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Supplementary Table 1. Non diabetic multiorgan donors characteristics; gender (F/M), age (years) 

and BMI (Kg/m2) are reported. For each sample the specific analysis performed are indicated 

(Research use). Hi native: human pancreatic native islet preparations used for evaluation of genes 

and microRNAs without further in vitro processing; Dediff. Hi: human pancreatic islet preparation 

used for derivation of in vitro dedifferentiated islet cells. 

Samples Gender Age BMI Research use 
Hi native-1 F 79 23.9 MicroRNAs profiling, MicroRNAs single assay qPCR, Target Genes 

Hi native-2 M 36 26.3 MicroRNAs profiling, MicroRNAs single assay qPCR, Target Genes 
expression profile Hi native-3 M 75 24.2 MicroRNAs profiling, MicroRNAs single assay qPCR, Target Genes 
expression profile Hi native-4 F 74 23.4 MicroRNAs single assay qPCR, Target Genes expression profile 

Hi native-5 M 54 23.1 MicroRNAs single assay qPCR, Target Genes expression profile 

Hi native-6 M 50 27.4 MicroRNAs single assay qPCR, Target Genes expression profile 

     
Hi dediff-A M 39 23.6 MicroRNAs profiling, MicroRNAs single assay qPCR, Target Genes 

expression profile Hi dediff-B F 46 27.2 MicroRNAs profiling, MicroRNAs single assay qPCR, Target Genes 
expression profile Hi dediff-C M 79 25.6 MicroRNAs profiling, MicroRNAs single assay qPCR, Target Genes 
expression profile Hi dediff-D F 44 24.2 MicroRNAs single assay qPCR, Target Genes expression profile 

Hi dediff-E M 41 24.8 MicroRNAs single assay qPCR, Target Genes expression profile 
Hi dediff-F F 42 22.4 MicroRNAs single assay qPCR, Target Genes expression profile 
Hi dediff-G F 50 24.9 MicroRNAs single assay qPCR, Target Genes expression profile 

 

 

 

 

 



 

Supplementary Figure 1| Real Time PCR expression analysis of endocrine-pancreatic related genes 

(insulin, glucagon, somatostatin, Pdx1, Neurod1) (a) and of undifferentiated/mesenchymal phenotype 

associated markers (Nestin, Vimentin, Zeb1, Zeb2, Twist1) (b) in human islet-derived dedifferentiated cells 

(n=3) vs native human islets (n=3). Values are reported as fold change ± SD vs human native islet samples. p 

value p<0.05 student’s t test. 

  



 

Supplementary Figure 2. Global Hierarchical clustering analysis of detected 342 microRNAs in 
human islet-derived dedifferentiated cells (n=3) vs native human islets (n=3). MicroRNAs 
expression level values are reported as normalized ΔCT and depicted in scale colours (from blue –
highest expression- to red- lowest expression).  



 

Supplementary Figure 3. Hierarchical Clustering Analysis of 110 downregulated microRNAs in 
human islet-derived dedifferentiated cells (n=3) vs native human islets (n=3). The heatmap reports 
the expression levels of downregulated microRNAs upon dedifferentiation process of human native 
pancreatic islets. MicroRNAs expression level values are reported as normalized ΔCT and depicted 
in scale colours (from blue –highest expression- to red- lowest expression).  



Supplementary Figure 4 

 

Supplementary Figure 4. (a) Detail of the global microRNA hierarchical clustering analysis 

showing miR-375 and miR-200 microRNAs (cluster highlighted in green). (b) Detail of microRNA 

hierarchical clustering analysis reporting the upregulation of the 13 identified microRNAs. 

MicroRNAs expression values are reported as ΔCt values in scale colours (from blue –highest 

expression- to red- lowest expression). 

 

 


