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Tumor Heterogeneity 
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Uncover the structure 
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Results 
Simulation #1 
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Some more results 
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Interface 



Discussion 

Advantages: 
Simultaneously estimates both the normal cell admixture ratio 
and the tumor heterogeneity 
Fast Decomposition of subclone structure: O(L) iterations 
Provides prior to down-stream analysis (SNP calling, etc…) 

Method independent of CNV caller. 

Structure model is biologically motivated 

Future Direction: 
Validation (looking for collaborators)  
Work with capture data 
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