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Supplemental Figure 1: Flow cytometry gating scheme to isolate kidney resident 

macrophages 

Gating strategy from kidney single-cell suspensions using pseudocolor defaults both A) pre-

injury and B) post-injury. 
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Supplemental Figure 2: Uniform manifold approximation and projection (UMAP) plot of 

sequenced kidney resident macrophages (KRMs) from all time points 

A) Uniform manifold approximation and projection (UMAP) plot of sequenced kidney resident 

macrophages (KRMs) from all time points (quiescence, 12 hours, day 1, day 6, and day 28 post-

injury) demonstrates thirteen unique clusters. Contaminating kidney parenchymal cells and 

clusters representing less than 1% of the population were included. B) UMAP plot of sequenced 

KRMs from all time points (quiescence, 12 hours, day 1, day 6, and day 28 post-injury) 

demonstrates seven unique clusters. Contaminating kidney parenchymal cells and clusters 

representing less than 1% of the population were omitted from the analysis. 
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Supplemental Figure 3: Dot plots of key differentially expressed genes from each cluster 

Dot plots of key differentially expressed genes from A) cluster 2, B) cluster 3, C) cluster 4, D) 

cluster 5 and E) cluster 6 
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Supplemental Figure 4: Uniform manifold approximation and projection (UMAP) and 

spatial plots derived from spatial sequencing data 
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A) Uniform manifold approximation and projection (UMAP) plots derived from spatial 

sequencing data (left). Spatial plotting of kidney cell types onto spatial histological image (right). 

B) Spatial gene expression plots of Slc34a1 (left) and Umod (right). 
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Supplemental Figure 5: Uniform manifold approximation and projection (UMAP) plots of 

kidney cell types derived from single nuclear RNA sequencing 

Uniform manifold approximation and projection (UMAP) plots of kidney cell types derived from 

single nuclear RNA sequencing (right). Spatial plotting of kidney cell types from single nuclear 

RNA sequencing onto spatial histological image. The regions of the nephron were mapped 

using transcripts associated with specific cell types (e.g. Slc34a1 for the S1/S2 region of the 

proximal tubule or Umod for the ascending loop of Henle).  
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Supplemental Figure 6: Zone-specific transcripts for spatial transcriptomics section 12 

hours after injury 

The spatial location of the nephron segments are shown by mapping segment-specific 

transcripts onto the histological image. Transcript markers are listed in the bottom right-hand 

corner of each section. Specific nephron segments are listed above each image. Colored bars 

correspond to the location of the segments from the nephron in the left panel from Figure 3.  
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Supplemental Figure 7: Zone-specific transcripts for spatial transcriptomics section 1 

day after injury 

The spatial location of the nephron segments are shown by mapping segment-specific 

transcripts onto the histological image. Transcript markers are listed in the bottom right-hand 

corner of each section. Specific nephron segments are listed above each image. Colored bars 

correspond to the location of the segments from the nephron in the left panel Figure 3.  
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Supplemental Figure 8: Zone-specific transcripts for spatial transcriptomics section 6 

days after injury 

The spatial location of the nephron segments are shown by mapping segment-specific 

transcripts onto the histological image. Transcript markers are listed in the bottom right-hand 

corner of each section. Specific nephron segments are listed above each image. Colored bars 

correspond to the location of the segments from the nephron in the left panel from Figure 3.  
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Supplemental Figure 9: Zone-specific transcripts for spatial transcriptomics section 28 

days after injury 

The spatial location of the nephron segments are shown by mapping segment-specific 

transcripts onto the histological image. Transcript markers are listed in the bottom right-hand 

corner of each section. Specific nephron segments are listed above each image. Colored bars 

correspond to the location of the segments from the nephron in the left panel from Figure 3.  
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Supplemental Table 1: Gene ontology analysis of KRM clusters 1 day after injury 

Supplemental 
Table 1
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Gene ontology analysis of terms with an FDR < 0.05, with the exceptions of clusters 0 and 2 

where no gene sets met this requirement. The top four and three terms were listed, respectively. 
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Supplemental Table 2: Gene ontology analysis of KRM clusters 6 days after injury 

Gene ontology analysis of terms with an FDR < 0.05. 
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Supplemental Table 3: Gene ontology analysis of KRM clusters 28 days after injury 

Gene ontology analysis of terms with an FDR < 0.05. 
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Supplemental Spreadsheet: Full list of differentially expressed genes for all clusters at all time 

points. 


