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Analysis of genome structure of relapse/refractory acute leukemia by next
generation sequencing
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This project aim to analyze the change of genome structure of acute leukemia
due to DNA damage induced by irradiation or chemotherapy using next generation sequencing.
Accumulation of somatic mutations due to DNA repair might contribute leukemogenesis or acquired
resistance to chemotherapy through loss of expression of tumor suppressor. We confirmed that
artificially induced site specific DNA double strand break were repaired by various length of
deletion or templated sequence insertion. We analyze 2 sets of human leukemic cell lines and its

daughter clone by whole genome sequencing. We examined several methodology to elute meaningful
sequence reads which contained tumor specific somatic indels.
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Frequent structural variations involving programmed death ligands in Epstein-Barr
virus-associated lymphomas.
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Wilms tumor 1 expression in acute myelogenous leukemia correlates with cytogenetics
or collaborative mutations: Hokkaido Leukemia Net study
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