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Multi-omics profiling reveals unique features of multipotent mesenchymal stromal
cells from oral and maxillofacial tissue transcriptomes
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Multipotent mesenchymal stromal cells (MSCs) are attractive candidates for
therapeutic clinical applications. Although the minimum criteria for defining MSCs have been
defined, their characteristics are known to vary depending on their tissue of origin. Here, we show
variation in transcriptome profiles of human MSCs derived from several anatomical locations such as
the jaw bone, and iliac bone. We analyzed RNA-sequencing and ChlP-seq data of several MSC types and
found that those from tissues of the maxillofacial region were HOX-negative, while those from other
tissues were HOX-positive. We also identified the genes strongly expressed in maxillofacial
tissue-derived MSCs were involved in the craniofacial development. Although stromal cells from
different anatomical sources are generally categorized as MSCs, their differentiation potential and
biological functions vary. We suggested that MSCs may retain a memory of the developmental process,
including gene expression profiles.
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Wholle transcriptome analysis of MSCs derived from different types of tissue reveals

unique profil

es.
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