
SUPPLEMENTARY FIGURES AND TABLES 

 

Figure S1. a. Total number of protein groups identified for each run. In detail, 203 protein groups are identified in all 

runs (Complete identification, dark grey). Protein groups shared in ≥50% of the runs or in ≤50% of the runs (Sparse 

identifications) are represented in light grey and white respectively. b. Sample correlation matrix. Red corresponds to 

maximum correlation (1), while blue corresponds to 0.75 correlation. 

 

Table S1. List of the protein groups identified. List of the protein groups identified, for each protein group is indicated 

the gene name, the protein description, the protein name, the molecular weight, the number of stripped sequences 

identified, the p-value and the Q-value. The proteins detected in at least 70% of the runs were highlighted in green. 

 

Table S2. List of the protein groups and peptides identified. List of the peptides identified for each protein group. In 

blue are highlighted peptides belonging to down-regulated proteins in IMN, while in red are highlighted peptides 

belonging to up-regulated proteins in IMN. For each protein group is also indicated the gene name, the protein description, 

the protein name, the molecular weight, the number of stripped sequences identified and the relative normalised 

abundancies for each run.  

 



 

Figure S2. Hierarchical cluster analysis (HCA) with heatmap visualization.  The heatmap shows the top 76 features 

selected by T-test. The data were autoscaled; Euclidean was used as a distance measure, and Ward as a clustering method. 

 



 

Figure S3. a. Biological processes enriched in the upregulated subset of protein groups. The table shows the REACTOME 

pathways enriched for the 25 protein groups upregulated in IMN. On the left, each functional signature has been 

categorised based on the hierarchical pathways clusterization reported in REACTOME database (see c.) using g:Profiler 

[20]. b. Biological processes enriched in the downregulated subset of protein groups. The table shows the REACTOME 

pathways enriched for the 32 protein groups downregulated in IMN. On the left, each functional signature has been 

categorised based on the hierarchical pathways clusterization reported in REACTOME database (see c.) using g:Profiler 

[20]. c. Legend of the hierarchical pathway clusterization reported in REACTOME database. 



 

Figure S4. Volcano plot (p-value not adjusted). Differentially expressed proteins between IMN and PN groups. FC is set 

to 1.5 and non-adjusted p-value at least <0.05. Blue = downregulated proteins in IMN; Red = upregulated proteins in IMN; 

Grey = nonsignificant proteins. 



 



Figure S5. a. Biological processes enriched in the upregulated subset of protein groups identified with lower 

stringency. The table shows the REACTOME pathways enriched for the 39 protein groups upregulated in IMN. On the 

left, each functional signature has been categorised based on the hierarchical pathways clusterization reported in 

REACTOME database (see c.) using g:Profiler [20].  Pathways identified independently from the statistical stringency are 

highlighted in yellow. b. Biological processes enriched in the downregulated subset of protein groups identified with 

lower stringency. The table shows the REACTOME pathways enriched for the 61 protein groups upregulated in PN 

(downregulated in IMN). On the left, each functional signature has been categorised based on the hierarchical pathways 

clusterization reported in REACTOME database (see c.) using g:Profiler [20]. Pathways identified independently from the 

statistical stringency are highlighted in yellow.  c. Legend of the hierarchical pathway clusterization reported in 

REACTOME database.  

 

Table S3. Patient supplementary information. Supplementary information about IMN patients: for each patient urine 

protein, serum protein, serum albumin and serum creatinine concentrations and therapy have been indicated. 


