown reasons women have a higher mortality rate (2). 
Besides external exposure to carcinogens such as tobacco, 
aromatic amines and polycyclic aromatic hydrocarbons 
inherent genetic predisposition is discussed as risk factor 
for bladder cancer (2,3). At initial diagnosis approximately 
75% of patients have non-muscle-invasive bladder cancer 
(NMIBC) with a high recurrence rate of at least 50% and a 
progression rate to muscle-invasive bladder cancer (MIBC) 
of about 15% within 5 years (3,4). Urine cytology and 
cystoscopy are the gold standard for early bladder cancer 
diagnosis (5). However, to avoid inconvenience for patients 
and high costs associated with cystoscopy and to overcome 
low sensitivity of cytology to detect low grade tumors, 
the development of alternative non-invasive diagnostic 
methods is of utmost importance (6). Standard treatment of 
NMIBC comprises transurethral resection and intravesical 
injection of chemotherapy or immunotherapy followed 
by routine and long-term surveillance with cystoscopy 
and urine cytology (3,7). Naturally, MIBC requires more 
aggressive treatment by radical cystectomy or radiotherapy 
with or without chemotherapy (2). Because of the high 
morbidity and mortality rate of patients with MIBC, 
biomarkers applicable for (I) identification of patients at 
risk for recurrence and progression to MIBC; (II) early 
detection of MIBC; (III) monitoring treatment response 
are urgently needed. Moreover, development of biomarkers 
could contribute to a general decrease of the enormous 

medical costs caused by intensive diagnostics, high rates of 
recurrence, long-term surveillance and repeated treatment 
of bladder cancer (8).

Considerable evidence points to the importance of 
liquid biopsies offering an easily implementable non-
invasive approach for the detection of recurrences and 
early tumor progression (9). Several promising biomarkers 
for the management of bladder cancer have already been 
established mainly based on genomic (10), transcriptomic 
(11,12), epigenetic (13) and proteomic (14) approaches on 
tumor tissues or urine. However as Birkenkamp-Demtröder 
et al. claimed none of those biomarkers are sufficiently 
validated in the clinical situation or failed clinical 
application because of low sensitivity and specificity.

Within the European FP7 UROMOL project a 
predesigned assay combining FGFR3, PIK3CA and RAS 
mutational analysis and methylation specific Multiplex 
Ligation-dependent Probe Amplification (MLPA) as well as 
microsatellite approaches on tissue and at least three follow 
up urine samples after resection of an incident low grade, 
non-muscle invasive bladder tumor was tested on a large 
retrospective longitudinal cohort (6). Sensitivity of all tests 
for detection of recurrences was higher than that of urine 
cytology and the number of patients eligible for urine-based 
follow up investigations can be increased. The clinical value 
of these tests still remains to be elucidated in prospective 
clinical studies (6).

Because of its obvious clinical implications for 
personalized medicine, during the last years liquid biopsies 
focusing on the blood-based analysis of circulating tumor 
cells (CTC) and cell-free circulating tumor DNA of cancer 
patients have gained attraction (15-19).
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In this regard, the prognostic relevance of CTC detected 
in peripheral blood was recently shown for patients 
with non-metastatic MIBC (20). Positivity for CTC was 
significantly associated with disease-recurrence, cancer-
specific and overall survival (20). Thus, the presence of CTC 
in patients with non-metastatic MIBC treated with radical 
cystectomy is a powerful predictor for unfavorable outcomes 
and has the potential to support adjuvant chemotherapy 
decision-making and therapy monitoring. However, also 
for the usage of CTC as biomarker, integration of CTC 
analyses and validation in prospective clinical trials is still 
needed (21). Remarkably, also in 20% of patients with high 
risk NMIBC the presence of CTC significantly correlated 
to the time of first recurrence and progression-free survival. 
This suggests that CTC positivity can identify patients with 
T1 stage bladder cancer suffering already from systemic 
disease (22). Current research activities are directed to 
improve molecular and phenotypic characterization of 
CTC regarding the expression of therapeutically relevant  
targets (18). Hence, enumeration and characterization 
of human epidermal growth factor receptor 2 (HER2) 
expression of CTC is already used for the stratification of 
breast cancer patients to HER2-targeting therapies (23). 
This could be also of interest for bladder cancer where 
discordant results regarding the expression of HER2 
between primary bladder cancer and CTC occurred in 
some cases which might have clinical implications (20).

This study

The strength of the study by Birkenkamp-Demtröder  
et al. is the focus on the development of personalized assays 
for surveillance involving tumor tissue, blood, plasma and 
urine. The authors analyzed cell-free DNA from plasma 
and urine for the presence of genomic variants previously 
identified by three different next generation sequencing 
(NGS) techniques in corresponding and in some cases 
metachronous tumor tissues. This is a retrospective study 
on tumor tissue, blood, plasma and urine from 12 patients 
initially diagnosed with NMIBC. In total, 377 samples 
from 12 patients were collected between 1994 and 2015 
and followed up to 20 years. Six patients experienced later 
progression to MIBC or metastatic disease during follow 
up of 4 to 20 years (PRO group) and 5/6 patients died of 
disease. The other six patients developed recurrences of 
NMIBC followed for 7 to 20 years, but were alive at time 
point of analysis (REC group). Applying three different 
NGS approaches (whole genome sequencing, whole exome 

sequencing and Mate pair sequencing), the authors detected 
varying numbers of genomic variants in the analyzed 
tumor tissues. Subsequently, evaluation of somatic tumor-
specific genomic variants and precise breakpoints were 
performed by PCR and Sanger sequencing comparing 
tumor and matched germline DNA. Genomic variants 
included deletions, insertions, inversions as well as intra- 
and interchromosomal translocations.

For designing 1 to 6 tumor-specific, highly sensitive 
personalized assays spanning the breakpoints, genomic 
variants were prioritized according to the following criteria: 
(I) detected in at least two metachronous tumors, supported 
by most read pairs or (II) affecting loci harbouring 
Catalogue of Somatic mutations in Cancer (COSMIC) 
cancer genes. DNA quantification in personalized assays 
was conducted by droplet digital PCR (ddPCR) designed to 
amplify short DNA fragments (68–125 bp) and using dual 
labeled fluorescent probes. These assays enabled detection 
of 1 copy of tumor DNA in a background of 6,000 copies of 
germline DNA and confirmed the patient-specific variants 
detected in the tumors at different visits.

Investigating plasma, Birkenkamp-Demtröder et al. 
detected circulating cell-free tumor-specific DNA in 
10/12 patients by analyzing 115 samples collected at 
different visits. Interestingly, 4 of 6 PRO group patients 
were tumor DNA-positive already several months before 
clinical progression occurred. Although no differences were 
measured in the total amount of cell-free DNA between 
samples from the PRO and REC groups, the average 
circulating tumor DNA level during the course of disease 
was significantly higher in the PRO group than in the REC 
group (154 vs. 11 copies/mL). Focusing only on samples 
collected before diagnosis of progression to MIBC, the 
tumor DNA level was also higher in the PRO group than 
in the REC group (138 vs. 11 copies/mL). As demonstrated 
by the results of the personalized assays, different genomic 
variants could be released in the circulation by tumor 
cells of individual patients. One patient of the PRO group 
experienced high levels of tumor DNA at all time points 
during observation and in another PRO group patient a 
five-fold increase in tumor DNA amount over time could 
be observed during the course of the disease. For this 
patient an extraordinarily high number of tumor DNA 
copies (>2,000 mL plasma) could be measured 8 months 
after systemic therapy. As expected, this high copy number 
correlated with a relapse and disease progression. No tumor 
DNA or low levels below 60 copies/mL were determined 
for 5 REC patients with measurable tumor DNA at previous 
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visits. 
However, there are also outliers. Thus, in the PRO 

group one patient did not display tumor DNA in plasma 
in one of the 6 personalized assays applied at 6 visits. 
Consecutive tumor tissues of this patient analyzed for 
genomic variants by NGS revealed large intratumoral 
heterogeneity with only 1 of 48 genomic variants of clonal 
origin. Here the authors suggest that in this case genomic 
variants different from those used in the personalized assays 
could be detected in the circulation. Importantly, in another 
PRO group patient with relapse after cystectomy and 
complete remission after systemic therapy, the personalized 
assays failed to detect tumor DNA in plasma 6.5 years after 
surgery. 

In the second task, Birkenkamp-Demtröder analyzed  
101 urine samples by the established NGS-based 
personalized assays. In total, they detected tumor DNA in 
55/57 urine samples from the PRO group patients (96.5%). 
In contrast, only 22/44 samples (50%) of urine samples 
from the REC group patients exhibited tumor DNA. A very 
important output of the study by Birkenkamp-Demtröder is 
that all 6 PRO group patients exhibited high levels of tumor 
DNA and 5 of these patients even displayed >500 copies/mL.  
Importantly high levels of tumor DNA in urine were also 
observed in the two patients without or with only low 
tumor DNA levels in plasma, implying that a combination 
of plasma and urine assays has the potential to improve 
sensitivity and specificity to detect tumor DNA. In one 
PRO group patient, all genomic variants determined in 
the muscle-invasive tumor at the time point of progression 
were already detectable in the initial urine sample 
collected 4 years earlier. In contrast, in plasma samples 
of this patient no tumor DNA could be measured until  
12 months after initial visit, but 7 months later 5/6 genomic 
variants could be identified. Hence, personalized tumor 
DNA determination can provide additional information to 
cystoscopy results already at very early non-invasive tumor 
stages in selected patients. Unexpectedly, two REC group 
patients also showed high copy numbers of tumor DNA in 
urine early in the course of the disease. Here, the authors 
hypothesised that due to the presence of high risk T1 
tumors in these patients a considerable amount of DNA is 
released. After BCG instillation, however, in both patients 
tumor DNA was no longer detectable. Analysing all urine 
samples during the course of disease, PRO group samples 
had significantly higher average copy numbers than REC 
group samples at visits before diagnosis of progression 
to muscle-invasive tumors (1,242 vs. 31 copies/mL).  

More than 80% of the PRO group patients displayed high 
levels of tumor DNA in urine samples several months 
before progression to muscle-invasive disease appeared  
(12–169 months). 

In this retrospective pilot study on 377 samples including 
blood, plasma and urine from 12 patients, Birkenkamp-
Demtröder et al. introduced sensitive and tumor-specific 
assays to early predict recurrences or progression to 
MIBC for patients initially diagnosed with NIMBC. 
To be able to establish these assays they analysed tumor 
tissues and matched germline DNA for genomic variants 
with different NGS methods enabling the detection of 
those variants even in very small tumor clones. Out of 
the 3 tested NGS methods whole exome sequencing has 
crystallized as best suited for standard clinical use. Highly 
tumor specific genomic variants absent in germline DNA 
and preferentially present in two metachronous tumors 
were identified, validated by Sanger sequencing and chosen 
for the development of personalized assays to examine 
plasma and urine samples. Finally, personalized assays 
were designed for sensitive ddPCR on plasma and urine 
samples. The number of these assays was dependent on 
the number of genomic variants identified by NGS. By 
using combinations of different markers as implemented 
in different personalized assays, in future studies higher 
numbers of patients should become eligible for follow up 
analyses using plasma and urine samples.

Since tumor DNA in plasma is supposed to reflect 
tumor burden the failure to detect tumor DNA in plasma 
samples of two patients with progressive disease remains 
unexplained. Heidary et al. also failed to detect adequate 
tumor DNA levels in a plasma sample from a patient 
with metastatic breast cancer who was detected CTC-
positive with more than 100,000 CTC/7.5 mL blood. 
These authors speculated that differences in phagocytosis 
and DNA degradation mechanisms might contribute to 
variable genomic variant-bearing tumor DNA levels (16), 
further emphasizing to the necessity of combining tumor 
DNA analyses with enumeration and characterization of 
CTC. Moreover, future efforts have to be made to find out 
how Ta non-invasive tumors with intact basal membrane 
might release tumor DNA. Here, Birkenkamp-Demtröder 
et al. discuss a contribution of tumor interstitial fluid and 
transcapillary transport of DNA into the circulation (24,25).

Taken together, the pilot study of Birkenkamp-
Demtröder et al. paved the way for the development of 
urgently needed personalized assays for bladder cancer 
surveillance. Clinical validation of the current findings 
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has to be performed in future prospective clinical trials on 
larger cohorts with defined endpoints.

Acknowledgements

None.

Footnote 

Provenance: This is a Guest Commentary commissioned 
by Guest Editor Xiongbing Zu, MD, PhD (Department 
of Urology, Xiangya Hospital, Central South University, 
Changsha, China).
Conflicts of Interest: The authors have no conflicts of interest 
to declare.

Comment on: Birkenkamp-Demtröder K, Nordentoft I, 
Christensen E, et al. Genomic Alterations in Liquid Biopsies 
from Patients with Bladder Cancer. Eur Urol 2016;70:75-82.

References

1. Torre LA, Siegel RL, Ward EM, et al. Global Cancer 
Incidence and Mortality Rates and Trends--An Update. 
Cancer Epidemiol Biomarkers Prev 2016;25:16-27. 

2. Burger M, Catto JW, Dalbagni G, et al. Epidemiology 
and risk factors of urothelial bladder cancer. Eur Urol 
2013;63:234-41. 

3. Babjuk M, Burger M, Zigeuner R, et al. EAU guidelines 
on non-muscle-invasive urothelial carcinoma of the 
bladder: update 2013. Eur Urol 2013;64:639-53. 

4. Knowles MA, Hurst CD. Molecular biology of bladder 
cancer: new insights into pathogenesis and clinical 
diversity. Nat Rev Cancer 2015;15:25-41. 

5. Bell MD, Yafi FA, Brimo F, et al. Prognostic value of 
urinary cytology and other biomarkers for recurrence and 
progression in bladder cancer: a prospective study. World J 
Urol 2016. [Epub ahead of print].

6. Zuiverloon TC, Beukers W, van der Keur KA, et al. 
Combinations of urinary biomarkers for surveillance 
of patients with incident nonmuscle invasive bladder 
cancer: the European FP7 UROMOL project. J Urol 
2013;189:1945-51.

7. Babjuk M. Optimized management in patients with 
bladder cancer. Cent European J Urol 2015;68:15-6. 

8. Svatek RS, Hollenbeck BK, Holmäng S, et al. The 
economics of bladder cancer: costs and considerations of 
caring for this disease. Eur Urol 2014;66:253-62. 

9. Bettegowda C, Sausen M, Leary RJ, et al. Detection of 
circulating tumor DNA in early- and late-stage human 
malignancies. Sci Transl Med 2014;6:224ra24. 

10. Ward DG, Baxter L, Gordon NS, et al. Multiplex 
PCR and Next Generation Sequencing for the Non-
Invasive Detection of Bladder Cancer. PLoS One 
2016;11:e0149756. 

11. Dyrskjøt L, Reinert T, Novoradovsky A, et al. Analysis 
of molecular intra-patient variation and delineation of 
a prognostic 12-gene signature in non-muscle invasive 
bladder cancer; technology transfer from microarrays to 
PCR. Br J Cancer 2012;107:1392-8. 

12. Urquidi V, Netherton M, Gomes-Giacoia E, et al. Urinary 
mRNA biomarker panel for the detection of urothelial 
carcinoma. Oncotarget 2016. [Epub ahead of print].

13. Reinert T, Borre M, Christiansen A, et al. Diagnosis 
of bladder cancer recurrence based on urinary levels 
of EOMES, HOXA9, POU4F2, TWIST1, VIM, and 
ZNF154 hypermethylation. PLoS One 2012;7:e46297.

14. Kumar P, Nandi S, Tan TZ, et al. Highly sensitive and 
specific novel biomarkers for the diagnosis of transitional 
bladder carcinoma. Oncotarget 2015;6:13539-49.

15. Schwarzenbach H, Hoon DS, Pantel K. Cell-free nucleic 
acids as biomarkers in cancer patients. Nat Rev Cancer 
2011;11:426-37.

16. Heidary M, Auer M, Ulz P, et al. The dynamic range of 
circulating tumor DNA in metastatic breast cancer. Breast 
Cancer Res 2014;16:421. 

17. Schwarzenbach H, Pantel K. Circulating DNA 
as biomarker in breast cancer. Breast Cancer Res 
2015;17:136.

18. Alix-Panabières C, Pantel K. Clinical Applications of 
Circulating Tumor Cells and Circulating Tumor DNA as 
Liquid Biopsy. Cancer Discov 2016;6:479-91. 

19. Heitzer E, Ulz P, Geigl JB, et al. Non-invasive detection 
of genome-wide somatic copy number alterations by liquid 
biopsies. Mol Oncol 2016;10:494-502.

20. Rink M, Chun FK, Dahlem R, et al. Prognostic role and 
HER2 expression of circulating tumor cells in peripheral 
blood of patients prior to radical cystectomy: a prospective 
study. Eur Urol 2012;61:810-7. 

21. Soave A, Riethdorf S, Pantel K, et al. Do circulating tumor 
cells have a role in deciding on adjuvant chemotherapy 
after radical cystectomy? Curr Urol Rep 2015;16:46. 

22. Gazzaniga P, de Berardinis E, Raimondi C, et al. 
Circulating tumor cells detection has independent 
prognostic impact in high-risk non-muscle invasive 
bladder cancer. Int J Cancer 2014;135:1978-82. 



Annals of Translational Medicine, Vol 4, No 19 October 2016 Page 5 of 5

© Annals of Translational Medicine. All rights reserved. Ann Transl Med 2016;4(19):379atm.amegroups.com

23. Schramm A, Friedl TW, Schochter F, et al. Therapeutic 
intervention based on circulating tumor cell phenotype in 
metastatic breast cancer: concept of the DETECT study 
program. Arch Gynecol Obstet 2016;293:271-81. 

24. Baronzio G, Schwartz L, Kiselevsky M, et al. Tumor 

interstitial fluid as modulator of cancer inflammation, 
thrombosis, immunity and angiogenesis. Anticancer Res 
2012;32:405-14. 

25. Zhang X, Yuan X, Shi H, et al. Exosomes in cancer: small 
particle, big player. J Hematol Oncol 2015;8:83.

Cite this article as: Riethdorf S, Pantel K. Liquid biopsies 
for surveillance and monitoring treatment response of 
bladder cancer. Ann Transl Med 2016;4(19):379. doi: 10.21037/
atm.2016.08.27


