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Figure 1. Visualization of the microarray data depicting the gene expression profile associated with NETs formation. 83 genes that participate in NETs formation,
inflammasomes and NADPH oxidase complex were selected. The genes relative expression obtained in the microarray assay by com-paring Cr-LAAO-stimulated cells with
negative control-stimulated(RPMI) cells were represent-ed by the fold change demonstrating the gene upregulation (red) and downregulation (blue) fold change bar plot.

Figure 2. Network of enriched terms colored by cluster ID. Based on the data
obtained from the microarray assay and gene selection for the study, nodes
sharing the same cluster ID are typically located in close proximity to each other.

Figure 3. Correlation of the gene expression profile of NETs with other signaling
pathways. Enriched items from pathways were compared with pathways related to
the inflammatory process and plotted in a chord diagram.

Conclusion: This study provides valuable insights into the changes in gene expression caused by Cr-LAAO stimulation in human neutrophils.
These findings align with earlier investigations and lay the groundwork for further exploration of the mechanisms involved in the
inflammatory response triggered by Cr-LAAO.
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Introduction and Objectives: The aim of this study is to investigate the gene expression associated with the formation of neutrophil
extracellular traps (NETs) stimulated by L-amino acid oxidase from Calloselasma rhodostoma (Cr-LAAO). LAAOs present in snake venom have
been demonstrated to activate human neutrophils, leading to the generation of reactive oxygen species (ROS), chemotaxis, phagocytosis, NETs
and the release of pro-inflammatory cytokines. Neutrophils are recognized for releasing NETs as a defense mechanism against pathogens.
Methods: Neutrophils were isolated from peripheral blood of humans and incubated with either RPMI (control) or Cr-LAAO (50 µg/mL) for 1
hour, allowing for gene expression profiling using the GeneChip Clariom S Array Human.
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