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Deep sequence analysis of treatment resistance in glioblastoma

HIDE, Takuichiro
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To identify gene mutations on treatment resistance and recurrence, deep
sequence analysis was done. Comparing to primary tumor, mutations were generally accumulate in
recurrent tumor, however, some mutations were disappeared in recurrent tumors. These results
suggested that recurrent tumors were not always same to primary tumors. This spatio-temporal
hfteg?geneity is regarded as the cause of resistance for chemo-radiotherapy and recurrence of
glioblastoma.
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