Supplementary Material

Endotype Characterization Reveals Mechanistic Differences Across Brain Regions in
Sporadic Alzheimer’s Disease

Supplementary File 1. Complete list of DEGs found in study. See PDF.



Supplementary Figure 1. A) ISMARA Activity Diff predicted the target direction of canonical
TF motifs using the Swiss Regulon database; Activity Diff is the difference in target activity in
SAD samples minus NDC samples. B) Differential expression of SUZ12 M1 targets in EC U
MTG U PC U VCX; and (up to) top 15 enrichment results from the #mod hypergeometric test
using Hallmark and GOBP collections performed on (C) REST M1 targets, (D) SUZ12 M1
Targets, (E) SOX2 M3 targets, and (F) NRF1 M4 targets.
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Supplementary Figure 2. Top 15 hub genes (genes with the highest connectivity) from

CEMiTool for (A) M1, (B) M2, (C) M3, (D) M4.
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Supplementary Figure 3. Venn diagram comparing differentially expressed transcript from this
analysis (A) and Liang et al. analysis (B) for each brain region. Number on the bottom right of
each indicates probes unique to Liang et al. annotations.
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