Supplemental figure legends

Supplemental Figure 1. Construction of a carotid atherosclerosis model
A, Flowchart of Carotid Atherosclerosis Model Construction. B-C, Oil Red O Staining of Carotid Atherosclerosis Model: Gross Staining (B) (n = 4 rats per group, Scale bar: 5mm), Section Staining (C) (n = 4, Scale bar: 50μm). D, Hematoxylin and Eosin (H&E) Staining of Atherosclerotic Lesions (n = 4 rats per group). Scale bar: 50μm E, Representative immunofluorescence images showing macrophage infiltration (n = 4 rats per group). Scale bar: 50μm

Supplemental Figure 2. GO functional enrichment of four smc subclusters
[bookmark: _GoBack]The figure illustrates the Gene Ontology (GO) functional enrichment analysis results for four subclusters of SMCs. The analysis covers three main GO categories: Biological Process (A), Cellular Component (B), Molecular Function (C).

Supplemental Figure 3. Gene set cell scores for four SMC subpopulations
A, Scoring of Selected Gene Sets Violin plots showing cell scores for contraction-related gene sets across four SMC subpopulations, using the AddModuleScore() function in Seurat (v4.0.4). B, Violin plots illustrating cell scores for phenotype transition gene sets across the same SMC subpopulations

Supplemental Figure 4. Macrophages as the primary source of EVs
A, Heatmap of concordance analysis between upregulated mRNAs in AS EVs (compared to control) and highly expressed genes in arterial cell-type-specific clusters. B, Heatmap of concordance analysis between differentially expressed mRNAs in AS-EVs (compared to control) and differentially expressed genes in arterial cell-type-specific clusters. C, The expression of F4/80 in Con-EVs and AS-EVs (n = 3). 

Supplemental Figure 5. Enrichment analysis of target genes of differentially expressed miRNAs
KEGG and GO enrichment results of target genes corresponding to upregulated (A, B) and downregulated (C, D) miRNAs in EVs from Con-EVs and AS-EVs (These miRNAs were previously validated by RT-PCR). Bubble charts showing 30 of the GO terms with P <0.05 and KEGG pathways with P <0.05.

Supplemental Figure 6. Effects of miR-23a-3p on VSMCs.
A, Real-time PCR analysis of miR-23a-3p expression in VSMCs following transfection. Data are represented as mean ± SD. n = 3 per group. Statistical analysis: Unpaired t test. B-D, The mRNA expression levels of Myh11, α-Sma, and Tagln in VSMCs of different groups were detected by real-time PCR. n = 6 per group. Statistical analysis: Unpaired t test. The data presented as mean ± SD. *P < 0.05, **P < 0.01, ***P < 0.001, **** P < 0.0001 vs. NC mimic.
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