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A data-driven apﬁroach for analysis of evolutionary origin and diversification
of meso- and bathypelagic fishes
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In this study, we attempted to develop a novel, data-driven approach for
biodiversity research, where descriptive studies have still been dominated. Our approach is based on
massive genetic data derived from metabarcoding (simultaneous multispecies detection system) and
genomic sequencing. By metabarcoding DNA from 1,164 fishes taken from midwater trawls across the
North and South Pacific, we discovered two new species of deep-sea barrel eyes. We also developed a
new method for sequencing whole mitogenome sequences from nearly 100 fish species in a single
experiment and those data will be subjected to phylogenetic analysis to elucidate evolutionary
origin of those fishes.
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