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Fig. S1. (A) Cluster heatmap of total proteomics dataset comparing 15M posterior cortex from MAPT Ki
(N=3; N=1 male; N=2 female); S305N (N=4; sex matched) and P301S (N=4; sex matched) and (B) PCA
showing data distribution across dataset from (A). Ellipses represent 95% confidence intervals (C) Heatmap
showing protein level abundance of the proteins in the P301S-specific cluster (named metabolism and
epigenetic regulators). * indicate proteins that show a p<0.05 with FDR correction between MAPT Kl and
P301S. (D) Heatmap showing protein level abundance of SAM (S-adenosylmethionine)—pathway. * indicate
proteins that show a p<0.05 with FDR correction between MAPT Kl and P301S.



