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Whole genome sequencing of the T-cell acute lymhoblastic leukemia derived from
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We performed whole genome sequencing of the patient of T-cell acute lymphoblastic
leukemia derived from familial platelet disorder. Comparing he and his sister having thrombocytopenia
without leukemia with his healthy father, 785 genes with SNPs and 15 genes with indels were found. There
was no RUNX1 mutation, known as the cause of familial platelet disorder which develops to leukemia, but
SETBP1, whose over-expression mutation was reported to suppress RUNX1 function, had an indel and two
SNPs. Moreover, comparing his normal lymphocytes and his leukemic cells, 150 genes with SNPs and 14 genes
with indels were found. These mutations might _have relation to leukemogenesis. Especially, MTCH2 gene
coding mitochondrial transport protein which is important for apoptosis had the aggregation of mutations.

These genetical findings might be new insights to understand leukemogenesis and familial platelet
disorder.
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