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Extensive genetic analysis of nodal cytotoxic T-cell lymphoma

Kato, Seiichi

3,200,000
EBV T EBV+ nPTCL)
EBV+ nPTCL22 TET2 DNMT3A RHOA G17V 68 32 9
TET2 4 3
TET2/DNMT3A TET2/DNMT3A clonal
haematopoiesis 63% EBV
EBV T EBV+ nPTCL
EBV+ nPTCL clonal
hematopoiesis EBV
1 EBV PD-L1
EBV+ nPTCL

EBV+ nodal T- and NK-cell lymphoma (EBV+ nPTCL) is a T-cell lymphoma that
presents as a primary nodal disease with T-cell phenotype and EBV harboring on tumor cells. In this
study, whole-exome and/or genome sequencing was performed on 22 cases of EBV+ nPTCL. TET2 (68%) and
DNMT3A (32%) were observed to be the most frequently mutated genes. The RHOA G17V mutation was
identified in two patients. In four patients with TET2/DNMT3A alterations, bone marrow [BM] or
spleen were available as paired normal samples. Three out of these four cases had at least one
identical TET2/DNMT3A mutation in the BM or spleen. Additionally, the whole part of the EBV genome
was sequenced and structural variations were found frequent among the EBV genomes (63%). Overall,
the frequent TET2 and DNMT3A mutations in EBV+ nPTCL seem to be closely associated with clonal
hematopoiesis and, together with the EBV genome deletions, may contribute to the pathogenesis of
this intractable lymphoma.
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