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Revealing cancer-cell evolution and intra-tumor heterogeneity by single-cell
genome and transcriptome analysis
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To reveal heterogeneity dynamics of caner, we sampled single cells in a
colorectal cancer mouse model right before, and 1 and 3 months after transplantation, and then used
Cl to seguence both single-cell exome and transcriptome. We revealed that the heterogeneity of DNA
decreased after transplantation, whereas that of RNA increased. This heterogeneity increase
corresponded to the newly generated subpopulations of cancer cells. They had distinct features in
markers such as cell proliferation, epithelial-mesenchymal transformation, and stem cell, and we
revealed the dynamics of the feature change. We also found associations with metastatic colonization

and a certain clinical factor.
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