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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 

O. cochinchinense. Low genetic diversity was detected 

in all three populations in Taiwan, suggesting that genetic drift has reduced their genetic 

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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1. 
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.

2. trnL-trnF HP: LD LY
Table 2. Pairwise FST between pairs of populations from trnL-trnF for Ormocarpum cochinchinense. HP: 

Heping Island; LD: Lyudao; LY: Lanyu.

species location code longitude latitude 
sample 
size nrDNA  trnH-psbA trnL-trnF  

      
nucleotide 
diversity 

haplotype 
diversity 

nucleotide 
diversity 

haplotype 
diversity 

nucleotide 
diversity 

haplotype 
diversity 

O. cochinchinense   28 0 0 0 0 0.00015 0.148 
  HP 121.769  25.157  6 0 0 0 0 0 0 
  LD 121.472  22.656  10 0 0 0 0 0 0 

  LY 121.550  22.044  12 0 0 0 0 0.00031 0.303 
 

 HP LD LY 
HP -   
LD 0 -  
LY 0.09 0.09 - 
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1. A, ; B, ; C, ; D, ; E, F,  ( : C = 1 cm, 

Fig. 1. Ormocarpum cochinchinense
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2. 
Fig. 2. The sampling locations of Ormocarpum cochinchinense in Taiwan.
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3.  Maximum Likelihood bootstrap (>70)
NCBI

Fig. 3. The maximum likelihood tree of nrDNA of Ormocarpum. Numbers at nodes indicate bootstrap 
value (>70).
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4.  Maximum Likelihood Dalbergia oliveri
HP: LD LY

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


