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Supplementary figure 1. LD in OASI1. Linkage disequilibrium plot stratified by ancestry

for OAS1 gene cluster in Topmed Phewas
https://pheweb.org/UKB-TOPMed/).

database for UK biobank (url
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Supplementary figure 2. LD in FADS1/FADS2. Linkage disequilibrium plot stratified by
ancestry for FADS1/FADS2 gene cluster in Topmed Phewas database.
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Supplementary figure 3. Inflation factors. Genomic inflation factors for the top three
metabolites associated with CNVs in a ) NFBC 1986 b) NFBC 1966



Supplementary table legends

Supplementary table 1. Descriptions of the tables in the multi omic MySQL database for metabolomic signatures
Supplementary table 2. Annotations for the NFBC metabolomic lipid names and categories

Supplementary table 3. CNV genotype association results and inflation factors

Supplementary table 4. Annotations for UK biobank COVID-19 GWAS study names

Supplementary table 5. Genome wide signature comparison of OAS1, LZTFL1, ACSL1 and NFIX

Supplementary table 6. COVID-19 gene descriptions and hallmarks



Data sources and urls

1. COVID 19 GWAS results from GRASP database: (Ref https://www.cell.com/hgg-advances/fulltext/S2666-2477(22)00011-2)

https://grasp.nhlbi.nih.gov/Covid1 9GWASResults.aspx

2. Gene cards: https://www.genecards.org/

3.  NFBC cohort details: https://www.oulu.fi/en/university/faculties-and-units/faculty-medicine/northern-finland-birth-cohorts-and-

arctic-biobank/northern-finland-birth-cohorts

4.  Nightingale metabolomics platform: https://nightingalehealth.com/technology
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