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Introduction

Peptide desalting is a crucial step of sample preparation to perform

Protein Peptides LC-MS/MS analysis _ ) _
— bottom-up approach in proteomics analysis by LC-MS/MS.
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> volume, were evaluated and compared to home-made
& Generate ion-suppression StageTips (with C18 SPE disks) for the desalting of 2ug and
Colte in digect Limit peptide detection 100ng of protein digest using the DigestPro MSi robot (CEM).
alts In digestion o The program on the robot was also optimized to reduce the
buffers @ Impact proteins identification . .
desalting time per sample.
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% AttractSPE® Tips C18 presents a wider spectrum of interactions including hydrophilic peptides
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gain in peptide intensities compared to HM. Moreover, AttractSPE® Tips C18 A small increase (11% gain) in peptide intensities was observed with the
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Conclusion
' th I | n n u n n n ] ]
Better hydrophilic peptide retention Optimization of the desalting program on Digest Pro MSi In collaboration with
Increased peptide intensities with AttractSPE® robot with great time saving e =

1 S FP3S
i ] SORBONNE
Tips C18 No cross-contamination observed with the robot T UNIVERSITE ,
P e 2 Pitie. Satostrare

Higher number of proteins identified
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