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Transcriptome analysis of dental follicle cells
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i The dental follicle, which is an ectomesenchymal tissue that surrounds developi
ng tooth germ, contains stem cells and/or progenitor cells of the periodontium. Human dental follicle cell

s (hDFC) have the ability to mineralize under in vitro culture using osteogenic induction medium (OIM). hD
FC have great potential for utilized in regenerative cell therapy.

MicroRNAs (miRNAs) are characterized a class of small non-cording RNAs that mediate the post-transcript
ional regulation of gene expression by binding to partially complementary site 3"-untranscriptional region
s of target mRNAs. miRNA have emerged as key regulators of diverse biological process.

In this study, we performed the gene expression profiles for miRNA and mRNA in hDFC during osteogen

ic differentiation, and analyzed the biological role of the miRNAs during osteogenic differentiation by ex
amining the expression of bioinformatically predicted miRNA target genes.
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