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Abstract: A dNA library and an EST library of Camellia oleifera were constructed A 14-3-3 protein
gene was cloned fran Camellia oleifera Thisgene is1 156 bp in length, including 57 bp of 5’ untrandated re-

gion and 301 bp of 3" untrandated region It has an open reading flane of 777 bp, encoding a protein of 259 a-

mino acid residueswith protein molecularweight of 29 466 ku and i®electric pointof 4 78 No signal peptide

s£quence was found, which showvs i’ sa non - screted protein This gene is naned Co-14-3-3a The gpecular

ted secondary structure of Co-14-3-3a consists of nine helices and an extended - beta located betveena C and

anb.
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dDNA
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' DNA ( 2

Co-14-3-3a DNA 1156 bp NCB | - ORF Finder (http: / mvww. ncbi nim. nih
gov/projects/ gorf/) ,  DNA (open reading frane, ORF) (58
837 bp Frane +1), 780 bp ( ), 259 5 -UTR 3 -UTR
57 bp 301 bp,3’ - UTR 21 poly (A) ATG
TG , poly (A)

1 ATTCGCGACG GAAGAGA A GAGATAAGAG AGAAGIAGA GCTCCGATCG ATCAAC GCCTCCTCCA AAGACCCCGA GACCTTCGTC TACATCGCCA
101 AGCTCGCCGA CGCAA GCCGAA CCCTATGACG ACGATGGTGGA TCCATARAAG AAGGTTCCGAA ATCTGAATGT GGAACTGACT GITAAGA A GGAACTTCCT
201 TTCTGTGGGG TATAAGAACG TGGTTGGTTC TCGGA GGECG TCGTGGA GA TCTTGICTTC GATTGAGCAG  AAGGAGGAGT CTAAA GGGAA CGAAGTGAAC
301 GCCAAGCGGA TCAAGGAGTA CAGCCATAAG CGAGGAGICGG ACCTCACTAA GATITGCGGT GATATIATGA CTGTCATTGA TGAGCATCTC ATTCCTTCCT
401 GTTCTGGTGG AGAGICCACT GTTTTCTACT AGAAAATGAA AGGAGACTAT TATCGGIATC TTGCAGAGTT CAA GCCTGGT AATGAGAACGA AAGAGCCTCC
501 TGATCTGTCA CTCAAGGCAT ACCAGATGCEC TTICTTGTACT CCGATACTG ACTTACCTCC CACTCACCCC ATTICGACTGG GTTTGGCTTT AAATIACTCC
601 GICTTCTATT ATGAAATIAT GAACTCGCCT GAAA GGGCCT GCCACCTGGC GAAGCAACGCT TITATAAG CTATTICTGA ACTGATACC CTAAATA GG
701 AATCTTACAA AGATAGCACC TIAATIATCC AACTTTTGAG GGATAACCTT ACTTTGTGA CTICTGACAT CCCTGAAAGAT GGAGAAGACC AAAAGATGGA
801 CGATCTCTGCC AAATCTGAA G TTGATGAAAC  CGA G@ AGT TGCATGARAAG ACCCcococee CTCCCCCTCT TICTAATAG TCGACTTGGT GAGGATGATT
901 CCGTTTCCTG TCTTTGGTIAG TGTGTGTTTA ATTAAGTTCA GAGAGAATCC AGAAACCCTT TCTGIAATTG TICTGTIATCA TTGTICTGGTC TTGTGTCACT
1001 GTTACTGACA TATAATTGTA CGAAGTCTGGA ATGGGCAGTT CCGTTCCATT TGCATTGECC TAGCTGICCC CGCCTATCTG TTGTTCATCG ATATCACCTT

1101 ATACTIATTT ACGTAAGAGG ACTCGCTATT ATCTCAAAAA AAAAAAAAAA AAAAAA
2 Co-14-3-3a

Fig 2 Full - length DNA sequence of Co-14-3-3a
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Fig 3 Amino acid sequence of Camellia oleifera 14-3-3 protein
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Tah 1 The identity of 14-3-3 proten among Camellia oleifera and other ecies
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