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RNA sequencing was conducted on healthy blood eosinophils cultured in the
presence of type 2 and type 1 cytokine stimulants; the RNA sequencing analysis discerned downstream
variables specific to each stimulant. Similar alterations were confirmed by proteomic analysis and
flow cytometric analysis. Utilizing gene expression data from nasal polyp-derived eosinophils, we
validated that the alterations induced by these stimulants manifested in eosinophils at the
inflammatory site. These findings postulate the intricate involvement of these factors in
pathogenesis of the disease. The elucidated variations in the factors observed in this investigation

hold promise for understanding the complicated pathogenesis of diverse allergic diseases, thus
laying the groundwork for a prospective research database.
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Transcriptomic analysis of peripheral blood eosinophils from patients with severe asthma revealed characteristic regulatory
signaling.
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Multiomics analysis revealed regulatory phenotype of all-trans retinoic acid-stimulated human eosinophils.
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