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Figure S1. Quality control of the profiled scRNAseq transcriptomes of CD45- cells derived from 

atherosclerosis-prone AA&R, and atherosclerosis-resistant DT aorta of Apoe-/- mice on NCD and 

HCD and cholesterol levels. (a) Violin plots showing the quality control metrics of a number of 

genes per cell and (b) unique molecular identifiers (UMI) per cell, n = 6 mice. (c) Bar graphs repre-

sent the mean ± SEM (c) cholesterol; (d) LDL-C, n = 6 mice/group, **p < 0.01 and ***p < 0.001. 



 

 

Figure S2. (a) Heatmap showing the expression of genes CD45- cells derived from AA&R of Apoe−/− 

on NCD versus HCD (HCD, red side strip or NCD, purple side strip) (p-Adj<0.05), n=6 mice/group. 

Rows represent genes and columns represent cells. (b) Heatmap showing the expression of genes 

CD45- cells derived from DT of Apoe−/− on NCD versus HCD (HCD, red side strip or NCD, purple 

side strip) (p-Adj<0.05), n=6 mice/group. Rows represent genes and columns represent cells. t-dis-

tributed stochastic neighbor embedding (tSNE) plot showing: (c) AA&R and DT aorta clusters of 

Apoe-/- mice on NCD; (d) AA&R and DT aorta of Apoe-/- mice on HCD; (e) AA&R clusters of Apoe-

/- mice on HCD and NCD; (f) DT clusters of Apoe-/- mice on HCD and NCD. Predefined gene sets 

were overlaid on single cells on a tSNE plot to identify the cell identity of clusters with an enrich-

ment of indicated gene sets (g) Macrophage foam cell formation; (h) VSMC phenotypic transition; 

(i) Vascular inflammation genes; (j) Vascular calcification gene; (k) VSMC contraction genes; (l) En-

dothelial cell.  



 

Figure S3. (a) Volcano plot showing significance (−log10 p-value) versus relative gene expression of 

CD45- cells derived from AA&R of Apoe−/− versus DT derived from Apoe−/− on NCD. Each dot rep-

resents a gene within the performed comparison (p-Adj<0.05, Log2>±4), n = 6 mice. Rows represent 

genes and columns represent cells. Heatmap showing the expression of genes (HCD, red side strip 

or NCD, purple side strip) (p-Adj<0.05). (b) Genes of interest with significant differences in expres-

sion of CD45- cells derived from AA&R of Apoe−/− versus DT derived from Apoe−/− on NCD are 

labelled and presented as graphs, (p-Adj<0.05), n = 6 mice. (c) Volcano plot showing significance 

(−log10 p-value) versus relative gene expression of CD45- cells derived from AA&R of Apoe−/− versus 

DT derived from Apoe−/− on HCD. Each dot represents a gene within the performed comparison (p-

Adj<0.05, Log2>±4), n=6 mice. Rows represent genes and columns represent cells. Heatmap showing 

the expression of genes (p-Adj<0.05). (d) Genes of interest with highly significant differences in ex-

pression of CD45- cells derived from AA&R of Apoe−/− versus DT derived from Apoe−/− on HCD are 

labelled and presented as graphs, (p-Adj<0.05), n = 6 mice. 



 

 

Figure S4. Top eight expressed genes per cluster: (a) cluster 0; (b) cluster 1; (c) cluster 2; (d) cluster 

3; (e) cluster 4; (f) cluster 5; (g) cluster 6. 



 

 



 

 



 

Figure S5. Bubble plot of GO term enriched analysis of cluster: (a) cluster 0; (b) cluster 1; (c) cluster 

2; (d) cluster 3; (e) cluster 4; (f) cluster 5; (g) cluster 6. Dot size is proportional to the number of 

genes overlapping with each GO term and the adjusted p-value is colour-coded from red to blue, n 

= 6 mice/group. 

  



 

Table S1. Differentially expressed gene HCD compared with NCD specifically of AA&R-derived 

cells of Apoe−/− mice. 

 
 

 

 



 

Table S2. Differentially expressed gene HCD compared with NCD specifically of DT aorta of 

Apoe−/− mice. 

 


