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Abstract The genetic diversity and UPMGA clustering of nine Hyphaniria cunea geographic pop-
ulations were analyzed by random amplified polymorphic DNA RAPD technique. A total of
191 bands were obtained from 25 effective primers of which 158 bands were polymorphic ac-
counting for 82.72% . The genetic distance index of the populations was 0.2043-0.5108 and
the similarity coefficient was 0. 4892-0. 7957. The nine populations could be divided into three
groups 1. e. Liaoning and Shandong group Beijing and Tianjing group and American group
suggesting that the genetic differentiation of H. cunea populations was correlated with geograph-

ical location.
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RAPD A 10 pg- ml™" 37 C 30 min
DNA 1:1
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Tab.1 25 random primers sequences and the number of amplification band

5'.3" 5'3"
SBSC1 TTCGAGCCAG 12 9 SBSC14 TGCGTGCTTG 3 3
SBSC6 GAACGGACTC 10 9 SBSC15 GACGGATCAG 3 3
SBSC7 GTCCCGACGA 15 15 SBSC16 CACACTCCAG 4 4
SBSC8 TGGACCGGTG 10 10 SBSC19 GTTGCCAGCC 4 3
SBSC12 TGTCATCCCC 9 9 SBSC20 ACTTCGCCAC 3 3
SBSC13 AAGCCTCGTC 5 2 SBSE1 CCCAAGGTCC 8 5
SBSE2 GGTGCGGGAA 3 2 SBSE3 CCAGATGCAC 9 7
SBSES TCAGGGAGGT 9 8 SBSE6 AAGACCCCTC 10 6
SBSE7 AGATGCAGCC 7 5 SBSES8 TCACCACGGT 10 9
SBSE9 CTTCACCCGA 5 5 SBSE12 TTATCGCCCC 10 7
SBSEI5 ACGCACAACC 8 6 SBSE17 CTACTGCCGT 7 5
SBSE18 GGACTGCAGA 13 12 SBSE19 ACGGCGTATG 8 6
SBSE20 AACGGTGACC 6 5 191 158
3 3 9
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Tab.2 Genetic diversity of nine populations of Hyphantria
Fig.1 Primers SBSC8 and SBSC12 amplified nine popula- cunea y pop P
tions of Hyphantria cunea
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Tab.3 Genetic identity and genetic distance of nine geographic populations of Hyphantria cunea

0. 6935 0.7634 0. 6661 0.7312 0. 6828 0. 6505 0. 6280 0. 4892
0. 3065 0. 7957 0. 7043 0. 7796 0. 6882 0.7312 0. 7258 0.5753
0. 2366 0.2043 0. 6935 0. 7581 0. 7688 0. 6989 0. 7258 0. 4992
0. 3339 0.2957 0. 3065 0.7312 0.7419 0. 5968 0. 6287 0.5161
0. 2688 0.2204 0.2419 0.2688 0. 7258 0. 6828 0.7312 0.5591
0.3172 0.3118 0.2312 0.2581 0.2742 0. 6667 0.7043 0.5215
0. 3495 0.2688 0.3011 0.4032 0.3172 0.3333 0. 7903 0.6183
0. 3720 0.2742 0.2742 0.3713 0.2688 0. 2957 0.2097 0. 6237
0.5108 0. 4274 0. 5008 0. 4839 0. 4409 0. 4785 0. 3817 0.3763
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Fig. 2 Nine geographic populations of Hyphantria cunea ’
UPGMA cluster map
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