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ohysical characteristics, as well as RNA of intact vesicles eluted from the exoEasy
content of vesicle preparations resulting from spin column (20.000 x magpnitication). Finally, we compared different approaches to remove residual cells and cell fragments
a spin column-based purification approach. by additional centrifugation and filtration steps prior to vesicle isolation, and analyzed
the resulting vesicle size distribution and RNA content.

Intact EVs eluted from the exoEasy column were analyzed using the Nanosight NS300.

Figure 2. exoRNeasy workflow for isolation of vesicular RNA.
For isolation of intact vesicles, elution buffer was used instead
of QlAzol, and the eluates used for further analysis.
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Figure 3. A wide variety of blood collection tubes is compatible with EV RNA isolation, but Figure 4. Change in RNA abundance during storage of blood
representation of individual transcripts may differ. Use of heparin tubes is not recommended. samples at room temperature, prior to generation of plasma.
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