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Innovative Multi-Omics Insights for Better Health
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Protein Complex’Analys
From Your SomaScan®/Olink® Data

Proteins rarely act alone — they function in complexes.
Have you analyzed protein complexes in your cohorts, or

only single proteins?
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 Use your existing SomaScan® or Olink® | Not just differential proteins — we quantify |
proteomics datasets. differential protein complexes and
provide complex-level scores, statistics,
i @ and figures for publication.
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Purpose

Transforms single-protein data into functional insights at the complex level.
\ Biomarker Discovery Drug Development Disease Mechanisms
MNETVARE Contact us to try now!
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support-global@metwarebio.com
+1(781)975-1541

8A Henshaw Street, Woburn, MA 01801
www.metwarebio.com



www.metwarebio.com
mailto: support-global@metwarebio.com
https://www.youtube.com/@metwarebiotechnology2294
https://twitter.com/MetwareGlobal
https://www.linkedin.com/company/metware-biotechnology/

Quantifying protein complexes
with COMFIDENT

COMplex FIngerprint DEconvolutioN Technology (COMFIDENT) is a reference-guided deconvolution workflow
that turns panel proteomics (e.g., SomaScan®/Olink®) into complex-level abundance.
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and mechanism/biomarker interpretation. e :
Example: Complex biomarkers for diseases (submitted & unpublished)

The results in the figure below demonstrate that the PLAUR-PLAU complex shows a significant difference in
abundance between the control group and both the diabetes group and the calves pain group (N = 1,046). In
contrast, individual components PLAUR and PLAU do not exhibit significant differences in abundance
between the control group and the case groups. These findings suggest that the interaction between PLAUR
and PLAU as a complex is more strongly associated with the tested conditions than the individual proteins
alone. Meaning that the proteomic resources were not properly used to identify biomarkers.
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Figure: Association of the PLAUR-PLAU complex with type 2 diabetes and calves pain.



