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From a Bacillus thuringiensis isolate, highly active against several
lepidopteran larvae (e.g. Heliothis virescens), a crystal protein
gene was isolated and a fragment containing the toxin encoding
region was sequenced. The gene fragment was aligned with other
Bacillus thuringiensis crystal protein genes, and was found to
be highly homologous to the crylA(c) gene (1). Compared to the
crylA(c) gene, there are 10 point mutations resulting in 3 amino
acid changes. In addition, there is a deletion of a triplet, resulting
in the removal of an asparagine.
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Figure 1. Nucleotide sequence and deduced amino acid sequence of the toxin
encoding DNA fragment of a crylA(c) gene variant. Point mutations and amino
acid changes are underlined, and the amino acid deletion is marked (< >). The
amino acid delineating the C-terminus of the putative minimum toxic fragment
(2) is indicated (*). Putative promoter sequences (3) are shadowed and the putative
ribosome binding site is marked (°).



