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Abstract: Morus boninensis is an endemic tree species in Bonin (Ogasawara) Islands. Due to low density of remnant trees and
frequent hybridization with an introduced species, M. australis, seedling recruitment of the species is very rare in Chichi-jima
and Haha-jima Islands. The only exception is Ototo-jima Island, where a number of Morus seedlings have been identified as
presumably M. boninensis based on their morphological traits. In order to assess their significance for the conservation of M.
boninensis, we used the following two approaches. Firstly, ploidy levels of 15 seedlings were measured by flow cytometry.
Fourteen seedlings were revealed to be tetraploid M. boninensis, while the other one was diploid M. australis. Secondly, genetic
diversity and genetic structure were examined for six SSR loci in the seedlings and adult trees of M. boninensis. The seedlings
exhibited slightly lower levels of genetic variation than the adult trees in Ototo-jima Island. The STRUCTURE analysis
demonstrated that the seedlings and adult trees in the island were genetically similar to each other. Our findings may indicate a
potential for successful, self-sustaining seed reproduction of M. boninensis in Ototo-jima Island.
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Fig. 1 Distribution of Morus spp. in Ototo-jima and

Mago-jima Islands
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Fig, 2 Examples of the results of flow cytometry for ploidy

identification of Morus seedlings
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Fig. 3 Leaf morphology of M. australis and M. boninensis
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Table 1 Means and standard deviations (in parenthesis) of the

estimates of genetic diversity for M. boninensis in Ototo-jima

flllf& Allelic H, !

#r  richness
A (200342 4= 7%) 36 6.621 (2.385) 0.684 (0.126)
A (0124 FE A7) 30 6.169 (2.350) 0.678 (0.126)
4 (20124 FEpese) 14 5.143 (1.345) 0.654 (0.120)

VT NP AT AEAE Lo ~T g B HE O W R

STRUCTURE H#HTIZ X AEED 7 — 74313 ik 5

ZH-4 (2R,

— %Iz

s AK IR 2 5 b B

T BET /BN TRKRIZR S L S b, iEhs
(AR BT B IE, F OB o

RSN 5(2), MRS T S h A B
Lo v —T7

Zik, k&

D EARE LT A ORRIC

LIEETOUERDLD, AHY TS VUL K=2 &K
TE LTZBRICAK 2SRl (22.30) #5L, BBEORAR L

bz,

FERFELICEEDY S A
K BT 5izoh,

—ICHEWWEEETH O 4T
A0 & BEE TSRO

&3%?—ﬁ%§¢6ﬁéﬁﬁﬁﬁ%t&01wot
%%Tﬂﬁ*@ﬁ?%?~ﬁﬁﬂTéﬁﬁﬁﬁ%
@§4®K 3, 4), BEEEOFENRRBEESNT-, =

— 325 —

NODOFRERDNG, RBOATY T 7 7 T HEFIIMhE &
D LMEMICRE, ot —Th Y, FEORBHIH



FRIZREARDZIUCEIE > TNDH Z &R IDBRA D, LT
Mo T, BEOAHIY Z 77 EETR EORARE T
FEFEEICRkE L T D EB X bD,

Orz25—1@=0nsy @ll525—2 (5=0.1405)

(15256 (e 0.1919) [ 7525 —7 (Fe=0.0364) [l 77258 (5= 0:2101)
W 525 —9(F . 0.4108)

e et N e ! N ! et e e\
%% = s /Al HPME APTFOR B
M-4. FHHIFZIORALFEEESSRE LT
STRUCTURE fi# 4 ot 5
Fig. 4 Results of the STRUCTURE analysis for the seedlings

and adult trees of M. boninensis
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