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1. Select top 5000 markers based on the minimum of 
GWAS-NR APL P-values and GWAS-NR HAPL P-values.

2. Define linkage disequilibrium (LD) blocks and 
calculate combined p-value for each block.

1535 significant LD blocks.

Identify RefSeq genes overlapping significant blocks

Functional annotation using 

DAVID analysis and literature review

Significant gene functional categories

431 genes overlap the significant blocks

429 genes nearest to significant blocks
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