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The purpose of this study is to demonstrate that ultramicro inversions is a univer
sal phenomenon observed in the genomes of many organisms, and to measure experimentally the frequencies of
ultramicro inversions. First, we examined genomic sequences of 10 different species of eukaryotes, proka
ryotes, and archaea, and identified ultramicro inversions in all of the 10 species. This strongly indicate
s that ultramicro inversion is a universal phenomenon of genomic rearrangement. Secondly, in order to esti
mate the frequencies of ultramicro inversions, we predicted 360 possible hotspots of ultramicro inversions
based on the comparison of 17 strains and a tumor mouse genomes in silico, and sequenced 150 hotspots out
of 360 using quite a number of mouse sperms with modern high-throughput sequencers. This analysis is stil
I in progress, and the results will be published in the future.
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