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Phylogenetic analysis of Actias selene based on 18S ribosomal RNA and mitochondrial 16S rRNA genes.
ZHU Bao-Jian LIU Chao-diang™ CAO Jia LI Xu-Quan WEI Guo-Qing ( College of Life Sciences Anhui
Agriculture University Hefei 230036 China)

Abstract To investigate the phylogenetic relationship between Actias selene Hiibner and other Lepidopteran
insects a 391 bp fragment of 18S ribosomal RNA and a 428 bp fragment of mitochondrial 16S rRNA were used
to construct phylogenetic trees with neighbor§oining (NJ) maximum parsimony (MP) and arithmetic averages
(UPGMA) methods. The results showed the nucleotide composition of mitochondrial 16S rRNA gene of A.
selene had AT bias similar in other Saturnidae insects. The genetic distances between A. selene and other
species ranged from 0. 016 to 0. 140 based on mitochondrial 16S rRNA gene sequences in which the minimum
distance was that to Antheraea roylii and the maximum was that to Bombyx mandarina. As far as 18S rRNA
gene sequences were concerned the minimum distance (0.010) and the maximum distance (0.017) were
showed between A. selene with A. pernyt and Samia ricini respectively.
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2 Bombyx mori 38.8 13.1 41.4 6.7 80.2 AB070264
3 Bombyx mandarina 38.7 13.4 41.0 7.0 79.7 AB070263
4 Antheraea mylitta 42.2 14.0 36. 1 7.6 78.3 AY598830
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