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Summary

e Analysis, interpretation and modelling of microscopic image data Image-based systems biology approach:
e Investigation of morphological, functional and dynamical aspects of 1. Automated image processing
host-pathogen interactions 2. Derivation of quantitative measures
e Generation of hypothesis to be tested in experiment 3. Virtual infection modelling and computer simulation

Project progress to date Project aims of the second funding period

Image-based systems biology of infection involves 1%!
the development of strategies and methods for the
quantitative analysis and modelling of information
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Design of new tools and workflows to investigate morphological,

Image-based
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the image data on infection processes acquired by ‘-g emodeling. e Processing of live cell microscopy data on confrontation assays

our CRC/TR partners. e Automated recognition and statistics of time-ordered event patterns

Automated pipeline for analysis of microscopic images: e Advancement of virtual infection models for a higher level of detail
e Segmentation and modelling of hyphal growth (B4 + C1): e Improvement of model parameter estimation algorithms

osses () e Experimental design of confrontation assays by computer simulations
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Virtual infection models in whole blood and in lung alveoli: G E e
e Agent-based computer simulations (B4 + C3): B L IEIREE
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e Evolutionary game theory on graphs (B4 + A1 + B1 + C5):
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