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Analyses of candidate genes with multi-step DNA methylation alterations in lung
cancer
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Lung cancer is the leading cause of cancer-related death worldwide. It is known
that epigenetic changes contribute to human carcinogenesis. We examined candidate genes which were
obtained from genome-wide DNA methylation analysis. mRNA expression of PTPRH, one of the candidate genes,
were upregulated in non-small cell lung cancer tissues compared with non-cancerous lung tissues and
inversly correlated with DNA methylation levels in a cohort of lung adenocarcinoma patients.
DNA-demethylating treatment of cell lines restored mRNA
PTPRH expression levels, suggesting that PTPRH gene expression was regulated by DNA hypomethylation.
Furthermore, we identified the DNA methylation status of PTPRH as a novel prognostic factor for lung
adenocarcinoma.
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Kaplan-Meier survival curves of patients with
PTPRH hypermethylation (>0.782 at CpG_9.10) and hypomethylation (<0.782)
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