
Next‐generaƟon sequencing (NGS) technologies have enabled the sequencing of many cancer genomes. Recent studies of tumor sam‐
ples have shown that most tumors exhibit extensive intra‐tumor heterogeneity, with mulƟple subpopulaƟons of tumor cells containing 
different somaƟc mutaƟons. In this talk, I will discuss several recent computaƟonal methods for the purpose of characterizing intra‐
tumor heterogeneity. In parƟcular, I will present novel algorithms for inferring clonal evoluƟon and reconstrucƟng tumor phylogenies 
from single or mulƟple NGS samples. 
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