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Abstract The cbned ubiquitin gene cod ing sequence of Plutella Xylostella (1. ) susceptible strain and the deltam ethrin

— resBtance strain of the adulimalk and fenal 228 bp i length encodes a protein of 76 an o acids(GenBank A e

cessonNao FKU28778 FU28779, EU28780, EU28781). M ultiple sequence alignment ind cated that he nucleotide and
am no acid sequences both have different sites among the four sanples the susceptble stan has lager differences be-
weenmal and female adulis w ih the sequence simihrity of81. 1% ; while the resistant strain has sn aller d ifferences
sequence sin ilarity 97. 8%, thus these differences may be related to themolecu hrm echan im of dug res stance n P li—
tella X ylostella, and lay a bundaton for further study of its ©Hm ation and geneticm echanism s
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Fig.3 Alignment of the nucleotide sequence of ubiquitin genes
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Fig.4 Alignment of the amino acid sequence of ubiquitin prote
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