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Identification of miRNAs involved in the premalignant lesions in
gastrointestinal tract and their malignant transformation
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We performed comprehensive gene expression analysis of miRNA / mRNA using
nonpapillary duodenal epithelial tumors. Gene ontology analysis showed that the expression of the
target genes of miR-135b, which was significantly expressed in tumors, was decreased, and that it
was associated with the APC gene and Wnt pathway. Indeed, immunostaining using resected specimens
showed high expression level of miR-135b and abnormal accumulation of (3 -catenin. And APC gene
mutation was rarely observed in the tumors. The induction of miR-135b expression decreased the
expression of APC protein. These results suggested that upregulation of miR-135b may inhibit APC
protein expression, leading tumorigenesis through upregulation of Wnt pathway signaling in
nonpapillary duodenal epithelial tumors.
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