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Supplementary Figures 

 

Supplementary Figure 1. Visualization of cluster distribution of each sample 

Projection of cells from each sample to 2-D space showing how each sample distribute 

to each cluster. 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

Supplementary Figure 2. Expression of mitochondrial electron transport genes in 

rod cells across allsamples. 

Violin plot showing the expression level (normalized by cell total reads, multiplied by 

10,000 and then log transformed (natural logarithm)) of seven mitochondrial electron 

transport related genes which had higher expression in macular rods.  

 

 



 

 

Supplementary Figure 3. Visualization of human rod-cone differentially expressed 

genes 

a. Heatmap of rod-cone DEGs that are highly expressed in rods. Each column 

represents a cell while each row represents a gene. Gene expression values are scaled 

across all the photoreceptor cells. 

b. Heatmap of rod-cone DEGs that are highly expressed in cones. Each column 

represents a cell while each row represents a gene. Gene expression values are scaled 

across all the photoreceptor cells. 

 

 

 

 

 

 



 

 

 

Supplementary Figure 4. Expression level of RPGRIP1 and RD3 in macaca 

fascicularis photoreceptor cells. 

a. Violin plot of the expression level of the RPGRIP1 gene in macaca fascicularis 

photoreceptor cells. Data of foveal M/L-cones, foveal rods, foveal S-cones, peripheral 

M/L-cones, and peripheral rods (left to right) are shown in red, blue, green, purple and 

orange, respectively. Figure was made from https://portals.broadinstitute.org/single_cell. 

b. Violin plot of the expression level of the RD3 gene in macaca fascicularis 

photoreceptor cells. Data of foveal M/L-cones, foveal rods, foveal S-cones, peripheral 

M/L-cones, and peripheral rods (left to right) are shown in red, blue, green, purple and 

orange, respectively. Figure was made from https://portals.broadinstitute.org/single_cell. 

 



 

 

 

 

Supplementary Figure 5. Macular and peripheral expression of genes reported as 

foveal/peripheral cone DEGs by Voigt et al1. 

Fold-change of the 17 genes (among the top 20 reported by Voigt et al) expression level 

in macula and peripheral cone cells. Genes with consistent spatial expression trend with 

the dataset of Voigt et al1 or Peng et al2 are labelled black. Genes with inconsistent 

spatial expression trend were labelled grey. 
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