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Supplementary Figure 1: Flowchart of sample use, related to STAR Methods.- From top to bottom, samples
from the two batches were first merged and then normalized before two sets of quality control (QC) filters
were applied before univariate or multivariate analyses. The chart also shows (bottom left) the split of the data
into a training and replication proportion before the model generation.
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Supplementary Figure 2: Detection rates in controls, related to STAR Methods. Frequencies (y-axis) of
number of commonly detected proteins (x-axis) in 4 out of 5 randomly selected controls from 1000 runs. Total
number of controls to choose from was 40.

Comparsions of detection rates in BD vs AD samples Difference vs p-values (Fisher's test) in detection rates
2 LR
* S 0 -
Heinoto ioomiminiosoi ol oiiinoie) ol 5
‘;’ — e Al e b
ek A e oM Rl
[=] * o L
S 24 * kR * =
g * * - s 7
S W M g
5 o 2
% o * S e ¥ P
Q .
e * ¥ L]
S ———— - -
bl oo
i R =0.896, p = 0.00e+00
E
S - o—————— o 4
T T T T T 1
0.0 0.2 0.4 06 0.8 1.0

Detection rate AD Detection rate difference (BD — AD)

Supplementary Figure 3: Protein detection rates in samples collected before or at diagnose, related to Figure
1 and STAR Methods. (A) Comparisons of individual detection rates in samples collected before diagnose (y-
axis) and at time of diagnose (x-axis). (B) Volcano plot illustrating difference in detection rate estimates (x-axis)
and significance levels (y-axis, two-sided Fisher’s test) for difference in the observed detection rates. The
horizontal dashed grey line indicate multiple hypothesis testing adjusted (Bonferroni) significance level.




