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Abstract: The cDNA encoding ACC oxidase in persimmon ( Diospyros kaki Thunb.) fruit was cloned and
its sequence was analyzed. According to the conserved acid sequence for ACC oxidase in other plant, we designed
a group of oligonucleotide primers. Using RT-PCR method, two cDNA frag ments about 800 base pair were am-
plified and then cloned into pGE M- T vector. The sequence determination was performed on the two fragments ,
the result suggested that DK- ACOl was composed of 834 base pair and encoded 259 amino acid. DK- ACO2 was
composed of 836 base pair encoding 260 base pair. Each of the cloned cDNA fragment in persimmon fruit had
the same conserved amino acid sequences for ACC oxidase as that in other plants, and they had higly homology
at polypetide level . Their homology percentage of DK- ACOl , DK- ACO2 were 86.2 %, 82.5 % respectively
comparing with LE- ACOl from tomato fruit. While comparing with CM- ACOl from melon, their homology
percentage of DK- ACOl , DK- ACO2 were 82 .6 %, 81 % respectively .
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Fig.1  Electrophore togram of RNA from persimmon fruit
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Fig.3 The nudeotide and deduced amino acid sequence of DK- ACOl
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Fig.4 The nudeotide and deduced amino acids sequence of DK- ACO2
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PDLEDDYKKAMKEFAEDLEKLAEQ LDYLCENLGLaKGYLKKhFYGSKGP FGTKVSNYPPCHRPELIKG 140

*k : ok Rk kkk kg dokksokiokkRlREg Rk kR dokekE kkkxsE *EER

LRAIFTHAGG  ILLFQDDKVSGLALLKDEQWIDVPPMRHSTVVNLEDQLEV I TNGKYKSVLERY 1AQTDGT 210
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” means completely conserved ,shade menas unchangable amino acid residues , the portion in black frame means conserved regions

Fig.5 Comparison of the deduced amino acid sequence between ACO gene ( DK- ACOl , DK- ACO2) from persim mon

and LE- ACOIl from tomato, CM ACOl from melon
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