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Supplementary figure 1: Summary of patients included in the study. Abbreviations: C: cornea, RD: retinal detachment, Tu: tumor, 
Vi: vitreous.  

 



 
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Supplementary figure 2: Flow cytometric gating strategy for (A) human hyalocytes from the vitreous and (B) human retinal micro-
glia from retinal tissue characterized as CD45+ CD11b+ CX3CR1+ CCR2- MatMac+ cells. Cell populations were defined by fluores-
cence intensity after exclusion of dead cells and doublets by viability dye and physical parameters: FSC: forward scatter, SSC: 
sideward scatter, W: width, A: Area. (C): In addition, monocytes were isolated from Peripheral Blood Mononuclear Cells obtained 
from whole blood defined as classical monocytes (1, CD45+ CD11b+ CX3CR1+ CD14++ CD16-), intermediate monocytes (2, CD45+ 
CD11b+ CX3CR1+ CD14++ CD16+), and non-classical monocytes (3, CD45+ CD11b+ CX3CR1+ CD14- CD16++).  

 



 
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Supplementary figure 3: Quality and purity check. (A): Correlation plots visualizing Pearson correlation coefficients between any two 
patients (P) for all cell populations. (B): Expression of known celltype-specific marker genes in all 5 immune cell populations. Each col-
umn represents one cell population and each row one marker gene. Groups of marker genes are visualized for each celltype in the row 
annotation on the left. Numbers correspond to mean of normalized reads per group. Abbreviations: mo: monocyte, non cl: non classical, 
MG: microglia, RGC: retinal ganglion cell, BP: bipolar cell.  



 
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Supplementary figure 4: Comparison of transcriptional profiles of hyalocytes isolated from enucleated melanoma eyes (P1-6) and 
after vitrectomy (macular pucker, macular hole) (V1-9). (A): Correlation plots visualizing Pearson correlation coefficients between 
any two patients for hyalocytes from both groups. (B): Unsupervised cluster analysis using t-Distributed Stochastic Neighbor Em-
bedding (t-SNE) of hyalocytes from melanoma eyes (enucleation) and after vitrectomy reveals no significant differences between 
the two groups.  

 



 
 

 

Supplementary figure 6: Expression of genes encoding for glycoproteins (yellow), collagen (grey) and hyaluronan (blue) in hu-
man hyalocytes. In each category, the ten highest expressed genes are visualized. Bar’s height: mean expression, error bar: 
standard deviation. TPM: transcripts per million.  

 

Supplementary figure 5: Network diagram illustrating the genes associated with the most significantly enriched GO biological 
processes in hyalocytes from Figure 1C, with the color representing the expression of each gene. TPM: transcripts per million.  

 


