
 



Supplementary Figure 1 Scatter plots of Mendelian randomization analyses. Scatter plots are 

presented to depict the Mendelian randomization analyses of 22 candidate genes and their potential 

causal associations with sepsis. Each panel (A–V) corresponds to a specific gene, with various 

Mendelian randomization methods applied, including inverse variance weighted (IVW), MR Egger, 

weighted median, and weighted mode. The x-axis denotes the single nucleotide polymorphism (SNP) 

effect on gene expression, while the y-axis represents the SNP effect on sepsis risk. Colored lines 

illustrate the estimated causal effect derived from each method, and error bars reflect the standard 

errors associated with individual SNPs. 

 

 

 

 

Supplementary Figure 2 Quality control of single-cell data. (A) Number of genes, number of cells, 

and percentage of mitochondria sequenced for dataset GSE175453. (B) Number of genes, number 

of cells, and percentage of mitochondria sequenced for single-cell self-test data. 

 

 

 

 

 

Supplementary Figure 3 2000 highly variable genes in self-assay data. 



 

Supplementary Figure 4 Elbow plot of the PCA analysis. 

 

 

 

 

 

 

Supplementary Figure 5 Empirical score and P value of each PCA component. 

 

Supplementary Figure 6 UMAP plot colored by 22 cell clusters. 

 


