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Proteomics workflow
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Spectronaut

Supernatants/Secretomes

Spectrodive

GlycoScape

Full service

Collaborative research projects

Glycoproteomics

Spatial & in situ Proteomics

Protein characterization at site of infection
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Identification of surfaceomes and glycosylated sites :
+ Hydrazide chemistry and Kl-based identification of glycoproteins | A YT
« HILIC and lectin-bodies
« Stepped-collision-energy and ETD

 EXx vivo proteomics
« Single cell proteomics
* Cellular & sub-cellular structures (e.g. nuclei)
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Glycoprotein enrichment

With SFPR/RPEX (W. Blankenfeldt, J. v.d. Heuvel) DINF (H. Slevogt) and NIBI (C. Sieben). Planned cooperation: Lectin bodies (IVON, K. Metzdorf)

Dark Proteomes

Identification of non-annotated proteins
 Improved genome annotation
 |ldentification of novel proteoforms
« Characterization of pseudogenes
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Database

generation N-terminomics

annotation

With S. Fuchs (RKI): Fuchs et al., 2021, PLoS Genetics;
Bartholomaus et al., 2021, NAR; Engelmann and Fuchs, 2023, Proteomics

Detection Laser-dissection microscopy

MAIT Surfaceome

With VMED (M. Pils) and ZEIM (A. Steffen & M. Musken).
Planned cooperations: IP Organoids (IVON: K. Metzdorf), C. Lenz (UMG-Géttingen)

BONCAT - Bioorthogonal non-canonical amino acid tagging

In vivo metabolic labelling for selective and spatial protein identification
« Click chemistry-aided protein purification
« Characterization of translatomes, secretomes and trans-cellular molecular transport
- Labelling of micro-organisms for binding assays and interactomics
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Protein enrichment
using click chemistry

Molecular
Transport

Translatomics &

Secretomics
Jakob et al., 2023, Front Immunol

Incorporation of non-
canonical amino acids

Spatial phenotyping
Prabhakar et al., 2023, Glia

Labelling of micro-

organisms
EU-COMBINE with C. Sieben

With D. Dieterich (OvGU-MD): Prabhakar et al., 2023, Glia. With M. Friese (UMC-Hamburg): Woo ef al., submitted to Cell
Jakob et al., 2023, Front Immunol. With: C. Sieben (NIBI); A. Kroger (IMMI). Planned: with U. Kalinke (EXPI), with Hauser (DRFZ-Berlin)

www.helmholtz-hzi.de
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