[image: ]Supplementary Fig.1: DEGs gene ontology and KEGG pathway analysis by Enrichr software
(a) Shows the results of biological process terms enriched by BP analysis. (b) Shows the enriched pathway by KEGG analysis. (c) Shows the results of biological process terms enriched by CC analysis. (d) Shows the results of biological process terms enriched by MF analysis. The coloured bands represent the P-value for that term, with red representing greater significance. The length of bands represents the number of enriched genes.
[bookmark: _Hlk32228836][bookmark: _Hlk32227271]All 39 DEGs were further analyzed by Enrichr software (https://maayanlab.cloud/Enrichr/). The results of gene ontology analysis showed that a) For biological process (BP), DEGs were particularly enriched in regulation of cellular response to cytokine stimulus, cytokine-mediated signalling pathway, inflammatory response, cellular response to lipopolysaccharide and so on. c) For cell component (CC), DEGs were mainly enriched in secretory granule lumen, tertiary granule lumen and so on. d) For molecular function (MF), DEGs were enriched in the chemokine activity, chemokine receptor binding, CXCR chemokine receptor binding, cytokine activity and so on (FigureS a, c, d). b)The analysis results of KEGG appeared that DEGs were enriched in multiple pathways (FigureS b), including Cytokine-cytokine receptor interaction, IL-17 signalling pathway, Viral protein interaction with cytokine and cytokine receptor and so on (p<0.05).
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