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Abstract 

Progress in next-generation sequencing provides unprecedented opportunities to fully 

characterize the spectrum of somatic mutations of cancer genomes. Given the large number of 

somatic mutations identified by such technologies, the prioritization of cancer-driving events 30 

Page 1 of 30



Download	English	Version:

https://daneshyari.com/en/article/10899478

Download	Persian	Version:

https://daneshyari.com/article/10899478

Daneshyari.com

https://daneshyari.com/en/article/10899478
https://daneshyari.com/article/10899478
https://daneshyari.com/

