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All manuscripts must include a data availability statement. This statement should provide the following information, where applicable:
- Accession codes, unique identifiers, or web links for publicly available datasets
- A description of any restrictions on data availability

- For clinical datasets or third party data, please ensure that the statement adheres to our policy
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The anonymised summary statistics will be available as open data and upon request. GWAS Catalog accession numbers: GCST90652487 (multi-ancestry),
GCST90652488 (European), GCST90652489 (African). East Asian summary statistics are already publicly available via Biobank Japan, listed in the Data Availability
section.

Keloids affect both men and women, so no gender-based restriction was applied. Each contributing GWAS, including those
performed by the authors in BioVU and eMERGE, included biological sex as a covariate in analyses.

Our data stratification included use of EHR- and self-reported race and ethnicity. We recognize that race and ethnicity are not
ideal substitutes for genetic ancestry. We detail in table 1 whether each data source used race and ethnicity or genetic
ancestry to determine the meta-analysis strata grouping. Non-Hispanic Black individuals were part of the African ancestry
analyses, Non-Hispanic White and Finnish individuals were part of the European ancestry analyses, and Japanese individuals
were part of the East Asian analyses.

Case and control definitions for each data source varied, consisting of ICD billing codes, phecodes, and clinical notes. These
are described in Table 1 and in the methods portion of the paper.

Each data source had its own recruitment method, all previously published. There are both hospital- and community-based
recruitment methods utilized across the data sources. There may be some ascertainment bias due to these varying
recruitment methods, and we have therefore prioritized reporting of results with evidence across multiple datasets.

This research was approved by the Vanderbilt University Medical Center Institutional Review Board.

We report the complete sample size for each data source and combined meta-analyses.

Genetic quality control excluded low quality samples and was performed separately by each data source used. Samples were also excluded if
consent had been revoked, sample was duplicated, or sex concordance checks failed.

Our study was able to replicate other previously reported keloid-associated variants and genes. Replication status for these previous findings
are detailed in Supplementary Table 3. We also conducted replication analyses in an independent dataset, as requested by the reviewers.
Details of this replication analysis can be found in the main text and in Supplementary Table 6.

This is an observational study of associations between genetic variants and keloid scars. Randomization is not required, as case and control
definitions are based on presence or absence of keloids.

Blinding is not relevant to genome-wide association studies or to the subsequent statistical analyses performed in this study.




