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Abstract

Ormocarpum cochinchinense (Lour.) Merr. (Fabaceae: Papilionoideae) has been
categorized as a vulnerable species in Taiwan, as its distribution is restricted in Heping
Island, Green Island (Lyudao), and Lanyu. To establish a management unit for species
conservation, the nuclear internal transcribed spacer, as well as the chloroplast ps-
bA-trnH and trnL-trnF regions were applied to assess the genetic structure and the level
of population differentiation of O. cochinchinense. Low genetic diversity was detected
in all three populations in Taiwan, suggesting that genetic drift has reduced their genetic
variations. No differentiation among populations may be attributable to a high level of
gene flow via ocean currents. The loss of genetic diversity may be also related to their
small population size and self-fertilization. Three populations of O. cochinchinense
should be integrated as one management unit. The population of Lanyu should be pro-
tected in priority. Seeds and seedlings should be collected for ex situ conservation, and

those cultivated individuals could be used as native landscape plants.
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(nucleotide diversity) (Jukes and Cantor,
1969) i EIEBF AV E FE 2B < fh
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HEERE - (SRR L o IS
TEREF AR FE 53 (B FT REEL B TE R #
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T L R aE B E R B E N -
Table 1. List of sampling locations, nucleotide diversities, and haplotype diversities of the nrDNA, trnH-
psbA, and trnL-trnF regions sequences of Ormocarpum cochinchinense in Taiwan.

sample
species location  code longitude latitude size nrDNA trnH-psbA trnL-trnF
nucleotide haplotype nucleotide haplotype nucleotide haplotype
diversity  diversity diversity diversity diversity diversity
O. cochinchinense 28 0 0 0 0 0.00015 0.148
FIPEE HP 121.769  25.157 6 0 0 0 0 0 0
(53=3 LD 121472 22.656 10 0 0 0 0 0 0
Tl LY 121.550 22.044 12 0 0 0 0 0.00031 0.303

% 2. LLtrnL-ornF f5FUEMHTRER 7 (LF5%E - HP: AP, 0 LD * 4105 5 LY © [l -
Table 2. Pairwise FSTbetween pairs of populations from trnL-trnF for Ormocarpum cochinchinense. HP:
Heping Island; LD: Lyudao; LY: Lanyu.

HP LD LY
HP -
LD 0 -
LY 0.09 0.09 -
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LB A, 2B B, 168 ; C, & D, &1 ; E, F, fafdisVEE TR 26k (EEPIR : C =1 cm,
D=1mm; E, F=10 um) °

Fig. 1. Ormocarpum cochinchinense (Lour.) Merr. A, habit; B, branch with flower; C, fruits; D, seeds; E, F,
SEM photographs of pollen (scale bar: C=1cm, D=1 mm; E, F = 10 pm).
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Fig. 2. The sampling locations of Ormocarpum cochinchinense in Taiwan.

52



BIEEYZERMEMI TW J. of Biodivers.25(2):37-54, 2023

4'7

O. pubescens AF189045

O. bernierianum AF 189035

O. schliebenii AF189047

O. flavum AF189041

0. cochinchinense

O. orientale AF068159
O. megalophyllum AF068154

O. klainei AF189044

100

O. kirkii AF068150

O. somalense AF189048

O. coeruleum AF189037

100 E—
L

O. rectangulare AF189046

AF189051

O. trachycarpun AF189049
O. keniense AF068155

O. muricatum AF068156

O. verrucosum AF189050

‘I— O. sennoides AF068153

O. drakei AF189038

0.01

3. A Maximum Likelihood 75 7B 2 VML B TE VR AR IE] - 93285 Fy bootstrap {E (>70) »
B84 1% B NCBI B ESRYE -

Fig. 3. The maximum likelihood tree of ntDNA of Ormocarpum. Numbers at nodes indicate bootstrap

value (>70).
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Fig. 4. The maximum likelihood tree of trnL-trnF of Ormocarpum. HP: Heping Island; LD: Lyudao; LY:
Lanyu.
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