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Time Title Speaker Institution
LWTFE o
08:50-09:00 PN TR
Opening Ceremony
A universal method for in-depth s
o : - R B
09:00-09:30 | measurement of plant phosphoproteome | JElF . .
L . L KEEYE T
with high quantitative reproducibility
“Mass+Structure+Knowledge”: A
Journey to In-depth Interpretation of wE :
09:30.10:00 | 20UeY epth Interpre IhEE LR EMREET R
Tandem Mass Spectra Derived from BT
RNA Oligonucleotides
Al-based large-scal teomics data o} 5
(G as_e arge-scale proteomics % R Ei\%ﬁ)ﬁfiqﬂ
analysis L JEED
BRI
10:30-10:50 & &
Photo/Coffee Break
Generic diagramming software for .
10:50-11:20 | ~onoric dlagramming £ 8 Bl K&
biology and medicine
Discovery of Functional Peptides from
11:20-11:50 | the Small Open Reading Frame-encoded | # & EWHET K%
Peptidome
11:50-12:20 | The SysteMHC Atlas 2.0 BR3CT™ FAERE
FRE5HKRE
12:20-13:20 &k
Lunch and Break
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Time Title Speaker Institution
14:00-14:30 Targ.ete(? pep‘tide search.ing and its H o Baylor C.0¥lege of

applications in proteomics Medicine

FragPipe enables the one-stop analysis . .

University of
14:30-15:00 | for DDA and DIA bottom-up KX .
. Michigan

proteomics

A novel SDS-based sample
15:00-15:30 | preparation strategy for proteomic bRt EITREF

and PTM research

A comprehensive investigation of DDA
15:30-16:00 | and DIA workflow for deep coverage x| 8 SR EARKRE

of proteome

K
16:00-16:20 & &

Coffee Break

A mimicked ribosomal protein

complex to benchmark XL-MS Manuel Research Institute of
16:20-16:50 | workflows and the investigation of Matzinger Molecular

molecular networks of the dormant 4 Pathology

ribosome

To cleave or not to cleave in CXMS?

: . bR AR

16:50-17:20 | — A comprehensive comparison of g 5 AL %ﬂiﬁ%

DSS and DSSO workflows

Leibniz-

Developing structural interactomics Forschungsinstitut

17:20-17:50 IS PR :

and its application in cell biology

fUr Molekulare
Pharmakologie
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Time Title Speaker Institution
In-cell crosslinking mass spectrometry
09-00-09:30 combined with Alphafold-Multimer to | FrancisJ. | National Cancer
; ; discover the structures of novel protein | O'Reilly Institute
complexes
Development of effective cross-linkers . .
09:30-10:00 RZ i
and their application in XL-MS PR ERRBORE
Spatiotemporal and global profiling of .
PR Dl 99541 Profiiing o RN Y
10:00-10:30 | protein-biomolecule interactions via MR/ -
PANAC photoclick chemistry
K
10:30-10:50 & &
Coffee Break
C tation- d
L omputation e_mpowere - EZ{\E El}ﬁj#%tﬁ
chemoproteomics L JERD
Computational design and co-
11:20-11:50 | translational incorporation of protein VNI WL K%
PTMs for biological discovery
T ZYRFEERAS” Bi/ih EH " ?%%%ﬂ& (It
R ) HRAH
FRE5KE
12:20-13:20 £ &

Lunch and Break
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I [H] W& E wmEA £ S=PNNTA
Time Title Speaker Institution
14:00-14:30 C_Iinical Prot.eomics !Big d_ata drives the B @%‘Eﬁﬁ*ﬂ%*

discovery of innovative biomarkers L (JEFD

Specific pupylation as IDEntity
14:30-15:00 | reporter (SPIDER) to decipher VARG AR
Protein-Biomolecule Interactions

Network Analysis in Cancer

15:00-15:30 .
Proteomics

* B EiRERE

Prediction of site markers for kinase

15:30-16:00 | activity with expression-based and FRAFIR B R
sequence-based representations
T
16:00-16:20 & &
Coffee Break
: o [ BE 2R ek
Blood Ecosystem approach to dissect . . . .
16:20-16:50 | ziseasespp E ¥ | KIPMEZRELK
y PR
Proteome Quantitation Methods Based X
16:50-17:20 | on Chemiczl Labeling and Fragment Pl R EBAEA
' ' B TR
lons
Glyco-Decipher 2.0: Towards X
17:20-17:50 Co):npreher:)sive Interpretation of the AR FEFFRAEL
' ' - SRR LT

Spectra of O-glyco and N-glycopeptides

17:50-18:00 2% / Closing Speech
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