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Genomic approaches for understanding Lunar-phase dependent spawning in tropical
groupers
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It is assumed that lunar-synchronous spawner fish recognize their spawning
lunar phase by detecting cyclic changes in intensity and duration of moon light irradiation. This
study investigate two grouper species which have different spawning lunar phase and ask how they
decide their spawning lunar phase. We succeeded to reconstruct draft genome of new moon spawner,
Malabar grouper, and full moon spawner, Honeycomb grouoper by hubrid assemble method which uses
Illiumina short reads and ONT minion long reads. Based on their genome sequence, several Cry genes
were identified. Cry mRNA expression analysis rebealed that Cry2 expression in the pituitary is
suggested to be a possible internal mediator of moon light stimuli.
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