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	Table S1. Baseline differences between completers and non-completers 

	
	Completers
	Non-completers
	p

	
	
	
	

	n
	45
	15
	

	Group
	
	
	0.077

	ε4/ε4
	11
	8
	

	ε4/ε3
	16
	5
	

	ε3/ε3
	18
	2
	

	Age (years), mean (SD)
	67.3 (4.6)
	67.9 (4.7)
	0.91

	Sex (M/F), n (%)
	13/32 (29/71)
	9/6 (60/40)
	0.11

	Education, n (%)
	
	
	0.053

	Primary school
	11 (24)
	7 (47)
	

	Middle school
	7 (16)
	4 (27)
	

	High school
	18 (40)
	2 (13)
	

	College or university
	9 (20)
	2 (13)
	

	BMI (kg/m2), mean (SD)
	26.9 (4.3)
	27.2 (4.8)
	0.65

	MMSE, median (IQR)
	29 (27–30)
	28 (27–29)
	0.19

	[11C]PiB SUVR
	1.55 (1.43–2.02)
	1.70 (1.46–2.66)
	0.12

	[11C]PK11195 DVR
	1.18 (0.05)
	1.20 (0.04)
	0.25

	GFAP (NPQ)
	12.81 (0.50)
	12.78 (0.74)
	0.89

	NfL (NPQ)
	11.22 (0.51)
	11.23 (0.64)
	0.97

	p-tau217 (NPQ)
	11.67 (0.41)
	11.88 (0.38)
	0.085

	SNAP25 (NPQ)
	12.89 (0.12)
	12.91 (0.11)
	0.65

	NRGN (NPQ)
	18.38 (2.04)
	19.46 (1.07)
	0.051

	Data are presented as mean (standard deviation) or median (interquartile range) depending on the distribution. Differences between groups were tested with t-test or Mann–Whitney U test. χ2 test was used for testing categorical variables. P value presents overall difference between groups. Abbreviations: BMI body mass index, DVR distribution volume ratio, MMSE mini-mental state examination, SUVR standardized uptake value ratio, NPQ NULISA Protein Quantification, GFAP glial fibrillary acidic protein, NfL neurofilament light chain, NRGN neurogranin, PiB Pittsburgh compound B, p-tau217 tau phosphorylated at threonine 217, SNAP25 synaptosomal-associated protein 25




	Table S2. Linear Regression of Follow-up Plasma Biomarkers, [11C]UCB-J, and Clinical Predictors

	Predictor
	FU GFAP
	FU NfL
	FU p-tau217
	FU SNAP25
	FU NRGN

	Model p
	0.031
	< 0.0001
	0.21
	0.29
	0.57

	Adj. R²
	0.22
	0.50
	—
	—
	—

	AGE 
(estimate, 95% CI, Std Beta, p-value)
	0.044, (0.0035–0.084), 0.39, p=0.034
	—, p=0.34
	—
	—
	—

	BMI 
(estimate, 95% CI, Std Beta, p-value)
	—, p=0.17
	-0.074, (-0.11– -0.042),
-0.62, p<0.0001
	—
	—
	—

	APOE ε4 count
 (estimate, 95% CI, Std Beta, p-value)
	—, p=0.28
	—, p=0.26
	—
	—
	—

	Sex
 (estimate, 95% CI, Std Beta,  p-value)
	-0.24, (-0.46– -0.027),
 -0.40, p=0.029
	—, p=0.20
	—
	—
	—

	[11C]UCB-J SUVR
(estimate, 95% CI, Std Beta, p-value)
	—, p=0.97
	0.29, (0.068–0.51),
0.33, p=0.012
	—
	—
	—

	GFAP, glial fibrillary acidic protein; NfL, neurofilament light chain; p-tau217, phosphorylated tau at threonine 217; SNAP25, synaptosomal-associated protein 25; NRGN, neurogranin; BMI, body mass index; UCB-J SUVR, [11C]UCB-J standardized uptake value ratio (cortical composite region). Values are β coefficients (estimate) with 95% CI, p-values and Standardized Beta derived from multivariable linear regression models for each biomarker outcome Bold values indicate p < 0.05.




	Table S3. Linear regression of Baseline Plasma Biomarkers, [11C]PK11195, and Clinical Predictors

	Predictor
	BL GFAP
	BL NfL
	BL p-tau217
	BL SNAP25
	BL NRGN

	Model p
	0.0004
	0.010
	0.026
	0.039
	0.64

	Adj. R²
	0.30
	0.20
	0.14
	0.13
	—

	AGE 
	0.048, (0.018–0.078)
	—, p=0.077
	—, p=0.056
	—, p=0.38
	—

	(estimate, 95% CI, Std Beta, p-value)
	0.40, p=0.0025
	
	
	
	

	BMI 
	—, p=0.59
	 -0.053, (-0.087– -0.019),
	—, p=0.80
	—, p=0.13
	—

	(estimate, 95% CI, Std Beta, p-value)
	
	 -0.41, p=0.0030
	
	
	

	APOE ε4 count
	0.24, (0.072–0.41)
	—, p=0.56
	0.20, (0.070–1.15),
	—, p=0.069
	—

	 (estimate, 95% CI, Std Beta, p-value)
	0.34, p=0.0063
	
	0.40, p=0.0035
	
	

	Sex
	 -0.22, (-0.36– -0.073)
	—, p=0.88
	—, p=0.30
	—, p=0.13
	—

	 (estimate, 95% CI, Std Beta,  p-value)
	 -0.37, p=0.0040
	
	
	
	

	[11C]PK11195 DVR
	—, p=0.57
	—, p=0.82
	—, p=0.96
	—, p=0.35
	—

	(estimate, 95% CI, Std Beta, p-value)
	
	
	
	
	

	GFAP, glial fibrillary acidic protein; NfL, neurofilament light chain; p-tau217, phosphorylated tau at threonine 217; SNAP25, synaptosomal-associated protein 25; NRGN, neurogranin; BMI, body mass index; PK11195 DVR, [11C]PK11195 distribution volume ratio (cortical composite region). Values are β coefficients (estimate) with 95% CI, p-values and Standardized Beta derived from multivariable linear regression models for each biomarker outcome




	Table S4. Linear regression of Follow-up Plasma Biomarkers, [11C]PK11195, and Clinical Predictors

	Predictor
	FU GFAP
	FU NfL
	FU p-tau217
	FU SNAP25
	FU NRGN

	Model p
	0.0078
	0.0003
	0.56
	0.064
	0.25

	Adj. R²
	0.25
	0.41
	—
	—
	—

	AGE 
	0.039, (0.0028–0.075),
	—, p=0.27
	—
	—
	—

	(estimate, 95% CI, Std Beta, p-value)
	0.33, p=0.035
	
	
	
	

	BMI 
	—, p=0.17
	 -0.074, (-0.11– -0.040),
	—
	—
	—

	(estimate, 95% CI, Std Beta, p-value)
	
	 -0.59, p<0.0001
	
	
	

	APOE ε4 count
	—, p=0.060
	—, p=0.71
	—
	—
	—

	 (estimate, 95% CI, Std Beta, p-value)
	
	
	
	
	

	Sex
	 -0.19, (-0.39– -0.0024),
	—, p=0.20
	—
	—
	—

	 (estimate, 95% CI, Std Beta,  p-value)
	 -0.32, p=0.047
	
	
	
	

	[11C]PK11195 DVR
	—, p=0.97
	—, p=0.93
	—
	—
	—

	(estimate, 95% CI, Std Beta, p-value)
	
	
	
	
	

	GFAP, glial fibrillary acidic protein; NfL, neurofilament light chain; p-tau217, phosphorylated tau at threonine 217; SNAP25, synaptosomal-associated protein 25; NRGN, neurogranin; BMI, body mass index; PK11195 DVR, [11C]PK11195 distribution volume ratio (cortical composite region). Values are β coefficients (estimate) with 95% CI, p-values and Standardized Beta derived from multivariable linear regression models for each biomarker outcome




