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Abstract: The full-length gene of C-repeat binding factor 2 was amplified from the genomic DNA in three different
chilling resistance grapes: Cabernet sauvignon , Beta and Vitis amurensis. The methods of bioinformatics were also ap-
plied to analyze the sequencing results. Sequencing results showed that the cloned CBF, gene in three different chill-
ing resistance grapes had 969 bp and encoded 253 amino acids,and had 96. 7% —97. 94 % identity with the sequence
published on GeneBank. The bioinformatics analysis showed thatCBF, from three different chilling resistance grapes
had continuous opening reading frame, and the deduced amino acid sequence also had AP2 binding domain, so we

should have preliminary judegement of cold resistance effect of cloned CBF,. But the analysis from the homology of
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amino acid sequences, phylogenetic tree, physico-chemical property and hydrophobicity and hydrophilia showed that

there were some differences among the high chilling resistance grape Vitis amurensis and Beta,and the low chilling

resistance grape Cabernet sauvignon. The comparison of sequence homology with the sequence published on GeneBank

showed that the worst one was C. sauvignon;and the 7 amino acids from N terminal in C. sauvignon were totally dif-

ferent with Vitis amurensis and Beta; the difference might be related to the higher hydrophobicity in the head of amino

acid residues from Cabernet sauvignon. Based on the vector pBI121 with promoter 35S, the plant expression vector

pBI121-CaMV35S-CBF, was constructed successfully, which could offer the basic researching data to improve the

cold-tolerance ability of grape.
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Fig. 3 Nucleotide and deduced amino acid sequence of the CBF, gene in Vitis amurensis
CBFs PKK/RPAGRXKFXETRHP DSAWR ; AP2/EREBP DNA

The bold part is PKK/RPAGRXKFXETRHP and DSAWR, representing the distinctive sequences of the CBFs family protein; the
section in the frame is AP2/EREBP DNA binding domain; section in circle is enzyme cutting site.
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nate is the pro-hydrophobic value; “— "represents hydrophilic;

“~+”refers to hydrophobic. The same below.
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plant expression vector pBI121-CaMV35S-CBF,
of Vitis amurensis and pBI121
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; 2 pBII2L.
M. Marker molecule DLL15000; Lane 1 is the double enzyme-di-
gested plant expression vector pBI121-CaMV35S-CBF, of Vitis

amurensis; Lane 2 is pBI121.
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