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Investigation of aberrant microRNA expression for smoking-induced
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KEREMRMT 21T o 720 14 miRNA &, in silico IC X 5%/ LEEREDMEMNT. MiieHIaKK O i 2 F
JALAVLER | FE/ SRR ATE TR O FRMT 2 #l Ao TR L, F8BH] 23217 TV % miRNA
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WFZER R OMEEE (J£30) : The pathogenesis of smoking—induced lung carcinogenesis was
explored in terms of alteration of microRNA expression by epigenetic regulation. Genome
structure based screening was used to identify epigenetically silenced tumor suppressive
miRNAs. The DNA methylation of mir—34b can be used as a biomarker for an invasive phenotype

of lung cancer.
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