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Elucidation of the pathogenesis of adult T-cell leukemia using chromatin
structural data at various levels of hematopoietic differentiation

Tanaka, Azusa
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Human T-cell leukemia virus tyﬁe 1 (HTLV-1) causes adult T-cell
leukemia-lymphoma (ATL). The leukemic cells typically have a CD4+ memory T cell phenotype, but the
mechanisms underlying this process are not presently understood. To clarify the mechanism of
leukemia development, we focused on the chromatin structure, which is a central mechanism of cell
regulation, and investigated the characteristics of ATL cells. We first developed a method for
comparative analysis between samples. Next, we analyzed the chromatin accessibility landscape of
HTLV-1-infected cells from ATL cases by comparing the ATAC-seq data with those from 13 types of
hematopoietic cells from healthy donors using this method. It was found that in some cases, although
ATL is a T-cell leukemia, the chromatin structure resembled to that of myeloid cells, suggesting
the possibility of the existence of "T-cell leukemia cells with traits similar to those of myeloid
cells”.
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