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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 Research guidelines for submitting code & software for further information.
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Policy information about availability of data

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 list of figures that have associated raw data
- A description of any restrictions on data availability

Field-specific reporting
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Life sciences study design
All studies must disclose on these points even when the disclosure is negative.
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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.

Ingenuity Pathway Analysis (IPA) was performed using commercially available software from QIAGEN Inc. (https://
www.qiagenbioinformatics.com/products/ ingenuitypathway-analysis).

We used R extensively to analyze data and create plots.

No custom codes were created for this project.

The sequence variants from the Icelandic population whole-genome sequence data have been deposited at the European Variant Archive under accession code
PRJEB15197. The GWAS summary statistics and data on the polygenic risk score will be made available at https://www.decode.com/summarydata at the time of
publication. The UK Biobank data can be obtained upon application (https://www.ukbiobank.ac.uk/). The authors declare that the data supporting the findings of
this study are available within the article, its Supplementary Information file, and upon reasonable request.

Data presented in Fig.1, showing the overview of association of the PLT variants with other quantitative traits with respect to the PLT increasing allele, are provided
in Supplementary Data 6.

Data presented in Fig. 2, which shows a network of gene sets identified in the DEPICT analyses, are provided in Supplementary Data 13 and 14.

Data points presented in Fig. 3, showing the PLT variants that affect gene expression, are provided in Supplementary Data 15 and Supplementary Data 2 Note !.

Data points presented in Fig. 4 that shows association of the 284 candidate causal PLT genes with diseases, molecular functions, and physiologic systems are
provided in Supplementary Data 17.

Data presented in Supplementary Figure 1, which shows the Manhattan plot, will be provided in the GWAS Summary Statistics.

Data points presented in Supplementary Figure 2, which shows effects of the 577 PLT variants in Iceland vs. the UK, are provided in Supplementary Data 2.

Data points presented in Supplementary Figure 3, which compares effects of the 577 PLT variants in data including both genotyped and familially imputed
Icelanders and genotyped only Icelanders, are provided in Supplementary Data 23.

PLT GWAS included 536,974 Europeans from Iceland and the UK. Details on the cohorts (PLT and other traits tested) are provided in the
Methods. No sample size calculation was performed as all available individuals were used for the study.

No data were excluded.

We performed GWAS studies in two independent populations and combined the results. We present results for the populations
independently and combined, and success of replication is reported on per-variant basis, both as individual p-values and as heterogeneity of
effects between groups.

No randomization was used and is not relevant within the context of a genome-wide association study.

Not relevant for a genome-wide association study.




