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Supplementary Figure 1 
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Supplementary Fig. 1. Histological verification and characteristic cell subset markers. Representative 
hematoxylin and eosin (HE) stainings of healthy donor skin before a) and after b) curettage of outer 
epidermis and c) HE staining of skin after curettage of inner epidermis down to the basal lamina. d) 
Estimated protein abundance vs protein rank of Melan-A in FACS sorted melanocytes (Mel). e) 
Immunohistochemical staining of Melan-A in healthy skin. f) Estimated abundance of Melan-A across 
skin layers and skin-derived cells. g) Estimated protein abundance vs protein rank of CD163 in FACS 
sorted macrophages (MΦ). h) Immunohistochemical staining of CD163. i) Estimated abundance of 
CD163 across skin layers and skin-derived cells. j) Estimated protein abundance vs protein rank of 
CD31 in FACS sorted endothelial cells (EC). k) Immunohistochemical staining of CD31. l) Estimated 
abundance of CD31 across skin layers and skin-derived cells. m) Heatmap visualizing the protein 
expression of characteristic markers for cellular subsets. CD1A+ DC; dermal dendritic cells, CD14+ DC; 
CD14+ dendritic cells, MΦ; macrophages, MC; mast cells, EC; endothelial cells, Mel; melanocytes, Fib; 
fibroblast, KC; keratinocytes. All immunohistochemical stainings are representative images of N=5. 
Scale bars: 50µm. All barplots show estimated intensity based on one library of pooled samples of skin 
layers (outer epi, inner epi, dermis, subcutis; N=5) and cell subsets (DC; CD1A+dendritic cells (N=3), 
CD14+ dendritic cells (N=3), MΦ; macrophages (N=4), MC; mast cells (N=6), Fib; fibroblasts (N=5), KC; 
keratinocytes (N=5), EC; endothelial cells (N=4), Mel; melanocytes (N=5). 
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Supplementary Figure 2 
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Supplementary Fig. 2. Sorting strategy for isolation of specific cell subsets from the skin. a) Sorting 
strategy for isolation of epidermal T cells (ET) and melanocytes (Mel). b) Sorting strategy for isolation 
of mast cells (MC), CD1a+ dendritic cells (DC) and dermal T cells (DT). c) Sorting strategy for isolation 
of macrophages (MΦ) and CD14+ dendritic cells (CD14+ DC) from dermis. d) Sorting strategy for 
isolation of endothelial cells (EC).  
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Supplementary Figure 3 
 

 
 

      Supplementary Fig. 3. IL-1ẞ expression in the skin. Representative immunohistochemical images 
of IL-1β in a) healthy skin (N=3) (not detectable) and b) psoriatic skin (N=3) where it was found in 
the macrophages and dendritic cells in the dermis. Scale bar: 50µm. 
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