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Analysis of lymphoma development through epigenetic dysregulation associated with
reduced Tet2 function
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TET2 gene, which encodes an enzyme that converts methylcytosine to
hydroxymethylcytosine, plays an important role for epigenetic regulation. TET2 gene mutation has been
frequently found in a part of T-cell lymphomas as well as myeloid malignancies. We analyzed Tet2
knockdown mice and revealed that they developed T-cell lymphomas with follicular helper T-cell like
features. Upregulation of Bcl6 expression through epigenetic dysregulation was associated with mechanism
for lymphoma development. We guess that the similar mechanism exists in human T-cell lymphoma.
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BCL6 locus is hypermethylated in
human peripheral T-cell lymphomas.
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