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Gel vaccine designed to co-stimulate both humoral and cellular immunity ideal
for elderly vaccination

CUENO, Marni
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We established the CNS demyelination biochemical network in order to
determine potential protein markers associated with any possible harmful effects associated with GC
vaccination since vaccination with high levels of antigen may impact nerves causing CNS
demyelination. Lastly, we elucidated the optimized antigen concentration to induce an immune
response. Throughout this study, we were able to found the following: (1) xanthan molecules
encapsulating an antigen does not interfere with epitope exposure; (2) gel-encapsulation enhances
antigen structural stability; (3)CNS demyelination is mostly affected at the WNT/beta-catenin
pathways; and (4) gel-encapsulated antigens elicit antibody response at 100 microgram per mL.
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Figure 1. Three protein structures designed and used for GC vaccination. (Left panel)
Influenza A H3N2 hemagglutinin. (Middle panel) Influenza B/Yamagata hemagglutinin.
(Right panel) SARS-CoV-2 spike.
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Figure 2. Representative protein gel-encapsulation using xanthan molecule. Proposed
gel-encapsulation showed that potential antibody epitopes were not blocked by the xanthan
molecule.
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Figure 3. Network design and centrality analysis of the CNS demyelination pathway.
Centrality measurements show that proteins in the WNT/B-catenin pathway are potential

markers for vaccination-induced CNS demyelination induction.
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