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Elucidation of the mechanism of osteoblast fate regulation by single cell
analysis and search for target molecules of novel osteogenesis-promoting agents

Yoshioka, Hirotaka

3,500,000

Transcriptomes were obtained from single osteoblasts in order to follow the
fluctuations in gene expression during osteoblast differentiation and to identify key regulatory
mechanisms that determine the fate of osteoblasts. Machine learning analysis revealed heterogeneity
of osteoblasts, and gene expression profiles during differentiation of osteoblasts into young
osteocytes. We also found osteoblasts that may have retained or reacquired stem/progenitor cell
characteristics. Taken together, the heterogeneity of osteoblasts may underlie the diversity of
their function and developmental fate.
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