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Population genomics of Blacktip Grouper in the lzu-Bonin arc
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Phylogeographic structure of Blacktip Grouper, Epinephelus fasciatus

(Perciformes: Serranidae), in the lzu-Bonin (Ogasawara) arc, was revealed by population genomics
analyses. The island arc is a part of huge lzu-Bonin-Mariana (I1BM) arc and one of the few oceanic
islands in Japanese waters. Preliminary analyses via partial 2.1 kb of mtDNA sequences and 11 loci
of nuclear microsatellites for 495 individuals of the species indicated three genetic populations in
the island arc. Subsequently, whole genome sequences (110.8 Gb) and RNA-seq of the four organs
(brain, heart, liver, and muscle; 6.7-7.7 Gb) of the species were successfully determined. In the
present, the GRAS-Di analysis is applied to those data as references.

Furthermore, the following two species, collected from the Volcano Islands, southern Japan, were
published as the first record in Japanese waters; Suttonia lineata (Perciformes: Serranidae) and
Uropterygius oligospondylus (Anguilliformes: Muraenidae).
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