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This study aimed to determine the current effective population size (Ne), a
parameter fundamental to the conservation and management of genetic resources in Lates japonicus,
which has the lowest genetic diversity among vertebrates and much of its life history is unknown. To

this end, we developed a new theory of close-kin mark-recapture (CKMR) based on kinship
relationships of yearlings sampled from multiple year classes, and estimated the current Ne based on
this theory. The number of half-sibling pairs between year classes was estimated from whole genome
sequencing data and Ne estimation was performed by CKMR, resulting in an estimated range of 489-1263
adult fish during the study time. In the process, ecological information necessary to improve the
accuracy of the estimation was also identified.
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