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Abstract: Five species of silk insects including Bombyx mori, B. manolarina, Philosamia cynthia
Autheraea pernyi and A. yamamai were analyzed by RAPD method using 40 arbitrary primers. In these
primers, 27 of them could amplify clear and repeating bands. 536 fragments were obtained and the
variable bands were 520. Each primer gave 11~28 bands and the average was 19.9. The length of the
fragments is 0.29~2.67 kb. Some distinctive bands were found in every species. The genetic
distance (D) between bombyx mori and B. manolarina is 0.3760, which is the lowest. The highest D
value is 0.7488, which between Bombyx mori and Philosamia cynhia. The D value was then used to
construct a dendrogram by unweighted pair—-group method with arithmetical averages(UPGMA)
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