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Supplementary Figures 

Supplementary Fig. 1. General information of deconvolution analyses for immune cells. 

A. Tukey boxplots (interquartile range (IQR) boxes with 1.5 × IQR whiskers) showing the 

estimated proportions of immune cell types across all samples (n=39), as estimated by 

deconvolution analyses with CIBERSORTx (22 immune cell types). B. Bar plot indicating the 

percentage of samples with non-zero estimated proportions for each immune cell type (n = 39). 



      



Supplementary Fig. 2. Adjusted and unadjusted proportions of immune cell types in 

relation to the severity of DR. A and B. Tukey boxplots (interquartile range (IQR) boxes with 

1.5 × IQR whiskers) showing the adjusted or unadjusted estimated proportions of each immune 

cell type across different degree of DR (n = 39). The proportions estimated by CIBERSORTx 

were adjusted for gender and age. 

  



 

 

 

 

 

    

Supplementary Fig. 3. General information of deconvolution analyses for retinal cells. A. 

Tukey boxplots (interquartile range (IQR) boxes with 1.5 × IQR whiskers) showing the 

estimated proportions of retinal cell types across all samples (n=39), as estimated by 

deconvolution analyses with CIBERSORTx (22 immune cell types). B. Bar plot indicating the 

percentage of samples with non-zero estimated proportions for each retinal cell type (n = 39). 

 

 

 

 

 

 

 

 



 

                

Supplementary Fig. 4. Adjusted and unadjusted proportions of retinal cell types in 

relation to the severity of DR.  A and B. Tukey boxplots (interquartile range (IQR) boxes 

with 1.5 × IQR whiskers) showing the adjusted or unadjusted estimated proportions of each 

retinal cell type across different degree of DR (n = 39). The proportions estimated by 

CIBERSORTx were adjusted for gender and age.  


