
 

Multi-source Survival 

analysis 

  
Ali Faisal 

NIPS PM – 16th Dec.’11 

 



Motivation 

• How can we increase the reliability of putative driver 

genes involved in tumor progression and drug 

resistance? 

• Combination of many different molecular mechanisms 

disrupt cellular pathways and characterize a cancer 

• Modeling these requires genome scale multi-source 

approaches (which is one of the main contributions of 

this work) 

• Specifically our aim is to identify potential regions (or 

biomarkers) that effectively stratify patients in low and 

high survival groups. 

 



Multi-source survival analysis 
 Identify chromosomal regions that have high dependencies among gene-expression, 

methylation and copy number changes,  

 Then form patients groups from the regions 

 Finally check weather the identified genomic aberrations have survival association. 



Results: Survival Associated 

Regions (qvals < 0.05) 

 

 

 

 

 

 

Code available at: http://research.ics.tkk.fi/mi/software/daSAr/ 

http://research.ics.tkk.fi/mi/software/daSAr/

