
Supplementary Table 3

Protein  identification  by  Peptide  Mass  Fingerprint  (PMF).  For  each  identified  spot  mass  spectrometry 
parameters are reported (average ratio, MW and pI, MASCOT score, protein coverage, n° matched over  
searched peaks, the sequence of the fragmented peptide and its MS/MS score, mass (m)/charge (z) ratio and 

charge status (z)), along with recommended protein name and Uniprot Knowledgebase accession number.  
To confirm identification, a MS/MS spectrum per protein was collected by MALDI ToF/ToF, as acceptance 
criterium.



