
BioSignature  

Discoverer 

BioSignature Discover is a complete statis-

tical analysis pipeline for performing fea-

ture selection, identifying and interpreting 

predictive or diagnostic signatures in mo-

lecular data.  

Find which genes best prognose Alz-

heimer, which metabolites best predict 

crop quality, or which gene expressions 

best predict cancer survival reliably, fast, 

easy. 

Get Insight 

The quantities that participate in the sig-

natures provide insight into the mecha-

nisms that determine the outcome. The 

rest of the quantities are either irrelevant 

or superfluous. 

No Expertise Required 

Discoverer targets non-expert analysts. 

Load your data, click, get results. We’ve 

encoded our decades-long biomedical da-

ta analysis expertise inside the Discoverer 

along with proprietary novel algorithms.  

 
Finding molecular 

signatures is a few clicks 

away 

Fully integrated with the     

CLC bio Workbench    

Ready-to-Publish Results 

Discoverer outputs all metrics and infor-

mation required to interpret the signatures 

and everything you need for a scientific or 

technical publication (p-values, confidence 

intervals, effect sizes) 

Efficient 

Your data measures hundreds of thou-

sands of quantities? No problem. Discover-

er scales up to large problem sizes. 

1) Select your data, 
either Samples or 
an Experiment... 

2) Choose between: 
Classification 
Regression 
Time-to-event analysis 

3) Get your 
results! 



Distributed by: 

BioSignature  Discoverer  
is released in three different versions (Basic, 
Professional and Full) with increasing level 
of functionalities, in order to better match 
the requirements of different users. 
 
A trial version is also available for evalua-
tion purposes. The trial is fully functional, 
even though only for problems up to 50 
samples and 50 measured quantities. 

System Requirements:  

 A licensed (Main or Genomic) CLCbio Workbench 
 The amount of required memory depends on the 

number of samples and measurements con-
tained in the data set. However, we recommend 
a minimum of 1 GB RAM. 

Developed By: 

Gnosis Data Analysis PC is a young and agile com-

pany, funded in cooperation with the University of 

Crete, and active in the fields of Machine Learning, 

Artificial Intelligence and Bioinformatics. 

The Company Mission is to empower research-

oriented companies and institutions with state-of-

the-art data analysis solutions and services, thus 

contributing to progress science and disseminate 

knowledge. 
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Functionalities across plugin versions 

Discover the most  
predictive signatures,  
and assess the relevance of each in-
cluded element 

Estimate the predictive performance 
that the signature would achieve on 

an external validation set 

Check how the 
model fits the 
data by comparing several diagnostic 
plots  


