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e Spatial mapping: Quantity immune infiltration,
fibrosis, collagen remodeling, vessels, lobules,
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APPLICATIONS

reproducible  workflows for segmentation,

Clinical & metadata
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to map and quantify metabolic inflammation in the liver and to enable model-driven, patient-relevant insights.

patient-relevant digital twins.

OUR LAB

We build open, FAIR digital twins of human physiology — Al-powered models
that predict disease and therapy, patient by patient.
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What if every medical model served you, not the average — and belonged to
everyoner:

Gefordert durch:

B rilesinistariom DFG MK was supported by the BMFTR within ATLAS by grant number 031L0304B and within the research network Systems Medicine of the Liver (LiSyM, grant number 031L0054) and by the DFG grant
% fiir Forschung, Technologie number 436883643 and 465194077 within the Priority Programme SPP 2311 and by by the BMBF-funded de.NBI Cloud within the German Network for Bioinformatics Infrastructure (de.NBI)

iind Raumfahr’t Deutsche (03TA537B, 031A533A, 031A538A, 031A533B, 031A535A, 031A537C, 031A534A, 031A532B)..

Forschungsgemeinschaft


mailto:matthias.koenig@uni-luebeck.de

