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Searching for human SCC related gene aberrations by using Gascl knockout mice
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GASC1 encodes a histone demethylase which specifically demethylates lysine
residues (H3K9, H3K36 and H1.4K26) and plays a crucial role in the regulation of gene expression, as
well as heterochromatin formation. Recently, we have found that Gascl-heterozygous mice (Gasclt+/-),
is clearly resistant to chemically induced skin squamous cell carcinoma (SCC), indicating that
Gascl is regulating genefs) involved in susceptibility for SCC. Based on this result, we have
conducted functional analysis of the genes differentially expressed between the skin of Gascl+/- and
wild type mice (WT), to elucidate the roles of those genes in the development and/or progression of
SCC. In the present study, we have found that ZNF618, which showed significantly lower expression
level in Gascl+/- skins than those of WT, has a function to suppress cell migration ability.
Detailed analysis revealed that ZNF618 could be regulated by epithelial-mesenchymal -transfer
related transcription factor ZEB1.
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