
	Supplementary Table 3 | Gene-set based analyses for highly expressed AD-related gene SNPs in meningeal lymphatic endothelial cells, brain blood endothelial cells or microglia

	Gene sets
	Amyloid imaging
	CSF levels 
	AAO
	Risk
	Progression

	
	
	sTREM2
	Aβ42
	pTau
	Tau
	
	
	

	Top 10% gene SNPs (all cells)
	0.133
	0.093
	0.023
	0.542
	0.292
	2.61E-05
	2.68E-20
	0.687

	Meningeal LECs
	0.616
	0.899
	0.049
	0.781
	0.369
	0.089
	4.74E-06
	0.778

	Brain BECs
	0.008
	0.393
	0.075
	0.635
	0.596
	1.04E-10
	5.19E-27
	0.213

	Microglia
	0.101
	3.59E-07
	0.021
	0.029
	0.005
	4.82E-12
	4.59E-27
	0.390

	Gene-set analyses was performed using the Generalized Gene-Set Analysis of GWAS Data (MAGMA) analyses, which maps every SNP to the nearest gene, takes into account LD structure, and uses multiple regression analyses to provide a P-value for the association of each gene with the tested phenotype. SNPs, single nucleotide polymorphisms; LECs, lymphatic endothelial cells; BECs, blood endothelial cells; CSF, cerebrospinal fluid; AAO, age at onset. 




