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Supp. Figure 1. Workflow

GWAS | 502,618 UKB participants aged 40-69 years |——> 116,053 excluded due to
sample criteria

| 386,565 UKB independent British participants |

| Discovery GWAS: BOLT-LMM |—> Standard GWAS analysis:
* Manhattan plot
* Independent loci

| Replication GWAS in HRS cohort (9,720 participants) |
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Supp. Figure 2. Selection of number of principal components in GWAS analysis
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Supp. Figure 3. LocusZoom plot of novel genetic variants
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Supp. Figure 4. MAGMA tissue enrichment results
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(A) MAGMA tissue enrichment results based on 30 general tissues from GTEx v8 or (B) MAGMA tissue
enrichment results based on 54 specific tissues from GTEx v8. The vertical dotted line indicates the Bonferroni-
adjusted P-value for significant enrichment.



