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Collation of Cancer Data

Copy Number Analysis
from Sanger Institute

Transcriptomic
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Copy Number
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Sources of Knowledge

Annotation of Cancer Data

 Clinical Annotations of Patients and Samples

International Classification 
of Diseases for Oncology

ICD-O
● Topography
● Morphology

● Type of treatment
● Age of onset
● Gender
● Cell type
● ...

Prepared for any 
type of annotations:
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Raw data processing

Raw data processing

Cancer related genes identif.

Cancer related modules identif.

Combinations

Correlations

Samples

Level 1 data

reads, image intensities, ...

Level 2 data

Region events/signal, probe intensities, ...

Sequencing, Microarrays, ...
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Cancer related genes identification
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Cancer related modules identification
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  Functional Modules
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  Oncogenomic Modules
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Combinations

Raw data processing
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Combinations

Raw data processing
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Functional Modules
Regulatory Modules
Oncogenomic Modules
...

Biological modules

Analysis at different levels
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Gene Search

Search for a gene 
of interest and 
have a wide view 
of the implication 
of this gene in 
cancer

Combine 
experiments

Choose a group of 
experiments and 
combine the statistics 
to obtain combined 
significant genes and 
modules

Cancer 
Gene 

Prioritization

Prioritize a list of 
candidate genes 
based on CGPrio 
probabilities and 
oncogenomic 
alterations

Analyze 
your modules

Load your own 
modules and find out 
if they are enriched 
for genes 
significantly altered 
in different cancer 
types

Search for a cancer 
type of interest and 
discover the most 
significant altered 
genes and modules

Tumor type 
search

Search for a 
experiment and 
identify the most 
significant genes 
and modules 
altered

Experiment 
search

Discovery tool for cancer research



  



  



  



  



  



  

Prototype



  

Table view Genome view

Details view



  

Concluding remarks

● IntOGen is a novel framework for Oncogenomics data 
integration and analysis

● It integrates many tumor types and different types of 
alterations in a common framework

● It explores the data at different levels, from individual 
experiments to combinations of experiments, and from 
individual genes to biological modules

● The system is updatable, flexible and extensible

● It incorporates an intuitive web system designed to be a 
discovery tool for cancer researchers (www.intogen.org)

● It will allow to store, analyze and visualize data coming 
from next generation sequencing technologies
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