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act [ Objective] The study aimed to clone and analyze one PABP gene of Oryzias latipes. [ Method] The PABP gene of Oryzias latipes
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Note : stands for the RNA recognization motif; * stands for the termination.
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Fig.1 Nucleotide and deduced amino acid sequences of the PABP gene of Oryzias latipes code
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Note :The shadow parts stand for the same amino acid sequences; - stands for the sequence gap of the sequence alignment.
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Fig.2 Comparison of amino acid sequence between the PABP protein and PABPNI of other species or ePABP2 protein of Oryzias latipes
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Fig.3 The phylogenetic tree constructed by the amino acid sequences
of PABPN1 or ePABP2
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