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Transposons are essential for biological evolution; however, their transfer
can lead to genetic damage, resulting in severe consequences, including infertility and death. The
genome of C. inopinata, a closely related species of C. elegans found on Ishigaki Island, contains a

high number of transposons. In this study, we performed a small RNA expression analysis across
various developmental stages of C. inopinata and C. elegans, uncovering a unique small RNA profile
in C. inopinata. We also performed a genome comparison of wild isolates to shed light on the
dynamics of transposons in wild strains of C. inopinata.
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