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Exome analysis of glioma malignant transformation mutation and development of
differentiation method by blood secretory vesicle analysis

Minoshima, Shinsei

3,600,000

1DH1

FPVD CosmIC 64
94 TP53 PDGFRA

IDH1,2 100 23
1DH1 R132 1 1DH2 R172

This study aimed to find out the genetic changes associated with malignant
transformation of low-grade glioma. The main analysis target was a case in which malignancy was
transformed with a favorable prognosis marker IDHL mutation. Whole exome sequencing was performed on

the pre / post malignant tumor samples and blood of this case. Since it was assumed that the tumor
homogeneity of the sample was low by the preliminary examination, it was analyzed by the high power
FPVD method, and 64 gene 94 mutations were extracted based on non-synonymous base change / post
malignant transformation sample specific / COSMIC cancer mutation information as index. Among
high-frequency mutation genes of brain tumors, mutations of TP53 and PDGFRA were found in samples

after malignant transformation. We also conducted basic research on genes and proteins contained in
blood secretory membrane vesicles.
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