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Abstract ldentification and Characterization of BioDrone Anchor

BioDrone™, developed at MDimune, is a state-of-the-art drug delivery system based on cell-derived vesicles (CDVs) produced by serial extrusion
from diverse cell sources. CDVs exhibit physicochemical similarity to extracellular vesicles (EVs) but a tremendous advantage in production
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Selected BioDrone Anchors for HEK-CDVs

We finally determined four BioDrone anchors which are abundantly expressed on the CDV membrane.

Proteome Analysis of HEK-CDVs
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Generation of Stable Cell Lines Overexpressing Anchor Candidates | Scale-up of CDV Production Containing BioDrone Anchors

We compared the characteristics of BioDrone anchors in the CDVs produced from different extrusion methods (membrane filter and
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Figure 2. Overexpression of anchor candidates in stable cell lines. Overexpression of anchor fusion proteins was assessed by measuring particies (left panel) and GFP intensity (right panel) of indicated anchors between membrane filter extrusion and large-scale extrusion.

fluorescence intensities (A) and quantifying GFP expression (B). (C) Immunoblot analyses confirmed their overexpression.

Topology Analysis of Selected BioDrone Anchors

Summary & Future Prospects
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CDVs were treated with proteinase K (PK) to define the topology of selected anchor proteins.
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* We evaluated anchor candidate proteins and chose a set of anchors located in the plasma membrane or intracellular vesicles. _ . 4 Figure 6. Topology analysis of anchor proteins via protease cleavage assay. CDVs containing anchor B (A)
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