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Supplementary Data: Genome-wide association study summary statistics
Please find the results of our genome-wide association study in the attached Excel spreadsheet. These are the results of a PLINKv1.9 GWAS via the --linear
tag; details about the format of these output files can be found at [1]. This Excel spreadsheet is organized into eight sheets based on the visit code the data is

from (one of ‘bl’, ‘m06’, ‘m12’, ‘m24) and set of covariates used (i.e. those that include APOE4 as a covariate and those that don’t). More information can be

found in the sheet titled ‘INFO.’



Supplementary Visualizations — Interaction analysis figures and data

Figure S1: Below we have included visualizations of all (13) identified interaction effects between DX*SNP (Supplementary Figures a through m) using the

procedure identified.
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Supplementary Visualizations — Manhattan and Quartile-Quartile Plots of Key QT-PAD Biomarker Associations

Figure S2: Below we include Manhattan plots and Quartile-Quartile (Q-Q) plots for key QT-PAD biomarker associations. The significance of novel SNP
rs5011804 is present in the Manhattan plots of multiple biomarkers and the Q-Q plots show the results are not significantly inflated.
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Supplementary Visualizations — Median and Interquartile Range (IQR) Versions of Figures 2 and 4

Figure S3: Top QT-PAD biomarkers associated with rs5011804 for all four time points (bl, m06, m12, m24). Median CDRSB score (a), FAQ score (b),

ADAS13 score (c), and FS Fusiform volume (d) were plotted against the number of copies for the ‘C’ allele possessed by an individual (a — d) and the

genetic dosage of APOE (e — h). The blue error bars report the interquartile range.
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Figure S4: rs5011804-by-diagnosis interaction analysis visualizations. The diagnosis x allelic dosage of the novel SNP rs5011804 was plotted against the

median for each of these diagnostic and imaging biomarkers. The error bars shown depict the interquartile range of each measurement.
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