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Table S1. Top 50 high-scoring SNPs that interact with SNP rs7412 in the APOE gene.

SNP Associated Gene IBMS IBMS
Rank Interaction Score

rs7079348 C10orf11 2 -833.573
rs901104 GAB2 53 -840.323
rs4291702 GAB2 73 -841.509
rs7115850 GAB2 25 -841.760
rs4945261 GAB2 8 -841.840
rs2510038 GAB2 39 -841.869
rs7749836 LPA 124 -844.023
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Figure S1. Power of IBMS, BOOST, and BEAM interaction methods. For each sample size (i.e., 1600, 800 and 400), 70 penetrance
functions, two MAF values, and seven H values were examined. Then, the highest scoring interactions were examined using IBMS,

BOOST, and BEAM.
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