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We aimed to identify epigenetic alterations that are associated with the
development of TSA. The Infinium HumanMethylation450 (HWM450) BeadChip array analysis identified that
SMOC1 gene was frequently methylated in TSAs. RT-PCR revealed that SMOC1 is abundantly expressed in
normal colon and SSA/Ps, but is significantly downregulated in TSAs. Immunohistochemical analysis
showed that SMOC1 was expressed in the epithelium of normal colonic tissues and SSA/Ps, but that
expression is significantly reduced in TSAs.Methylation of SMOC1 is associated with TSA development
but is rarely observed in SSA/Ps. Immunohistochemical analysis of SMOC1 may be a useful marker to
discriminate between SSA/Ps and TSAs. Our data suggests SMOC1 methylation may play a role in the

neoplastic pathways arising in TSAs.
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