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new therapeutic target molecules for malignant melanoma focusing on epigenomic
information

Yamamoto, Yosuke
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In clinical samples of patients with malignant melanoma, the group of
patients was stratified by focusing on aberrant DNA methylation of genes and correlated with
clinical symptoms. Genetic abnormalities correlating with these stratifications were also
identified. Functional analysis of malignant melanoma cell lines revealed that knockdown of certain
genes increased cell proliferation and invasiveness. These findings suggest that the expression of
specific genes may be decreased due to abnormal DNA methylation, which may be involved in tumor

growth.
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