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Cloning and Sequence Analysis of ANS Gene from Mango
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Abstract; In order to study the function of ANS gene in mango fruit,a ANS gene was cloned from litchi peri-

carp by homologous cloning method. The open reading frame was 1 056 bp, and encoding 351 amino acids. The

1 252 bp length fragment was amplified from genome and analysis. It was found that the gene encoding for the pro-

tein had close relationship with mountain grape , cocoa,mulberry,and other fruit trees through phylogenetic analysis.
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Fig.2 Sequence alignment of several ANS proteins
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