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Supplementary Figure 1. Guidance for interpreting raw lipidomics data for Supplementary 

Table 1. 
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Supplementary Figure 2. Single-Cell RNA Sequencing Classification. (A) UMAP plot showing 

the clustering of single-cell CD11b+Ly6Chigh myeloid cells from sham-operated and sepsis-

surviving (CLP) mice. Each point represents an individual cell, colored by cluster identity. 13 

clusters were determined. Corresponding (predicting) cell type annotated based on known cell-type-

specific marker genes: classical monocytes (clusters 0, 2, 3, 6), dendritic-like cells (cluster 1), M1-

like macrophages (cluster 4), non-classical monocytes (clusters 5, 10), M2-like macrophage (cluster 

7), monocyte-derived dendritic-like cells (cluster 9), proliferating monocytic myeloid-derived 

suppressor cells (M-MDSCs) (clusters 8, 11, 12). (B) Frequency maps indicate the distribution of 13 

clusters between sham and CLP groups.  
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Supplementary Figure 3. Highly upregulated and downregulated DEGs (P<0.01) of Clusters 0, 

1, and 2 (CLP surviving group vs. Sham control group).  
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Supplementary Table 1. Raw lipidomics data from 6 sham (S1-S6) and 6 CLP-surviving mice 

(C1-C6) after 2 hours of fasting. S1’-S6’ and C1’-C1’ samples are non-fasted plasma from the 

same animals and NIST SRM 1950 plasma QC samples. The table includes an internal standard and 

a reference for calculating concentration. TG, triacylglycerols, DG, diacylglycerols, and MAG, 

monoacylglycerols. PC, phosphatidylcholine; LPC, lyso-PC; PI, phosphatidylinositol; PS, 

phosphatidylserine; LP, PE, phosphatidylethanolamine; SM, sphingomyelin; FFA, free fatty acid; 

Cer, ceramide; HCer, hexosylceramide.  

 

Supplementary Table 2. Raw concentration data of lipidomics used for Figure 4. An “A” or “B” 

following the name of each lipid denotes its isomeric form. 

 


