Table S1. Cloned oligos and sequence primer
	
	
	Sequence

	rs2234246 (G)
	sense
	5’- AAAATAGCGGCCGCTAGTATCTGTAATCACCGGCTATTTCTAT-3’

	
	antisense
	5’- CTAGATAGAAATAGCCGGTGATTACAGATACTAGCGGCCGCTATTTT-3’

	rs2234246 (A)
	sense
	5’- AAAATAGCGGCCGCTAGTATCTGTAATCACCAGCTATTTCTAT-3’

	
	antisense
	5’- CTAGATAGAAATAGCTGGTGATTACAGATACTAGCGGCCGCTATTTT-3’

	Sequence primer
	5’- TTACAACCGCCAAGAAGCTG-3’




Table S2. miRDB results for 3’- UTR sequence of TREM1 when considering rs2234246
	Target Rank
	Target Score
	miRNA Name
	Target Rank
	Target Score
	miRNA Name

	rs2234246 (G)
	rs2234246 (A)

	1
	85
	hsa-miR-6721-5p
	1
	85
	hsa-miR-6721-5p

	2
	79
	hsa-miR-4649-3p
	2
	79
	hsa-miR-4649-3p	

	3
	73
	hsa-miR-4760-3p
	3
	77
	hsa-miR-138-5p

	4
	69
	hsa-miR-6752-3p	
	4
	73
	hsa-miR-4760-3p

	5
	68
	hsa-miR-877-5p
	5
	69
	hsa-miR-6752-3p

	6
	64
	hsa-miR-185-3p
	6
	68
	hsa-miR-877-5p	

	7
	62
	hsa-miR-365b-3p
	7
	64
	hsa-miR-185-3p

	8
	62
	hsa-miR-365a-3p
	8
	62
	hsa-miR-365b-3p	

	9
	56
	hsa-miR-3125
	9
	62
	hsa-miR-365a-3p	

	10
	51
	hsa-miR-6504-3p	
	10
	56
	hsa-miR-3125

	11
	51
	hsa-miR-10399-5p	
	11
	51
	hsa-miR-6504-3p	

	12
	50
	hsa-miR-6859-5p
	12
	51
	hsa-miR-10399-5p

	13
	50
	hsa-miR-3916
	13
	50
	hsa-miR-6859-5p

	
	14
	50
	hsa-miR-3916


UTR, untranslated region


Table S3. Correlation plasma TREM-1 protein concentration, mRNA, miR-138-5p expressions with demographic parameters
	Parameters
	
	Age
	Sex
	MMSE

	Plasma TREM-1 protein concentration
	Control
	P = 0.212, r = 0.204
	P = 0.096
	P = 0.032, r = 0.345

	
	AD
	P = 0.979, r = -0.004
	P = 0.013
	P = 0.814, r = -0.039

	whole TREM1 mRNA
	Control
	P = 0.039, r = 0.328
	P = 0.026
	P = 0.398, r = 0.137

	
	AD
	P = 0.410, r = -0.136
	P = 0.404
	P = 0.165, r = 0.227

	mbTREM1 mRNA
	Control
	P = 0.008, r = 0.414
	P = 0.645
	P = 0.767, r = 0.048

	
	AD
	P = 0.295, r = -0.170
	P = 0.078
	P = 0.633, r = 0.078

	TREM1sv mRNA
	Control
	P = 0.069, r = 0.294
	P = 0.266
	P = 0.682, r = 0.068

	
	AD
	P = 0.430, r = -0.130
	P = 0.399
	P = 0.164, r = 0.227

	miR-138-5p
	Control
	P = 0.749, r = 0.056
	P = 0.378
	P = 0.270, r = -0.184

	
	AD
	P = 0.447, r = 0.125
	P = 0.024
	P = 0.279, r = 0.178


Correlations were examined separately in control participants and patients with AD. Bonferroni correction was applied separately within each diagnostic group for 15 comparisons (five molecular measures × three demographic variables), resulting in a corrected significance threshold of p < 0.0033. No correlations remained statistically significant after Bonferroni correction.
AD, Alzheimer’s disease; MMSE, Mini-Mental State Examination 

Table S4. Association of rs2234246 with hippocampal volume in patients with Alzheimer’s disease and controls
	Group
	Hippocampal region
	Genetic model
	n
	B (mm³)
	95% CI
	Standardized β
	P value
	Adjusted R²

	AD
	Right
	Additive
	53
	−234.66
	−455.05 to −14.27
	−0.247
	0.037
	0.344

	AD
	Right
	Dominant
	53
	−237.80
	−517.81 to 42.20
	−0.201
	0.094
	0.322

	AD
	Left
	Additive
	53
	78.51
	−193.88 to 350.89
	0.075
	0.565
	0.173

	AD
	Left
	Dominant
	53
	138.55
	−200.65 to 477.75
	0.107
	0.415
	0.179

	Control
	Right
	Additive
	181
	−70.73
	−150.75 to 9.30
	−0.091
	0.083
	0.526

	Control
	Right
	Dominant
	181
	−90.52
	−202.43 to 21.38
	−0.083
	0.112
	0.525

	Control
	Left
	Additive
	181
	−19.27
	−84.25 to 45.72
	−0.029
	0.559
	0.588

	Control
	Left
	Dominant
	181
	−23.10
	−113.87 to 67.68
	−0.024
	0.616
	0.587


Note: Multiple linear regression models were adjusted for age, sex, Mini-Mental State Examination (MMSE) score, and estimated total intracranial volume (eTIV). Raw hippocampal volume was used as the dependent variable. In the additive model, rs2234246 was coded according to the number of A alleles (0, 1, or 2). In the dominant model, A-allele carriers (G/A and A/A) were compared with G/G homozygotes. B represents the unstandardized regression coefficient. The additive model was considered the primary genetic model, whereas the dominant model was performed as a sensitivity analysis. All P values are two-sided.
Abbreviations: AD, Alzheimer’s disease; B, unstandardized regression coefficient; CI, confidence interval; eTIV, estimated total intracranial volume; MMSE, Mini-Mental State Examination.
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Figure S1. The correlation between plasma TREM-1 protein concentration and WBC counts.
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Figure S2. Whole TREM1, mbTREM1, and TREM1sv expressions in control and AD subjects of our previous study.
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