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 Supplementary figure 1: Quality and purity check. (A): Correlation plots visualizing Pearson correlation coefficients between any two 
patients (P) or mice (M) for all cell populations or tissue types (c = centre, p = periphery). (B): Expression of known celltype-specific 
marker genes in all 5 immune cell populations as well as in retinal tissue. Each column represents one group and each row one marker 
gene. Groups of marker genes for each celltype are visualized in the row annotation on the left. Numbers correspond to mean of normal-
ized reads per group. Abbreviations: mo(no): monocyte, non cl: non classical, MG: microglia, R: retinal, RGC: retinal ganglion cell, BP: 
bipolar cell.  



 
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Supplementary figure 2: Bar graphs visualizing the expression levels of the 15 AMD (A) and 5 DR (C) risk genes identified to be 
overexpressed in retinal microglia when compared to retinal and RPE/choroid tissue (see Figure 1 F-G) in comparison to three sub-
types of monocytes. Red asterisks indicate genes which were not only overexpressed in retinal microglia versus retinal and 
RPE/choroid tissue, but also when compared to all three subtypes of monocytes. (B+D) Expression of AMD (B) or DR (D) associated 
risk genes mainly expressed in retinal microglia compared to 28 other retinal and RPE/choroid cell types, as determined by reanaly-
sis of published scRNA-Seq data of human retinal and RPE/choroid tissue. 



 
 

 

 

 

 

 

 

 

Supplementary figure 4: (A) Bar graphs visualizing the expression levels of the 20 highest expressed genes associated with DRP-
risk variants in human and mouse retinal microglia. Red asterisks indicate differentially expressed genes (log2FC > 2, adjusted p < 
0.05). (B) Pie chart illustrating relative expression of genes associated with DRP-risk variants in human and mouse retinal microglia. 

Supplementary figure 3: Heatmap visualizing expression of the 20 retinal microglia enriched genes identified in the network dia-
gram in Figure 2E in published single cell RNA sequencing (scRNA-Seq) data of the human retina. 19 of these genes were detected 
by scRNA-Seq and 13 were specific for retinal microglia (yellow, see legend). The z-score represents a gene’s expression in relation 
to its mean expression by standard deviation units. 


