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It has come to our attention that in the Results and Discussion of the above article, we 

neglected to cite Davoli et al. (2013). This paper identified several of the cancer driver genes 

we mentioned in our paper and provided estimates of the number of genes under positive 

selection in cancer. The text and references in the online version of our paper have been 

corrected accordingly. We apologize for the omission and any inconvenience it may have 

caused to the scientific community.
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