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1. Introduction

In recent years the interest in noninvasive methods to observe and analyse molecular mobility and interactions in a cell increased dramatically [» 3. Fluorescence
recovery after photobleaching (FRAP) is one of the techniques widely used for this purpose.

FRAP curves enables us to analyse binding and diffusion of fluorescent molecules. Already published analytical solutions which describe these FRAP curves for
several cases only deal with diffusion of unbounded molecules . Therefore, we derived the so far missing Laplace transformed solution which allows diffusion
of all particles. Making use of derived analytical solutions we propose to develop a robust, inverse method to infer binding and diffusion coefficients from FRAP
data.

2. Methods & Materials 3. Results
FRAP experiment: Artificial Datasets
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4. Summary

e introduction of novel approach to analyse FRAP data

e presentation of missing (semi-) analytical solution for a multiple diffusion prob-
lem with reaction component
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