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Introduction

Late onset Alzheimer's disease (LOAD) is an insidious
neurodegenerative disease responsible for most cases of dementia
in the elderly. Despite being widely studied, the disease still lacks a
clear pathogenesis. However, there is a strong genetic component to
LOAD with 21 disease-risk genetic regions having been identi ed
through genome wide association studies (GWAS) [1]. Due to the
nature of GWAS experimental design, the variants associated through
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e aim of this study was to discover potentially functional causative
splicing variants in the original nine genes highlighted through GWAS
in 2009: CLU, PICALM [15], CR1 [16], ABCA7, BINIMISZIA
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