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The sequence data that support the findings of this study are available from the European Nucleotide Archive (accession number: ERP116867).

We performed 16S ribosomal RNA gene sequencing on skin microbial samples collected from 52 donors and 22 donors treated with test

solution (St solution) for metagenomic profiling (74 donors total).

no data exclusions

Experimental findings were reliably reproduced as described in manuscript and figure legends.

Clinical measurement with randomization

Blinding was performed

Human epithelial keratinocyte (HEK) and Human dermal fibroblast (HDF) were used in vitro assay

HEK and HDF were purchased from PromoCell (Heidelberg, Germany)

HEK and HDF were negative for mycoplasma contamination

Not applicable




