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Supplementary Figure 1 — Pre-screening with plasma Ap42/Ap40 and APOE status only

This figure shows the effect of different thresholds for relative risk (i.e., predicted probability
from a logistic regression model normalized across the study population) on trial recruitment.
Here, the logistic regression model to predict amyloid PET status included plasma A42/AB40
and APOE status only, not age. Panel A shows the amyloid PET+ rate. Panel B shows the trade-
off between the total number of tests (on log10 scale) needed in the pre-screening phase (i.e.,
plasma) versus the screening phase (i.e., PET) for a trial with 500 PET+ CU participants. Panel C

shows the total cost savings by pre-screening across different cost ratios.
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Supplementary Text 1 — Example analysis code in R

This supplementary text contains example code to reproduce the logistic regression modelling
and the screening analysis using the automated biomarker analysis (“aba”) package in the
R programming language.

model <- df %>% aba_model() %>%
set_groups(everyone()) %>%
set_outcomes(AB.PET.STATUS,
Jabels = c("Amyloid PET status")) %>%

set_predictors(

c(PLASMA_ABETA_bl, APOE, AGE_bl),

Jabels = c(*Plasma Ap42/Ap40 + APOE + Age’)
) %>%
set_stats(

stat_glm(std.beta=T)
) %>%
fit()

model_summary <- model %>% aba_summary()

model_screen <- model %6>%
aba_screen(

threshold =seq(0.0, 0.9, by = 0.05),
cost_multiplier = c(4, 8, 16),
include_n =500,
ntrials = 10,
verbose =T,
risk_type = 'relative’



