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Abstract: Paralytic shellfish poison( PSP) which is mainly produced by dinoflagellates of water is a serious threat to Marine

food quality and safety.Alexandrium minutum ATMWO2 genomic library was built to search the related gene group in PSP by

using molecular biology and bioinformatics technology. After compared with non—toxic Alexandrium 135 a specificity fragments

of the DNA in ATMWO02 was obtained and the flanking sequences were expanded through reverse PCR. By analyzing the

sequence features and functions the key enzymes were explored that migth cause the poison also obtained a 240 bp nucleotide

sequence without intron. This nucleotide sequence mutated three bases outside the termination codon and existed three

conservative copper— binding domain which could be translated into MAP and 97% match with the Alexandium fundyense

MAP.The results of this study provided a theoretical foundation for further research on Alexandrium toxin — producing

mechanisms.In the meantime it could provided technical support to enhance marine food quality and supervision.
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