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¢DNA fragment clone and sequence analysis of acetylcholinesterase gene in the dia-

mondback moth, Plutella xylostella (L.)
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Diseases and Insects of Agricultural Ministry, Nanjing Agriculture University. Nanjing 210095, China; 2. Department
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Abstract: Using RT-PCR: the partial eDNA sequence of the acetylcholinesterase gene in the diamondback moth, Pluze-
lia wylostella (L.) was analyzed. With the use of a pair of degenerate primers, one fragment of 281 bp was amplified
from the fourth instar larva. Homologous analysis of the cloned cDNA amino acid sequence of acetylcholinesterase in dia-
mondback moths and corresponding sequences of other source of amine acid sequences of acetylcholinesterase revealed
that there is high degree of amine acid sequence hemology between the diamondback moth and other insects.
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Fig. 1 Amplification of ¢DNA fragment of acetylcholinesterase

gene in Plutella wylostella
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Lane 1: molecular weight marker: Lane 2: product of PCR amplification
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Fig. 2 The partial ¢cDNA sequence and deduced amino acid sequence of acetylcholinesterase
in the diamondback moth. P . xylostella
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The underlined sequences represent primers. The cloned sequence consists of 281 bp:

82 amino acid residues are deduced when primer sequences are exclusive

Plutelia xylostella 1 WIYGGGYMSGTATLDLYKADIMASSSDVIVASMOYRVGAFGELYLAKY-S 50
Leptinotarsa decomlTneata 162 ks VPR T A Taoloorekiomionr kS sookerk R —P 2] 1

Nephotetisxn cincticeps 205 sxskskksdogrior [k DMV A Tkt ke ook kS PEL-P 2654
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Chicken 141 #eackkkF TGRS VSR Vi DERYL % AARLA VRVl Ntk S] ekok Ak - - [ BB
Torpedo californica [27 seksiedotkF Yokt S Sk VN GRY LAY TEE#VL VL Skekesteteotokk Ak H—-———~ 171
Plutella xylostella 51 PGSEEAAGNMGLWDQQUATRWIKDNARAFGGDPELTTLFGESAG 94

Leptinotarsa decemlineata 212 Ttk Dot T Pk ootk ok [skobofoleseobdeoot A e otolotel petosiokdgolok - 255
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Drosophila melancgaster 331 ETAskPsrVaskomk koo ook isiookNser WMkl 375
Musca domestica 273 GFLss#PakVacksors ok Lokl DotokioropNaeWierdoiok s 316
Chicken 186 ARHRD*P e VackeraokRaor L QY Rabkok Btttk pRoissdordaok ks 229
Torpedo californica 172 —#%QkxProrVak L xRM* LQAVHA* T QP ootk [{ TV ko 215
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Fig. 3 Homologous analysis of cloned ¢cDNA amino acid sequence of acetylcholinesterase in P. xylostella

and corresponding sequences of acetylcholinesterase from other sources
* RS/ FE 2 BAE BRBEST Ry i BARF H) 8 BB
Asterisks ( % ) indicate an amino acid identity compared to the sequence in P. xylostella
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