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Genome-wide methylation study in intracranial germ cell tumors

Shintaro, Fukushima
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To elucidate the pathogenesis of intracranial germ cell tumors (iGCTs), we are
going to execute a comprehensive genomic analysis by multi-institusional study. We used genomic DNA
extracted from each frozen samples of 25 germinomas, 36 non-germinomatous GCTs (NGGCTS%, and 6 normal
tissues. A genome-wide methylation status was analyzed using HumanMethylation450 BeadChip (Illumina@).
Germinomas were characterized by a global DNA hypomethylation in comparison to NGGCTs and normal tissues,
which suggested germinomas originate from primordial germ cell showing a global hypomethylation during
mammalian embryogenesis.
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Supplemental figure

Typical cancer cells
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GCT58: mTOR mutation (c.6725A>G,
p.2242H>R)
GCT51: CBL mutation (1VS8-2A>G)

(supplemental figure)



(germ cell theory) [Teilum
G, Acta pathol, 1956]

[Tan C, et al. J Pathol, 2013]
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[Kobayashi H et al. Genome Res, 2013]
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