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Introduction

Extracellular vesicles (EVs), released by cells and consisting mainly of a lipid bilayer and an aqueous
lumen, are in demand due to the presence of biomarkers and as therapeutic platforms. They play a
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(EVs) yielding information on sample constitution
and purity. Nanoparticle tracking analysis (NTA)
and proteome analysis corroborated our results.
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e.g. medicinal grade - Figure 2: NTA confirms the presence of EVs before and after a solution exchange step from PBS to

volatile AA, a necessary prerequisite for nES-GEMMA, (A, B) as well as the SEC purification step (B).
Nonetheless, the size distribution is not affected. Even though it does not influence the size
distribution of vesicles, solution exchange leads to significant vesicle loss (> 40%) (C,D).
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centrifugal filters (10 kDa MWCO, polyethersulfone membrane) Figure 3: nES GEMMA of EV containing samples reveals vesicle size heterogeneity (from around 20 nm
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Figure 5: nES GEMMA of EVs and Figure 6: LC-ESI-MS/MS analysis of a technical replicate of

samples before and after SEC (A) reveals similar protein
expression. No significant difference in expression (B)
demonstrates that SEC purification does not influence the
vesicle proteome itself, thus applicable for EV isolation.

identified proteinaceous contaminants
(haemo, a2m) overlap in nm-sizes and
pattern.
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