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Introduction

The binding of e.g., proteins, proteoglycans, nucleic acids, chemokines or, cytokines to the surface of EVs influences their activity and targeting direction. EV preparations from
different sources can contain diverse vesicles, making it challenging to detect and analyze the binding of associated molecules to the EVs. Antibody-based methods like flow
cytometry, high-resolution microscopy, and solid-phase assays are commonly used to measure and characterize the molecules bound to EVs. While these methods have
improved EV research, they have limitations, especially when analyzing molecules with lower affinities. In body fluids, several proteins, including galectins, can interact with EVs
and affect their functionality. Galectins, unlike antibodies, have lower affinity to their ligands and often require high concentrations for detection in vitro. Here, we introduce

the Flow Induced Dispersion Analysis (FIDA) to analyze both the binding of human soluble lectins (galectins) and antibodies to EVs derived from mesenchymal stem cells and
blood serum.
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requirements. Detection of antibody and galectin binding
to EVs was quantifed (Table 3 and 4) and EC., analysis of
EV-antibody binding was performed (Fig. 5) .
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galectins. Galectins showed a labeling degree

from 12% - 50% (Table 2). B) Hydrodynamic Table 4: Change of the hydrodynamic radius of binders on MSC EVs.
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Gal-1 221 50 0.68 50 BM1 3.25 10 0.74 90 Perpectives:
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