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Tissue leakage proteins:

= Extracellular vesicles

= Secreted proteins

= Immune complexes

) Dr. Stefanie Hauck

Head of Core Facility Metabolomics and Proteomics, Helmholtz Munich, Germany
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Deep, affordable, automatable, and quantitative:
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More information about
ENRICH Technology:
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NEXT GENERATION PROTEOMICS
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Solution

QC plasma pool, timsTOF platform
17 min gradient, Spectronaut 19, directDIA+

Total B CVsbelow 20%

More information about
P2 Enrichment System:
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Explore More: Recommended Reads and Resources

. Introducing the timsUItra AIP:
www.bruker.com/timstof-ultra

. PASEF: Discover the Advantage
of SPEED with Confidence
www.bruker.com/de/products-and-solutions/
mass-spectrometry/timstof/pasef.html

. Immerse into the Capabilities
of 4D-Proteomics
www.bruker.com/en/applications/academ-
ia-life-science/proteomics/4d-proteomics.
html

. Immediately dive into Results
of your Experiment
www.bruker.com/en/products-and-solutions/
mass-spectrometry/ms-software/proteos-
cape.html

. TwinScape: Streamlined Quality Control
and Monitoring
www.bruker.com/en/products-and-solutions/
mass-spectrometry/ms-solutions/twinscape.
html

. timsOmni
https.//www.bruker.com/en/prod-
ucts-and-solutions/mass-spectrometry/tim-
stof/timsomni.html/

7. timsMetabo

https.//www.bruker.com/en/prod-
ucts-and-solutions/mass-spectrometry/tim-
stof/timsmetabo.html/

10.

1.

12.

13.

14.

15.

. 4D-Proteomics Content Collection:

www.bruker.com/en/landingpages/bdal/
proteomics-content-collection.htm/

. Pharma Content Collection:

www.bruker.com/en/landingpages/bdal/
pharma-content-collection.html

Everything you need. Maximum
Sensitivity, Speed, and Robustness
www.bruker.com/en/products-and-solutions/
mass-spectrometry/lc-ms/pepsep-columns.
html

Setting the Standard for Protein
Analysis with PreOmics
https.//www.preomics.com

The Gold Standard for DIA Proteomics
Analysis: Spectronaut
https.//biognosys.com/software/spectronaut/

PASEF Melodies:
www.bruker.com/en/landingpages/bdal/
proteomics-content-collection.html/

Setting the Standard for Protein
Analysis with PreOmics
https.//www.genengnews.com/topics/
omics/leveraging-proteomics-for-preci-
sion-cancer-research-diagnosis-and-treat-
ment/

Bruker Pharma Brochure
https.//www.bruker.com/en/prod-
ucts-and-solutions/mass-spectrometry.
html?q_Is=pharma-ebook#literature
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