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Sample size

Data exclusions

Replication

Randomization
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Reporting for specific materials, systems and methods
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material,
system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response.

The data of this single cell RNA sequencing is available in the GEO database with the accessible codes of GSE179633. The code of our program was present in GitHub
(https://github.com/zml314/skin).

The Human reference (GRCh38) dataset required for Cell Ranger is avaliable at https://cf.10xgenomics.com/supp/cell-exp/refdata-gex-GRCh38-2020-A.tar.gz.

We provided messages of gender in supplementary table S1. Totally, we collected 5 skin tissues from male patients and 18
skin tissues from female patients.

We collected the age, sex and other clinical information of all samples in Table S1.

All skin biopsies were collected at the dermatology biopsy center in the Second Xiangya Hospital of Central South University,
Xiangya Hospital of Central South and University and Institute of Dermatology of Chinese Academy of Medical Sciences and
Peking Union Medical College.

Our study was approved by the ethics committee of the Second Xiangya Hospital,Xiangya Hospital of Central South and
Institute of Dermatology of Chinese Academy of Medical Sciences and Peking Union Medical College.

No statistical method was used to predetermine sample size.

We removed low-quality cells whose nFeature_RNA was less than 200 or greater than 5000, percent.mt was more than 20% and
percent.redcell was more than 10%. Due to sequencing bias, there were some other cells involved in the second clustering analysis of a cell
type. To eliminate their interference, we removed these cells before sub-clustering analysis.

All experiments of immunofluorescence staining in our study replicated 3 times.All replications were successful,and the details are provided in
corresponding figure legend.

All skin biopsy tissue samples for single-cell RNA sequence and immunofluorescence staining were collected randomly in this study.

Blinding is not applicable in this study for the reason that there was no specific grouping and intervention.




