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Supplementary Figures 
 

 
SI Figure 1: Three H&E tissue sections from the MNV donor (A-C) and two 
tissue sections from the control donor (D-E) are visualized. A’ – E’: The RNA 
contribution from retinal, RPE, and choroidal cell types was estimated in each 
spatially barcoded spot and displayed as a pie-chart as designated in Figure 2.  
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SI Figure 2: Spatial expression of hallmark retinal, RPE, and choroidal 
genes. Each row depicts the spatial expression of one gene, with a parenthetical 
comment of the cell population that most highly expresses that gene (according 
to previous single-cell RNA sequencing studies). Each column depicts one of the 
five sections used in the spatial transcriptomics experiments (columns 1-2 
correspond to the control donor while columns 3-5 correspond to the MNV 
donor). Each 55-micron capture spot is outlined in black, and the color of the spot 
represents the detected expression (red corresponds to high expression while 
blue corresponds to low expression).  
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SI Figure 3: Comparison of macular and peripheral gene expression between spatial and single-
cell RNA sequencing studies. Differential expression was completed to compare macular and 
peripheral enriched genes in the RPE. Cell type deconvolution and region were used as 
covariates for differential expression analysis. For RPE cells, the top differentially expressed 
genes between the macula and periphery were identified from a previous single-cell RNA 
sequencing study. Differential expression results were compared between this previous study 
(red) and the current spatial study (blue). Positive log2 fold-changes are associated with 
increased expression in the macula. 

 


