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Correction of the linear-time alogorithm for the 
Copy Number Transformation Problem 

Dun-Siang Yang* Tsung-Yi Yang* Wei-Hua Hsieh* 

Abstract 

Schwarz et al. set the distance between copy number profiles to explore the 
gap between normal genome and tumor genome. They proposed the MEDICC 
algorithm for calculating distance[2], but did not analyze its complexity. 
However, in some cases, MEDICC would be exponential time. After that, 
Zeira et al. proposed a linear time algorithm [1], but we found the process that 
leading out the result has something wrong. So we propose a new algorithm 
and make some changes to the original method. 

Keywords: Cancer, Genome rearrangement, Copy number profile 
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