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Assessment of connectivity among the neighboring cohorts of kuruma prawn
Juveniles based on genetic relatedness analysis.

Sugaya, Takuma
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We investigated the connectivity among seven neighboring cohorts of kuruma
prawn juveniles sampled in Seto Inland Sea, Bungo Channel, and Kii Channel from 2017 to 2019 by
using eight SSR markers and a mitochondria DNA (mtDNA) marker. Although SSR markers did not show any

significant Fst values among the seven cohorts, the genetic relatedness was significantly weak
between the cohorts in Bungo Channel and Hiuchi nada, and between those in Suo-nada and Harima-nada,

respectively. The former pair also shows significant Fst value based on mtDNA marker analysis.
Besides, the juveniles sampled at eastern part of Hiuchi nada and Harima nada tend to be assigned
into a different population from other juveniles. From those, it can be suggested that there are at

least two different mother populations in the three sea areas, and the juvenile transfer has been
restricted by isolation-by-distance.
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