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MRS OEEE (330) : The conspicuous cluster with a steep peak in length distribution have been
found in the most eukaryotes; however, there is no information about introns shorter than the cluster. We
identified pre-mRNA introns shorter than the cluster, termed ultra-short introns.

We selected 23 of the ultra-short introns based on conservation status in closely related species. Using
bioinformatics and molecular biological approaches, we demonstrated that the ultra-short introns are
bona fide introns and the ultra-short introns independently appeared in closely related lineages to human.
Our analyses on the features of the ultra-short introns suggest that the ultra-short introns are spliced by
distinct multiple splicing mechanisms that are modified from the known conventional splicing
mechanism.
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