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ABSTRACT

To analyse the genetic relationship and intraspecific variations among the Eleutherococcus
senticosus population, the polymerase chain reaction(PCR) was performed total genomic
DNAs of 10 E. senticosus collections by random 10 primers. The genetic diversity and
genetic distance among 10 collections of Eleutherococcus spp. were used to describe the
dendrogram showing phylogenic relationship. Ten collections were classfied into two
group(group I, II) at the similarity coefficient value of 0.50. Group I included E. senticosus
of Bukhado(Japanese), youngwal(Korea), E. seoulense, and E. chiisanesis while group II
included several internal and Russia collection. The range of polymorphism was from 66.7
to 90.9% in 87 amplified DNA fragments. The similarity value of all collections ranged from
0.41 to 0.92. The average of genetic distance was 0.61.
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Table 1. Nucleotide sequence and G+C contents of selected primers that generated polymorphism and reproducible
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band profiles and number of detectable polymorphic bands

Primer No. Sequence(5” to 3") G+C content No. of band polymorphism(%)
(%) (No. of polymorphic band)

OPA-1 CAGGCCCTTC 70 8(7) 87.5
OPA-2 TGCCGAGCTG 70 11(10) 90.9
OPA-11 CAATCGCCTG 60 9(6) 66.7
OPA-12 TCGGCGATAG 60 12(8) 66.7
OPA-19 CAAACGTCGG 60 11(9) 81.8
OPA-20 GTTGCGATCC60 11(10) 90.9

OPB-1 GTTTCGCTCC 60 10(9) 90.0
OPB-5 TGCGCCCTTC 70 13(10) 76.92
OPB-9 TGGGGGACTC 70 13(12) 92.3
OPB-10 CTGCTGGGAC 70 3(6) 75.0

Total 106(87) 82.1
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Fig. 1. Randomly and specifically amplified polymorphic DNAs of the analyzed plants. The sequences of each primer
in OPA(#1, 2, 11, 12, 19, 20) and OPB(#1, 5, 9, 10) are shown in Table 1.
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Table 2. Similarity coefficient matrix of 10 collections of Eleutherococcus spp.
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pl 1.0000000

p2  0.5000000 1.0000000

p3  0.5000000 0.5625000 1.0000000

p4 0.5833333 0.5625000 0.4375000 1.0000000

pS 0.6041667 0.5000000 0.4166667 0.9166667 1.0000000
p6 0.5208333 0.7500000 0.7083333 0.5000000 0.4791667 1.0000000
p7 0.5416667 0.7291667 0.6458333 0.5208333 0.5000000 0.9166667 1.0000000

p8 0.5833333 0.7291667 0.6041667 (0.5208333 0.4583333 (.7500000
p9 0.6041667 0.5833333 0.5833333 0.5833333 0.5625000 0.6458333
p10 0.5208333 0.5833333 0.4583333 0.7916667 0.8125000 0.5625000

0.7708333 1.0000000
0.7083333 (.7500000 1.0000000
0.5833333 0.5416667 0.5208333 1.0000000
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Fig. 2. A dendrogram to 10 collections of Eleutherococcus senticosus Max. based on DNA polymorphism by PCR

analysis

1. E. senticosus Bukhado, Japan; 2. E. senticosus Russia; 3. E. senticosus Mulnori, Chuncheon, Korea; 4. E.
seoulense; 5. E. chiisanesis; 6. E. senticosus Tagisan, Korea; 7. E. senticosus Jamgok, Korea; 8. E. senticosus
Odaesan, Korea; 9. E. senticosus China; 10. Eleutherococcus youngwal, Korea.
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