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Abstract

Approximately 40 types of fireflies are known in Japan. Among them, about half of the terrestrial
and aquatic fireflies are discovered in Kagoshima prefecture and/or its island areas and each shows
remarkable features. Luciola cruciata, one of the most famous fireflies in Japan, is known to be
divided into six types depending on the difference of the mitochondrial COI gene. Although these
show different emission cycles and oviposition manners, it has not be clear why these differences are
caused. Thus to elucidate this mystery is necessary to analyze and compare the whole genome
sequence. In this study, we attempted the genome analysis of L. cruciata. Research results indicated
the distinctive properties different from other organisms in respects of high heterozygosity, short introns
sequence, and low GC contents and so on. Genome annotation was performed by integrating three
methods, RNAseq comparison method, Ab-initio method and homology search method. Although the
integration was not completed within the research period, it could be predicted that L. cruciata has about
15,000 genes.



