
Table S1:  
Serum proteome: Tryptic peptides identified in samples from two halthy donors 
(female, 28 and 22 years). 
 
About 30 mg from each sample was separated by size exclusion (1-D) and anion exchange 
(2-D) into 3360 fractions. Fractions with at least 0.1 mg/mL total protein were digested by 
trypsin and analyzed with LC-ESI-MS/MS (260 and 206 fractions from the 1st and 2nd donor, 
respectively).  
All peptides satisfied the stringent filter criteria according to the ProID 1.0 software (Applied 
Biosystems) and their associated proteins. 
The search data base contained the human proteins of SwissProt 01/26/06. 
The single-letter amino acid code is used to present peptide sequences; B indicates cystein 
modified by iodacetamide     
     
Stringent filter: peptide hits matching at least one of the six stringent filter criteria regarding 
confidence (blue curve) and score (red curve) were selected. 
 

 
 
    
  Criterion  Confidence   Score 
      1         > 86         >11 
      2           ≥ 86         >16 
      3        ≥ 76       >17 
      4       ≥ 71       >18 
      5         ≥ 42         >19 
      6      ≥  0        >26 
 
Table S2: 
Serum proteome: Proteins identified in samples from two halthy donors (female, 28 
and 22 years). 
 
Proteins detected in both samples are shown as one entry in the table. 
For each sample analyzed, each peptide identified in its fractions may belong to one or more 
proteins (cf. Table S1). If a peptide belongs to only one protein, then this protein was 
incorporated into the list. Otherwise, the protein containing the highest number of peptides 
found in the sample was selected; if more than one protein had this peptide number, a 
criterion of chance was applied, i.e., the protein with the lowest accession ID number was 
selected. This selection procedure is provided by the ProID 1.0 software (Applied 
Biosystems). 
The data base used for search contained the human proteins of SwissProt 01/26/06.  
The filter criteria used for selecting peptide hits that in turn identified the corresponding 
proteins are given in Table S1 in the Supporting information.  


