
Risk and Treatment Response Calculation
for Cancer Patients

From uPA/PAI-1 Determination to Advanced Genetic Tests for Personal Risk Cal-
culation, Assessment of the Personal Benefit from Chemotherapy, and Prediction 

of Response to Endocrine Treatment and Chemotherapy. 



The founding idea of the Center for Molecular On-
copathology (CMOP) was to develop and imple-
ment molecular methodologies to essentially 
assist clinical oncologists and their patients in 
selecting the appropriate cancer therapy based 
on individual tumor biology. Today, CMOP can of-
fer a comprehensive range of tests for an abun-
dance of malignant diseases focusing on risk pre-
diction, mutation profiling for targeted therapies, 
prediction of response to endocrine treatments 
and inhibition of growth factor pathways as well 
as reliable prediction of chemosensitivity. 
Of utmost significance for node-negative cancer 
patients is the question of the personal need for 
chemotherapy. The portfolio of CMOP includes 
three different tests which can help to answer the 
question.  For node-negative breast cancer pa-
tients the FEMTELLE© test is available, measur-
ing the levels of uPA/PAI-1 by ELISA technique. 
As can be seen in the Figure below more than half 
of breast cancer patients classified as showing 
an intermediate risk according to standard cat-
egories do not benefit from chemotherapy. 

A serious disadvantage of the test is the need for 
fresh or frozen tumor tissue. 
Free of this substantial drawback is the En-
doPredict© test. The test works with formalin-
fixed paraffin-embedded (FFPE) tissue prepared 
on a routine basis. The scope of application for 
this test is primary breast cancer, too. However, 
besides node-negative disease only the valid-
ity range of EndoPredict© includes node-positive 
stages. Principal analytical basis of the test is the 
quantitative mRNA determination of a small se-
lection of 8 proliferation and hormone-receptor 
associated genes by real-time PCR. The primary 

focus of EndoPredict© is ER (estrogen receptor al-
pha) positive, HER2/neu negative primary breast 
cancer with 0 to 3 positive axillary lymph nodes.  
A distinct feature of CMOP is its integrated so-
lution for massive-parallel pan-genomic gene 
expression analysis (CGEplus). CGEplus is based 

on comprehensive gene expression 
analysis by chip technology com-
prising 44 000 DNA probes mea-
suring the activity of all human 
genes complemented by inter-
nal quality control probes. The 
suffix <<plus>> indicates that 
expression of selected genes 
(not meaningfully to examine 
by CGE) is determined by immu-
nohistochemistry. CGEplus can be 
applied universally to all malignan-
cies. The clinical meaningfulness and 
interpretability of the CGEplus data depends 
essentially on CMOPs proprietary OncoDataBase 
(ODB). ODB comprises several thousands of can-
cer patients (mainly breast cancer) with a follow-
up period of up to 15 years. Risk calculations of 
CMOP patients are primarily based on ODB. CGE 
database is a new component of ODB and is es-
sential for the interpretation of CGE chip data.



CGEplus opens up a world of exciting information 
on tumor biology. The test opens up access to a 

wealth of published knowledge applicable to 
the personal disease. Multiple clinically rel-

evant facets can be extracted from the data. 
In breast cancer patients, for example, ge-
netic fingerprints are used for determina-
tion of the important intrinsic phenotype.

CGEplus profiling scans the region on chromosome 
17 and identifies and measures the extension of 
HER2/neu amplicons.

CGEplus offers reliable information about prolifera-
tive activity, risk of recurrence, and predicts response 
to endocrine treatment and various chemotherapy 
regimens, as for example neoadjuvant treatment 
with epirubicin / cyclophosphamide (EC) chemother-
apy. 
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