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Towards flexible and comprehensive glycopeptide analysis with pGlyco Series

Abstract:

| believe Glycoproteomics is becoming one of the most general extensions of
proteomics after phosphoproteomics. In recent years, we have developed glycan-first
glycopeptide search engine series called pGlyco for both N/O-glycopeptide
identification. Additional to peptide part analysis, pGlyco more focuses on glycan part
search and quality control. For glycan identification, pGlyco3, the newest version of
pGlyco, mainly supports glycan structure database search with built-in or user-defined
glycan structures. This feature allows us to analyze glycans with customized
modifications. We also provide the glycan database-free search named pGlycoNovo in
pGlyco3 as an experimental feature. pGlyco3 integrates a site-specific glycan
localization (SSGL) algorithm — pGlycoSite to fast and accurately localize glycans by
using ETD/EThcD spectra. All these modules enable flexible and comprehensive
analyses of glycopeptides. But there are still a lot of issues in terms of both ‘wet’” and
‘dry’ experiments, | will also discuss about possible future developments in pGlyco3 in
this talk.

MAEN

X4, Bt ARELTFAREFRHIASRATRSTY (2006-2010) , ftie
W F R EREFERITER AR pFind L E (2010-2017) . ZFEFRRITE
FriB{EBNIBMIRR R (2017-2020) . B EIFEERE Max-Planck Institute of Biochemistry,
Matthias Mann SLEEMELEM R LIE. FEMARNBEFEREL RIERSIZMW
ARV HRF I REFITEFEEARAFNINA. ME—EERFZFBIMEE SN E
Nature Methods, Nature Communications, Cell Systems #1 Analytical Chemistry 57K
FRERRXETRRE. TELEREREIKERSIZ pGlyco RIIMEBET REF SJHYE
EIFUNE % pDeep £5l. BT pGlyco BRIV RITMECLIAE] 1000 KRR, =ZIEBE



HFIHRIRDHNR MGz —, EEMAERII-EXRENFTERRLEET



