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Igentifyin? cancer cell evolution from early stages of cancer progression by
single-cell sequencing
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It is important to reveal how cancer is generated and progressed since this leads
to better cancer prevention and treatment. Tumor progression can be viewed as a Darwinian evolution,
where oan fitter cancer cells proliferate more. The simplest way to analyze this process is trace the
genetic changes of single cells along time. We used a mouse model for human colon cancer and extracted
the genomes of 30 single cells at each of the 3 time points along tumor progression. An algorithm to
identify single cell"s variants is necessary for analyzing single cell genomes and we developed such an
algorithm, using single cell sequencing data.
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