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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.
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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.
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Supplementary Figure 3 2000 highly variable genes in self-assay data.
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Supplementary Figure 4 Elbow plot of the PCA analysis.

3
PC: povaluo
- BCTO = PG 2380168
©oRG o © PGB BESE T ¢ PO 3 Anse 24
< PCHO © PCZD 115104+ PCAT 1 de-24
- PGED + PGZ1204u-154 ¢ PG3E:2I50-10
- PCED « PCZ2 324685 + PC3B:A720-14
- PCEO - PCZ3 2832120« PCAD204e-18
. - PC2t 102556 ¢ PCAT: 1625-08
Z . 210 PC25 577285+ PLAZ25e-1t
E] . asra-dll e PC2E 103864 - PG4 2030-0
£ © RGN 6236 244 8 PGET A9 TE o PGS 147e-0b
£ © PCT11220-R0R « PCIE 102e-81  « PGS 1026-00
z © PG12 440231 ¢ PGZE2140-S0 - PG 4% 4210-05
= <+ PGTE1ATe-01 « PC30135c-M  « PCAT:7.0%-00
o1 -+ PC14523-244 + PCA121%a-38 - PC 4B 2052-07
+ PC15 1226170 » PC3Z 228221 » PCAREOI32
-+ BC16 03Me-168 + PC3E 7.48a-31 « PCELC0O760
+ PCAZGFe-t5R v PG 8L6a-52
LU EIE

[ED [ i [ @i
Empirical

Supplementary Figure 5 Empirical score and P value of each PCA component.
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Supplementary Figure 6 UMAP plot colored by 22 cell clusters.



