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Region data representation for GWAS Catalog and FinnGen
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Figure 1: Transformation of region data of GWAS Catalog into the Genomic Data Model format. Each attribute is
coupled with an example value; the color orange represents values that are modified, while the light blue represents
unchanged values. Please note that in this diagram are reported only some relevant region attributes of GWAS
Catalog; for the full list refer to Additional File 1.
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Figure 2: Transformation of region data of FinnGen into the Genomic Data Model format. The notation is the same
of Figure 1. In this figure are reported only some relevant region attributes of FinnGen, for the full list, refer to
Additional File 2.
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Figure 3: Correspondences between the region attributes of two considered GWAS data sources.



