Table 4: Prediction of AD and amyloid deposition risk with pathway-

specific PRSs
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Legend: 15t column-name of pathways that were analysed, 24 column- number of genes in each
pathway, PRS pathways-specific effect sizes with p-values and p-values (no APOE region) of the

models are presented in columns 3- 8 for AD vs controls and amyloid deposition status.






