Table S2. A total of 300 candidate genes showing an association with AD at Ps+ < 0.01

gene symbol gene |ID SetSize P PBH P bon
MLKL 197259 6 2.09E-06 0.010 0.010
DNAHSE 1769 13 1.87E-05 0.030 0.092
TTN 7273 88 2.38E-05 0.030 0.117
TRPM1 4308 6 2.75E-05 0.030 0.135
SH3RFZ 153769 8 3.10E-05 0.030 0.152
OSBPLS 114879 2 4.71E-05 0.039 0.232
LRBA 987 8 6.22E-05 0.039 0.306
GLCCI1 113263 2 6.71E-05 0.039 0.330
FAMI13A 10144 3 7.23E-05 0.039 0.355
RASGRFZ 5924 3 0.0001 0.049 0.494
PDS5F 23047 2 0.0001 0.060 0.666
ZYG11A 440590 4 0.0001 0.060 0.737
PRSS57 400668 3 0.0002 0.060 0.799
SBF2 81846 4 0.0002 0.060 0.841
PPFIA4 8497 5 0.0002 0.060 0.972
SAMDIL 219285 5 0.0002 0.060 0.972
FARPI 10160 4 0.0002 0.060 1
SHE 126669 2 0.0002 0.060 1
ARAP3 64411 3 0.0002 0.060 1
PLEKHGS3 26030 4 0.0002 0.060 1
DNAHI11 8701 26 0.0003 0.060 1
OR51G1 79324 6 0.0003 0.060 1
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P: genome-wide gene-based burden testing on coding rare variants.

PBH: Benjamini-Hochberg (BH) corrected P.

Poon: Bonferroni-corrected ~.



