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For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and
reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Portfolio guidelines for submitting code & software for further information.
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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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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.

metafor package (v3.0-2) at https://wviechtb.github.io/metafor/

Axiom genotyping algorithm (v1) at https://www.thermofisher.com/is/en/home.html

FUMA at https://fuma.ctglab.nl/

We used version 3.6.3 of R and version 1.2.5042 of RStudio for statistical analyses and graphs and figures.

The GWAS summary statistics for the CTS meta-analysis are available at https://www.decode.com/summarydata/. Other data generated or analyzed in this study
are included in the article and its Supplementary data and information. The study was conducted using the UK Biobank resource under application number 24898
and summary statistics from Finngen for carpal tunnel syndrome was downloaded on May 11th, 2021 from a source available to consortium partners (version 5;
http://r5.finngen.fi).

The sample size was determined by combining all available subjects that had been diagnosed with carpal tunnel syndrome in the four
available datasets.

We excluded variants with imputation information below 0.8 and MAF below 0.01% for quality reasons.

Our study is a meta-analysis of GWAS results for carpal tunnel syndrome where we combined cases and controls from four populations. Thus,
there was no direct replication involved. However, we studied associations of 21 previously reported variants associating in data from the UK,
Finland, and Japan. We studied these associations in a meta-analysis of Icelandic and Danish data, excluding the UK and Finnish dataset to
avoid potential overlap. One of the variants was a rare variant only found in the Finnish dataset and could not be validated. Of the remaining
20 variants, we found support for 19.

No randomizations were used in the study as it is based on a GWAS meta-analysis. The data collected was based on individuals with ICD-10
codes G56.0 in hospital registries. Participation in studies or surveys, particularly genetic studies, is biased toward those wanting to participate
(https://www.biorxiv.org/content/10.1101/2022.02.11.480067v1). Randomizing an already biased sample will have a limited effect.

This is an observational association study and no blinding was required.




