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Epigenomic regulation during development of testicular germ cell tumor
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Testicular germ cell tumors (TCGTs) are malignant tumors which show
intratumoral differentiation mimicking normal development. Each histologic subtype of TGCT had a
unique DNA methylation profile, and their DNA methylation profiles were followed a differentiation
process. Seminomas were clearly divided into two groups: Sem2, whose DNA methylation profile
resembled embryonal carcinoma, and Seml, whose did not. DNA hypermethylation occurred significantly
in regions critical for the maintenance of chromosomal stability in Sem2 compared to Seml. Genes
that show different DNA methylation changes in the two groups of seminomas and that may result in
different expression may be useful in diagnosing tumor grade and predicting prognosis of seminoma.
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