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Epithelial-mesenchymal interaction has critical roles for organ development
including tooth. To identify the molecular mechanism of this interaction, we explored the specific
transcriptional start sites (TSSs) of tooth organs using cap analysis of gene expression (CAGE). We
identified a tooth specific TSS, which codes microRNA-875 (mir875). MiR875 is specifically
expressed in dental mesenchyme during the early stage of tooth development. In this study, we found
that mDP cells transfected with miR875 showed that cell migration toward dental epithelial cells was
significantly induced by miR875 via the PDGF signaling pathway.
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microRNA-875-5p plays critical role for mesenchymal condensation in epithelial-mesenchymal 2020
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Cyclophosphamide, an anti-cancer drug, disrupts tooth germ development by inhibiting epithelial cell proliferation and
differentiation.
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Nephronectin regulates ameloblast differentiation through its RGD domain.
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A tooth specific Lypdl expressed in dental mesenchyme regulates odontoblast differentiation in tooth development.

9 (web )

2020

(Yoshizaki Keigo)

(10507982)




