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Discovering novel genetic alterations in highly complicated genetic regions of
pediatric brain tumors

Suzuki, Hiromichi
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In this project, we have discovered new genetic abnormalities in
medulloblastoma. Medulloblastomas are classified into four subgroups, but it was previously unclear
how Group 3 and Group 4 medulloblastomas develop. We have revealed that neural progenitor cells at
the developmental stage of the rhombic lip, which becomes part of the cerebellum in the future,
acquire abnormalities in the core-binding factor alpha (CBFA) complex, leading to the cessation of
neural differentiation and consequently the development of medulloblastoma. Furthermore, a method
has been developed to analyze parts of the cancer genome that are difficult to analyze.
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