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Abstract: A cancer initiates, grows and metastasizes over time and space. It often involves dynamic,
genotypical and phenotypical evolution and interaction of millions of cells, belonging to hundreds of cell types.
Successful cancer prevention and treatment require quantitative approaches that can identify key factors that
are causal to cancer evolution and can be therapeutically intervened. Achieving such a goal has been
challenging, due partly to limitations in data collection, analysis and interpretation. In this talk, | will highlight
ongoing efforts that involve various aspects of experimental design, application of high-throughput
multiomics technologies such as single-cell DNA, RNA and ATAC sequencing, and statistical computational
approaches to tackle such an important challenge.
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treatment.




