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animals (control) and supplemented with C. intermedia and S. boulardii, vaccinated with

inactivated SARS-CoV-2. A) Dynamic of serum IgG production, analyzed each seven days from
RESULTS & DISCUSSION pooled sera of the experimental groups. B) sIgA detection on pooled fecal samples of mice in the
42" experimental day. C)The most abundant bacterial genera in the sequenced samples,

FIG.1 FIG.2 emphasizing the top 3 in each sample.
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: z 114 §§ C. intermedia supplementation modulated the expression of key immune-related
1 @% 112 fg’% genes and enhanced humoral responses in mice. Furthermore, its influence on
o3 h23 -1 gastrointestinal microbiota suggests a synergistic effect on vaccine
o @Q immunogenicity. This work provides original insights that may broaden the
g EE ;::j g understanding of host-microbe interactions in vaccination and contribute to the
; 8 a development of innovative probiotic-based strategies to improve vaccine efficacy.
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