Comprehensive proteomic profiling of erythrocytes
following hypotonic dialysis-based drug encapsulation process
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Introduction
Erythrocytes represent an attractive and unique approach as a carrier for various therapeutic agents. Encapsulation of therapeutic agents in red blood cells (RBC) offers several advantages
compared to free-form compounds such as natural biocompatibility, broad distribution in the organism, increased circulatory half-life and improved safety profile as demonstrated in clinical trials.
Using a proprietary osmotic-based platform, Erytech encapsulates therapeutic compounds within RBCs. Eryaspase, L-asparaginase (ASNase) encapsulated inside RBC, is an investigational product
currently under clinical development in several tumor types. The encapsulation technology demonstrated benefits in both pre-clinical and clinical studies.
The goal of this study was to evaluate the potential impact of hypotonic dialysis-based ASNase encapsulation on the RBC proteome.
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Erycaps® technology : encapsulation of therapeutic agents
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Mass spectrometry allows detection and
absolute quantification of 1957 proteins
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In accordance with Garin et al, 1996.

Conclusions
• Hypotonic dialysis-based drug encapsulation has no significant impact on RBC proteome.
• Asparaginase protein is the only difference found between eryaspase and pRBC/proRBC.
• Processed RBC maintain the same proteomic landscape compared to non-processed RBC.
• These results support the similar half-life of eryaspase red blood cells (24-26 days) and packed red blood cells (28 days) reported in clinical trials.
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