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Fig. S1 TREM2 domain architecture and sTREM2 shedding
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Fig. S2 Characterization of AgNPs. a Morphology of AgNPs; b Particle size distribution of AgNPs; c-e Hydrated particle sizes of AgNPs in pure water, saline, and MEM medium
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Fig. S3 Potential hydrogen bond interactions exist between pro-inflammatory cytokines and key ferroptosis-related proteins. a Docking scores and confidence scores; b Number and length of hydrogen bonds; c-l Visualization of molecular docking results
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Fig. S4 Potential hydrogen-bond interactions exist between sTREM2 and key inflammatory regulatory receptors expressed on the cell membrane. a Docking scores and confidence scores; b Number and length of hydrogen bonds; c-l Visualizations of molecular docking
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Fig. S5 Potential AOP of AgNPs-induced neurotoxicity
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Supplementary tables
Table S1 Hydrated particle sizes, zeta potential and PDI values of AgNPs in different media
	Medium
	AgNPs concentration (μg/mL)
	Hydrated particle sizes (nm)
	Zeta potential (mV)
	PDI

	Pure water
	100
	70.91±0.66 
	-2.03±0.55
	0.46

	Saline solution
	100
	42.90±1.35 
	-0.82±0.17
	0.50

	MEM
	100
	35.62±0.21
	-0.90±0.14
	0.61
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  Fig. S 1   TREM2 domain architecture and sTREM2 shedding  
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