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Sub-classification of exosome based on the superficial chemical structure
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SARS-CoV-2

We focused on the specific separation of glycoproteins by the recognition of
sugar chains using a spongy monolith (SPM) as a separation medium. As a fundamental study, we
prepared SPMs modified with a few lectins for lectin affinity chromatography (LAC). After packing
the modified SPM into the column, the adsorption selectivity due to the lectin affinity was
evaégated. Additionally, the collecting procedures were also optimized by changing the elution
conditions.
Additionally, new SPMs were developed for the separation of an extracellular vesicle, exosome and a
corona virus, SARS-CoV-2. In former case, the specific lectins were immobilized onto a SPM and the
selective separation of exosomes were successfully achieved. In case of the virus separation, an
antibody was modified onto a SPM for the selective adsorption of a spike protein on SARS-CoV-2.
Then, we finally achieved to selective concentration of SARS-CoV-2 from a pseudo salivary sample.
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