501,913 UK Biobank participants

Exclusion criteria:
e Participants with prevalent COPD
(N=17,940)
e Participants with prevalent cancer
(N=241)
e Diagnosis of COPD and LC on the
sameday (N=4)
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Step2 Identify multiomics signatures

Genomics Metabolomics Proteomics
dataset dataset dataset
(N=469,072) (N=488,082) (N=52,916)
Discovery Replication
(Born in England) (Born in non-England)

Significantly associated : : &
g8
copD LC

v

Step3 Construct omics-based prediction model
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Inclusion criterion:
e Participants with corresponding
omics data

Step4 Evaluate and compare model performance
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