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Abstract: Both prokaryotes (bacteria and archaea) and eukaryotes have evolved diverse immune systems to
defend against threats from mobile genetic elements (MGEs) including plasmids, transposons, and pathogens.
Recent studies have identified the conservation and similarities between prokaryotic and eukaryotic immune
systems across all kingdoms of life. In this review, we summarize the shared nucleic acid immunity, focusing
on the conserved components and mechanisms of RNA-sensing immune systems, which helps to understand

the common evolutionary relationships of immune systems across different life forms.
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