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%iggle;cell RNA sequencing in keloid tissue to understand the mecanism of
ibrosis
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The mechanisms of keloid pathogenesis and fibrosis development remain to be
completely elucidated. Cell-cell interactions in the tissue microenvironment (TME) are associated
with the pathogenesis of keloids. In this study, we performed single-nucleus RNA sequencing of
patients with resected keloid lesions to analyze cellular heterogeneity and cell-cell interactions
in TME. The results showed that more fibroblasts, keratinocytes and mast cells were detected in
keloid lesions than in non-keloid lesions. In addition, we calculated that the fibroblast subtype,
which is characteristic of keloid areas, interacts more frequently with keratinocytes and mast
cells. Therefore, we found that the interaction between fibroblasts and keratinocytes or mast cells
may be related to the pathological progression of the keloid disease.
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