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=R T T h (Zalophus japonicus) &, MO TIEE. AN, HE., AMGEDBRABIZES 2HL
TW=h, BABRLUEO7 CABRICEY BEARBAKB L. 1991 FIT—BIXERNAESE Sz, BRIAE
DEARETHY ENS, ABHULEHAENITHONEZ I ELCERZE LD, £REOAE 5 TREMNFHIC
DVWTEHEFELENKELLBEEINATNS, AAETIEH., 2RV 7 OHOEES L VELLDBEZHASMIC
THILEEMEL, ENOXRELEEYVRICINE SN TWABAEHN BN, T THESAI-Z
RO OHERIBEARZEZXRIZDNA T EIT o1z, BAOKRAICHELE-HMEMDRAZHCTzH, 7Y
—VEBETTERNSNIL DA ZERL., F1ILIFTHORMRL—I IV —ZHNTY / LS %
WMEL, BoN-EHT—2H05 BNA-MEM Z EDY—ILEZAWNTEINDHELUERES S URKBHIEE
BLfze S,V RYTHS/ LOBIEENS, ZAROT A& Zalovhus EBR TEHEAIZHIFE LR TH
U, B I2ANZTFTh(Zcalifornianus) & HS5INTRAT L h(Z wollebaeki) hX100%D T— R kS5
W ETHERBFBZEBTAIENATEINE, S FAVRKYTH/ LIXBROBRICESN EH., KFE
TEBEYT/ LOT—2ELMBINTEY ., SEOHMEHETICKY . Za/ophus EBRH 5 WLIXHE & DFERM
REOEFREFEEMICTEMT 2 EMNTEEE LD, ThIZEY, ZhRUTUHDOEBREELLTEE LY AE
MICEBATEZ LTINS,
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The Japanese sea | ion (Za/ophus japonicus) was once widely distributed along the coasts of Hokkaido,
Honshu, Shikoku, and Kyushu. However, due to extensive hunting beginning in the Meiji era, its
population declined drastically, and the species was declared extinct in 1991. Despite being endemic
to the region, little research was conducted before its disappearance, leaving many aspects of its
ecology and morphology unclear. This study aims to elucidate the origin and evolutionary history
of Z _Jjaponicus through DNA analysis of three specimens col lected between the Meiji and ear |y Showa
periods and preserved in Japanese universities and zoological collections. To prevent
contamination, samples were extracted from interior portions under clean conditions. Genomic
sequences were obtained using Illumina next-generation sequencing, and phylogenetic relationships
were inferred. Mitochondrial genome analysis revealed that Z. japonicus diverged earliest within
the genus Zalophus, while Z californianus and Z wol/ebaek/ formed a monophyletic group with 100%
bootstrap support. Nuclear genomic data were also obtained, enabling future analyses of interspecies
hybridization events and providing deeper insights into the evolutionary history of the Japanese
sea lion
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