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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

Human research participants
Policy information about studies involving human research participants and Sex and Gender in Research. 
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Population characteristics
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Ethics oversight

Note that full information on the approval of the study protocol must also be provided in the manuscript.
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Life sciences study design
All studies must disclose on these points even when the disclosure is negative.

Sample size

Data exclusions

The individual-level data are available under restricted access for legal and ethical reasons; access can be obtained by application (please see https://
www.finngen.fi/en/access_results for more details; access to FinnGen GWAS summary statistics can be applied by this online form; access to individual-level data
and genotype data is managed by the Finnish Biobank Cooperative at the Fingenious portal).

The genome-wide association data generated in this study (META-2) have been deposited in the NHGRI-EBI GWAS Catalog database. The results of META-1 (UL
associations limited to the top 10,000 variants from the previous study) are provided in the Supplementary Data. The summary-level data other than the genetic
associations generated in this study are provided in the Supplementary Information.

The genome-wide data from the previous UL-GWAS by Gallagher et al. used in this study are available in the NHGRI-EBI GWAS Catalog database under accession
code GCST009158. The genome-wide data of the 20 metabolic and anthropometric traits used in calculating genetic correlations and causal inferences are available
at the MRC-IEU GWAS database (the trait-specific data can be extracted using the trait IDs listed in Table S16).

Uterine leiomyomata are tumours of female genital tract and, thus, our analyses are limited to female sex only. This has been
reported in multiple parts of the manuscript text.

Cases were required to have an entry of ICD-10: D25, ICD-9: 218, or ICD-8: 21899, and participants who had no records of
these entries were deemed as controls. The mean age at the diagnosis was 46.8 years. Additional phenotype information
(e.g. BMI) is not available for most FinnGen participants.

We have used registry-based data from FinnGen: the FinnGen project utilizes genome information from a nationwide
network of Finnish biobanks that are linked with digital health records from national hospital discharge (available from 1968),
death (1969-), cancer (1953-), and medication reimbursement (1995-) registries.

The Coordinating Ethics Committee of the Hospital District of Helsinki and Uusimaa (Helsingin ja Uudenmaan
Sairaanhoitopiiri, HUS) approved the FinnGen study protocol Nr HUS/990/2017. The FinnGen study is approved by Finnish
Institute for Health and Welfare (Terveyden ja hyvinvoinnin laitos, THL), approval number THL/2031/6.02.00/2017,
amendments THL/1101/5.05.00/2017, THL/341/6.02.00/2018, THL/2222/6.02.00/2018, THL/283/6.02.00/2019,
THL/1721/5.05.00/2019, Digital and population data service agency VRK43431/2017-3, VRK/6909/2018-3, VRK/4415/2019-3
the Social Insurance Institution (Kansaneläkelaitos, KELA) KELA 58/522/2017, KELA 131/522/2018, KELA 70/522/2019, KELA
98/522/2019, and Statistics Finland TK-53-1041-17. The Biobank Access Decisions for FinnGen samples and data utilized in
FinnGen Data Freeze 5 include: THL Biobank BB2017_55, BB2017_111, BB2018_19, BB_2018_34, BB_2018_67, BB2018_71,
BB2019_7, BB2019_8, BB2019_26, Finnish Red Cross Blood Service Biobank 7.12.2017, Helsinki Biobank HUS/359/2017, Auria
Biobank AB17-5154, Biobank Borealis of Northern Finland_2017_1013, Biobank of Eastern Finland 1186/2018, Finnish
Clinical Biobank Tampere MH0004, Central Finland Biobank 1-2017, and Terveystalo Biobank STB 2018001.

We used the maximal sample size available for our study. The case figure was nearly doubled in our study compared with the previous UL
GWAS and, thus, we had more power to detect novel loci.

In FinnGen, sample quality control (QC) was performed to exclude individuals with high genotype missingness (>5%), ambiguous gender,
excess heterozygosity (4SD) and non-Finnish ancestry. Regarding variant QC, all variants with low Hardy-Weinberg equilibrium (HWE) p-value




