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Fundamental study of periodontal tissue regeneration by functionalized designer
self-assembling peptide hydrogels
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In vivo, we created a periodontal tissue defect model in the mesial region
of a rat maxillary molar, and mainly performed tissue sectioning.
In vitro, we mainly investigated the cell migration into the gel of the functional motif. There
were significant cell migrations into the functionalized peptide PRG.
In addition, the PRG group, which is a functional motif-modified SAP hydrogel, tended to have higher
expression levels of 28 genes involved in cell adhesion, cell proliferation, and matrix
mineralization compared to the RADAL6 group.
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