
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Supporting Figure 1. Experimental design and general pipeline for the clinical proteomics and phosphoproteomics workflow 

implemented in the current study. 
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Supporting Figure 2. Correlation analysis of protein (A) and phosphopeptide (B) intensities quantified 

for individual patients with paired FFT and FFPE samples.



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Supporting Figure 3. Main oncogenic pathways mapped by the phosphopeptides detected through the analysis of Formalin-fixed 

and paraffin-embedded tissue of Malignant Melanoma samples. Green boxes represent the proteins that participate in the signaling 

pathway but whose phosphorylated peptides were not detected. The pink boxes represent the proteins whose phosphorylated peptides 

were identified and quantified in this study.  


