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FRYUIGMPE -BRA-8Z - Sy RYT— - N\NTABEHHTI/\HY T 8 BOKLIKT. AKX
DEAHUVIDORERKRIEIKRECELVEDIZHEMICEARLASL., 7HY2T, vadrd, EE/q/0Y
oOdM3FEIE. BRAOHVLWKARERTHD, LALEEOBADEGY U IDAREFTEIZEL LY,
2014 LI, FEIOBARERIZH TS EEZRENBEICLLE,. EEHVIDRETIEIESES—AFATH
5, EAYVIOREREIZFEREICEL. 1ERBIZ0.15mm LARRELGEWZ ERADML->TEY., COEFE
FAYVIDABORELPHEEDA DI LEDIOBEVWEFREZHETNIETEBRO—&FL D EEME
PHd, TAYUIFEBEEOENTHL23OD. ZRLE-OLICEENELHRZEL. HEFEL DS
FRICEET 5, TD=H. EREHVIZREL TN E=HIZE, £9'. EFOREDEHEHATHEWIZRE
LY., SENTEELZY I IEREAZHBALTVWEIDLEFRARLZENEELMREE LD, 1=,
REBLEEICHT HHMBEUEDEIZLE LT, ECMNEREOFTMZT oY, BOMEDTAIE>EY LAEL
HLDIZTDONTIE, BEHNICE2ZTY ESEBEYTEIENEETHD, AMETIE. RFDST/ LTA K
R CTH D MG-seq ZZAWVT., EHY / LABIS L UVORMMEBRETZT oz, 9. BFEOEEFI—
H—TREORINONT ., BEMNESHDPBELNTIEE,A O ITEEE/ QY UTITDONT,
)LD FBITIRIE2EYEELD 2B THAZENIIBHSIN, MEBRHITEXELFTEAERETL
HWZ EEBALSAIZ LTz (Takata et al. 2019 Peerd) , 5[, MEOEAEDEE T, O dE7
AU TDEGEHIZSHEEBEMMEBRRERARIEC A, DOV TOANECHESHETEL ., REL
IE~DHEBENTEINEDIZH LT, PHH I TESEEHAKRE ., HhEEROU R IONFN &
B 5 H(Z L1 (Takata et al. CWMD 2019), & SIC7hHY I CEMBCHBBRTEZT KR, 7HY
VODEBFLHEIL. 1TkmURNOEHEHIZLM DB TER N :H, COEMEERNTHRETNARIICHH
HEMBEMHBETHIIRINE NI EFBHESMIZ LT (Takata et al. 2021 Frontiers in Marine Science),




REXE (COMBEHRRLME - IEICDOWVTEALTLESL, )

seriEeE Genome-wide SNPs data revealed significant spatial genetic structure in the deep— sea
precious coral Corallium japonicum
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sayremeg | Multiplexed ISSR genotyping by sequencing distinguishes two precious coral species
(Anthozoa: Octocorallia: Coralliidae) that share a mitochondrial haplotype
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Comparison of the genetic diversity and connectivity of the commercially important
SESEERE | precious corals Corallium japonicum and Pleurocoral | ium konojoi using high throughput
Ee3 sequencing and the implications for conservation
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Despite being one of the few importance marine resources of Japan, precious coral species are one
of the most threatened marine organisms that suffered from overharvesting and poaching. To obtain
basic knowledge for the conservation of previous coral species, we have applied genome-wide
population genomic analysis called MIG-seq for three major precious coral species in Japan. First
we clarified the species boundaries between Pleurocorallium elatius and P. konojoi are distributed
in Japanese waters that shared mitochondrial haplotypes (Takata et al. 2019 PeerdJ). Then we compared
genetic diversity and structure of P. konojoi and Corallium japonica, P. konojoi has lower genetic
diversity indicating more vulnerable for environmental change while GC. japonica has stronger genetic
differentiation between neighboring populations indicating limited larval dispersal (Takata et al.
2019 CWMD) . Finally, by applying spatial autocorrelation analysis, we demonstrated larval and gamete
dispersal of C. japonica is limited within 11 km that is very useful for conservation (Takata et
al. 2021 Frontiers in Marine Science).
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