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Knock out of pufferfish Pufferfish Saxitoxin and Tetrodoxin binding protein gene
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The aim of this study was to elucidate the contribution of Pufferfish Saxitoxin
and Tetrodotoxin binding protein (TrubPSTBP2) on TTX poisoning mechanism of Tiger pufferfish (Takifugu
rubripes). In first, gene destruction system to tributyltin binding protein (TBT-bpl,2) which are homolog
of PSTBP2 in medaka (Olyzias latipes), and TrubPSTBP2 was constructed using Clustered Regularly
Interspaced Short Palindromic Repeat (CRISPR)/CRISPR associated proteins(Cas9)system. As results, less
than 33% of TBT-bpl,2 genes in medaka embryo were distracted by the TBT-bpl,2-CRIPER/Cas9 system.
Further, over 50% of TrubPSTBP gene in the embryo of T. rubripes was destroyed by PSTBP2-CRISPER/Cas9
system. Thus, we could show that the TrubPSTBP2-CRISPER/Cas9 system might be available for elucidate the
role of PSTBP2 in TTX poisoning of pufferfish.
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