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Abstract

Each one of our cells has a unique genome that results from the accumulation of somatic DNA changes

starting from the zygote and during the entire life, until death. Somatic single nucleotide variants

(sSNVs) virtually label each cell division thus, providing a mosaic of natural markers of cell lineages.

Post-mitotic cells also accumulate somatic mutations but the rates, genomic locations and mechanisms

of somatic mutation vary depending on the tissue and cell type. During my talk, I will show how sSNVs

identified in post-mortem human tissue and subsequently in single-cell genomes, can be exploited to

retrospectively study cell phylogenies, and dissect lineage behaviour at landmark steps of human

development. Furthermore, I will show that human neurons and oligodendrocytes, despite sharing the

same tissue environment for years or decades, accumulate somatic mutations in different ways, which

has important implications for disease predisposition.
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