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Abstract ; o- linolenic acid( ALA)is an essential fatty acid which has a lot of healthcare functions to human. In plants, »-3

fatty acid desaturases(FAD) catalyze linoleic acid( LA )to form ALA. The seed oil of soybean contains high level of ALA.
RT-PCR was used to amplify the cDNA of GmFAD3C from the cultivars of Ludoull and Zheng 9525. The length of the ac-

quired ¢cDNA | containing 380 amino acids,was 1174bp. Nineteen different amino acids were detected in the amino acid se-

quences of GmFAD3C from Ludoull and Zheng 9525. These differences will help us to research the differential expression

of GmFAD3C between high- oil and low- oil soybean.
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Fig.1 The cloning of GmFAD3C from soybean
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The black lines indicate the transmembrane domain. The positions of the fatty acid desaturase domain are indicated by black rectangles. The

star indicates the stop codon.
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Fig.2 The ¢DNA and deduced amino acid sequences of GmFAD3C from soybean cultivar Ludou 11
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zheng9525 MUQAQPLQHUGNGAGKEDQAYFDPSAPPPFKIANIRAAIPKHCWEKNTLRSLSYULRDUL 68
ludouil MUGAQPLQHUGNGAGKEDQAYFDPSAPPPFKIANIRAATPKHCWEKNTLRSLSYULRDUL 66
zheng9525 UUTALUTARIGFNSWFFUPLYWPAQGTHMFYWALFULGHDCGHGSFSNSPLLNSIUGHILHS 1280
ludoui UUTALUAARRIGFNSYLFWPPYWSAQGTHFWALFULGHDCGHGSFSNSPHLNSIUGHILHS 1280
zheng9525 SILUPYHGWRISHRTHHQNHGHUEKDESWUPLTEKUYKNLDNMTRMMRFTLPFPIFAYPF 1880
ludoui1 SILUPYHGYRISHRTHHQENHGHUEKDESWUPLSERUYKNLDNMTRHMMRFTLPFPIFAYPF 180
zheng9525 YLYUSRSPGKEGSHFNPYSNLFSPGERRDULTSTLCWGIMLSULLYLSLTHGPLFMLKLYG 2480
ludouii YLWSRSPGKEGSHFNPYSNLFSPGERRDUITSTLCWGIMLSLLLYLSLTLDPLFMFKLYG 2480
zheng9525 UPYLIFUMWLDFUTYLHHHGYKQKLPYWYRGQEWSYLRGGLTTUDRDYGWINNIHHDIGTH 388
ludoui1 UPYLIFUUULDFUTYLHHHGYKQKQPWYRGQEWTYLRGGLTTUDRDYGWINNIHHDIGTH 388
zheng9525 UIHHLFPQIPHYHLIEATKARKAULGKYYREPQKSGPLPLHLIKYLLHSISQDHFUSDSG 368
ludoui UVIHHLFPQIPHYHLVEATKARKAULGKYYREPQKSGPLPLHLIKYLLHSISQDHFUSDYG 3680
zheng9525 DIUYYQTDSQLHKDSUTQSN 380

ludoui1 DIVYYQTDSQFHKDSWTKSN 388

FiACEFH) 225 4L . The positions of the differential amino acid are indicated by arrows.
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Fig.3 The comparison of amino acid sequence of GmFAD3C between Ludou 11 and Zheng 9525
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