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We performed gene expression analyses in HTLV-1-infected individuals and

demonstrated that the fundamental properties underlying ATL cells are formed in the HTLV-1 carriers.
We also showed that Tax causes genome-wide changes in the epigenetic properties of host cells,
indicating that epigenomic characteristics essential for tumorigenesis are established early in the
development of tumor cells. Furthermore, we showed that infected cells undergo a process of clonal
evolution into tumor cells by gradually acquiring genetic mutations during a long-term latent period
(Nat Commun 2021). Furthermore, we demonstrated that an abnormal pattern of EZH1/2-dependent
H3K27me3 formed in infected cells is critical in tumorigenesis. The development of a novel EZH1/2
inhibitor targeting this epigenomic abnormality was successfully achieved (Nature 2024).
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