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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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- 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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FUMA is a platform that can be used to annotate, prioritize, visualize and interpret GWAS results and is available at https://fuma.ctglab.nl/.

No custom code was written for this study.

The GWAS results from this study are deposited at https://www.decode.com/summarydata/.

GWAS summary statistics from Finland are restricted to researchers representing the consortium partners and were downloaded from https://rf.finngen.fi

Other data generated or analyzed during this study are included in Supplementary Data.

The sample size was determined by combining with Icelandic data from GWAS's of the back pain phenotypes of interest to the study, GWAS
data from three other cohorts where cases with IDD and and dorsalgia were available. We sought data from the largest datasets with
comparable data to the Icelandic GWASs and with participants of European descent. In addition to the Icelandic dataset, we analyzed data
from the UK Biobank, Denmark and Finnland, resulting in total in 119,110 dorsalgia cases vs 909,847 controls and 58,854 IDD cases vs 922,958
controls. Thus, this is the largest GWAS meta-analysis of these back pain phenotypes to date.

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

Our study is a meta-analysis of GWAS studies with no direct replication. However, we studied associations of previously published variants
associating in UK data with self-reported back pain (Freidin, M.B. et al. (2019) Insight into the genetic architecture of back pain and its risk
factors from a study of 509,000 individuals. Pain 160, 1361-1373). We studied these reported variants in IDD and Dorsalgia meta-analyses of
Icelandic, Danish and Finnish data, excluding the UKB dataset to avoid potential data overlap. Furthermore, we meta-analyzed GWASs of the
severest IDD cases who required surgical interventions, from the three cohorts where this data was available: Iceland, UK Biobank and
Denmark (9,188 cases and 780,323 controls).

No randomizations were used in this study as it is based on GWAS meta-analyses.

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




