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Figure S1. Albumin depletion from human plasma. The removal of the most abundant protein from plasma was performed using an Albumin 

depletion kit. Column charts display data generated from the PEAKS tool. A Venn diagram was created using the online Venny tool 

(https://bioinfogp.cnb.csic.es/tools/venny/index.html).  
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Figure S2. Optimization of MS/MS parameters of DDA mode for analysis of highly complex proteomics sample on example of HEK293T cell digest. 

Standard parameters are depicted on panel (a). Spectra rate was increased and thresholds were decreased correspondingly (marked in red ellipses 

on panel (b)). The highest number of protein group identifications was obtained in the case of the method with 4 Hz of MS and 8 Hz of MS/MS spectra 

rate (panel (c)). All Mascot search results were adjusted to FDR 1% (right panels). For further experiments method (a) as standard and method (c) as 

high frequency MS acquisition were used. 
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Figure S3. Protein groups and Venn diagrams. Protein grouping examples (in blue font) for Mascot and PEAKS (a). Venn diagrams showing the 

number of unique and commonly identified proteins from CHO (b) E.coli (c) and albumin depleted human plasma (d) identified by Mascot and 

PEAKS. The images were generated by Venny 2.1 from Oliveros, J.C. (2007-2015) “Venny. An interactive tool for comparing lists with Venn's 

diagrams” https://bioinfogp.cnb.csic.es/tools/venny/index.html.  LC-MS/MS methods:  

Method A: LC gradient 48 min, MS-2.00 Hz, MS/MS-4.00 Hz 

Method B: LC gradient 48 min, MS-4.00 Hz, MS/MS-8.00 Hz 

Method C: LC gradient 90 min, MS-2.00 Hz, MS/MS-4.00 Hz 

Method D: LC gradient 90 min, MS-4.00 Hz, MS/MS-8.00 Hz.  
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Figure S4. Peptide sequences and Venn diagrams. Venn diagrams showing the number of unique and commonly identified peptides from CHO (a) 

E.coli (b) and albumin depleted human plasma (c) identified by Mascot and PEAKS. The images were generated by Venny 2.1 from Oliveros, J.C. 

(2007-2015) “Venny. An interactive tool for comparing lists with Venn's diagrams” https://bioinfogp.cnb.csic.es/tools/venny/index.html.  

LC-MS/MS methods:  

Method A: LC gradient 48 min, MS-2.00 Hz, MS/MS-4.00 Hz 

Method B: LC gradient 48 min, MS-4.00 Hz, MS/MS-8.00 Hz 

Method C: LC gradient 90 min, MS-2.00 Hz, MS/MS-4.00 Hz 

Method D: LC gradient 90 min, MS-4.00 Hz, MS/MS-8.00 Hz.  
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Mascot server 

Figure S5. Protein sequence coverage results of Mascot (left) and PEAKS (right) of proteins from CHO cells.  



Mascot server 

Figure S6. Protein sequence coverage results of Mascot (left) and PEAKS (right) of proteins from E.coli .  



Mascot server 

Figure S7. Protein sequence coverage results of Mascot (left) and PEAKS (right) of proteins from albumin depleted human plasma.  
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Figure S8. Data QC results from CHO (a) E.coli (b) and albumin depleted human plasma (c) computed by PEAKS.  

LC-MS/MS methods:  

Method A: LC gradient 48 min, MS-2.00 Hz, MS/MS-4.00 Hz 

Method B: LC gradient 48 min, MS-4.00 Hz, MS/MS-8.00 Hz 

Method C: LC gradient 90 min, MS-2.00 Hz, MS/MS-4.00 Hz 

Method D: LC gradient 90 min, MS-4.00 Hz, MS/MS-8.00 Hz.  

(c) 

(b) 

(a) 

Method A 

Method B 

Method C 

Method D 

Method A 

Method B 

Method C 

Method D 

Method A 

Method B 

Method C 

Method D 



CHO 

Figure S9. MS/MS spectra of peptides and precursor profiles from CHO sample (PEAKS Studio 11)  



E.coli 

Figure S10. MS/MS spectra of peptides and precursor profiles from E.coli sample (PEAKS Studio 11)  



Albumin_depl_plasm
a 

Figure S11. MS/MS spectra of peptides and precursor profiles from albumin depleted pasma sample (PEAKS Studio 11)  


