
Page 9: [1] Deleted Shantao 5/19/18 6:27 PM 

 
Meanwhile, deconstructSigs is not sensitive to mutation counts. It exhibites 

higher fitted coefficient variance in low mutation counts subsampling.  
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Real cancer mutational profiles are likely noisier than our simulation and exhibit 

highly non-random distribution of signatures. This might explain the performance 

disparity between the simulated and real datasets. 
 

	


