Supplementary material

Supplementary Table 1 - SNPs found associated with LOAD by GWAS assessing >1500 cases and >1500 controls
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(3" of

MS4A4E)
MS4A6A rs610932 mrna-utr
coding non-
rs3752246 synonymous Yes
ABCA7
G1527A
rs3764650 intron Yes
rs11136000 intron
CLU
rs1532278 intron
CD2AP rs9349407 intron
locus region
EPHA1 rs11767557 (5' of
EPHA1)
CD33 rs3865444 locus region

In bold are represented the SNPs used in the present study to assess the LD with common coding variability in the respective genes.
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