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Abstract A DNA library was constructed from the venom gland of Chinese scorpion B uthus
martensii Karsch BmK). A NA probe for screening the dNA library w as obtained by PCR
amplification w ith primers designed and synthesized according to the conserved sequencesof BmK
mamm alian neurotoxins W ith the probe, two d”NA sof a scorpion toxin were islated from the
library. Except for their 3" U TR, other sequences of the two dDNA swere identical Both the
dDNA s diplayed an ORF (open reading frane) of 255 bp,w hich encoded a toxin precursor of 85
residues including a signal peptide of 19 residues and a mature peptide (naned BmKT 1) of 66
residues The analysis of anino acid sequence smilarity indicated that the BmKT: was
homologousw ith some scorpion toxins, show ing 77%, 67%, 67%, 65% sequence identity w ith
that of BmKM 1, Lqqlll, Lgh « IT, BmKM 10 respectively The C-teminus of BmKT: has no
modification and has a peculiar end-structure compared w ith other toxins, show ing two extended
residues -P-S The difference in 3" -UTR between the wo dDNA s suggested that they were
evolved from a common ancestor gene and an interesting evolution mechanisn w as undemw ent by
the scorpion for adjusting to various environment
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Fig 1 ®DNA sequence of the precursor of BmKT1 and the corregponding anino acid sequence from socorpion B uthus
martensii Karsch
The signal peptide is underlined; the polyadenylation signal AATAAA is underlined twice the identical nucleotide
sequences are indicated by points
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Fig 2 Comparison of anino acid sequence of BmKT 1w ith that of some other toxins

Amino acids common to BmKT1 are indicated by" *”; BmKM 1[4l and BmKM 10 (from GenBank data)were from B uthus

martensii Karsch; Lqqlll was from L eiurus quinquestria quinquestriatus!’; Lgh o IT was from L eiurus quinquestriatus

hebraeus!®!
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