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1. Supplementary Figures 

 

 

Supplementary Figure 1. Western blot assays for the verification of the fractionated lysis. For 

NCM460D (A panel) and HK-2 (B panel) cell lines, the presence of glyceraldehyde-3-phosphate 

dehydrogenase (GAPDH) and Caveolin-1 was monitored as markers of cytosolic and membrane 

fractions, respectively. The gel lanes loaded with the sample derived from the specific cell line, as well 
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as the cytosolic and membrane extracts were reported. Red arrows highlight the bands corresponding 

to GAPDH and Caveolin-1.  

 

 

Supplementary Figure 2. Western blot assays for the assessment of ACE2 abundance. For each 

cell line, the cytosolic and membrane fractions are labeled as cyto and memb, respectively. In panel A: 

the Western Blot images for the HK-2, NCM460D, and Caco-2 cell lines are reported. In panel B: the 

ACE2 monitoring are reported for HEK293, HEK293-ACE2 cell lines. The latter is a cell line 

overexpressing ACE2, and was used as positive control.  

 

2. Supplementary Tables 

Supplementary Table 1. Details of protein identification by mass spectrometry.  

Supplementary Table 2. ClueGO output based on the Biological processes ontology. 

Supplementary Table 3. ClueGO output based on the Reactome pathways database. 


