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Comprehensive functional analysis of epigenetics-related genetic alterations in
lymphoid malignancies

Koya, Jun
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I performed CRISPR library screening to elucidate the contribution of
epigenetics-related genetic abnormalities to the development of malignant lymphoma in vivo. Bone
marrow transplantation assay using lymphoma-related library identified novel epigenetics-related
genes whose deletion cause malignant lymphoma. Furthermore, by combining with immune-checkpoint
abnormality, the incidence of malignant lymphoma caused by epigenetics-related gene alteration was
increased. This study developed novel screening method and clarified the actual driver
epigenetics-related gene alterations for lymphoma development in vivo.
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