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Expresion Analysis of Camellia Oleifera

JIANG Nan'*, ZHANG Weili', LI Jieyu*, LIU Qilong', LIU Ming'
(1. School of Packing and Material Engineering, Hunan University of Technology , Zhuzhou 412008, China ;2. Key
Laboratory of Cultivation and Protection for Non—Wood Forest of Ministry of Education/Key Laboratory of Non-

Wood Forest Product of Forestry Ministry, Central —South University of Forestry and Technology , Changsha
410004 , China)

Abstract: Based on transcriptome Unigene sequence the diacylglycerol Kinase gene named
CoDGK3 (GeneBank accession number:KM068056) was isolated from Camellia oleifera with the
method of RT-PCR and RACE. Bioinformatics approaches are used to analyze and predict the
structural characters and physicochemical property. The bioinformatics analysis showed that the
CDS of CoDGK3 is 1568 bp in length,OFR 1455 bp and it codes predicted protein of 485 amino
acids. Homologous comparison and sequence analysis of CoDGK3 amino acids suggested that the

CoDGK3 is highly conserved and showed the highest similarity (78% ) with the DGK of Jatropha

KR EHE: 2014-04-01
EEWHE: Bk BT H (2012NK3065)
EEEN: 1L 1 (1968—), L, WIma ke A, W02, 2N FRMAE Y H A BGE . Email :namijiangnan@126.com

1090 Journal of Food Science and Biotechnology Vol.33 No.10 2014



T, F . A H ok B E R B (CoDGK3) W s 5 Rk 547

curcas and Populus trichocarpa.The gene expression changes by qPCR were similar to those of

RTKM in transcriptome data indicate that the CoDGK3 expresses stably in different developmental

stage of Camellia oleifera seeds and the transcriptome data of Camellia oleifera seeds is valid and

reliable.

Keywords: Camellia oleifera,diacylglycerol kinase,cloning,bioinformatics analysis, gene expression
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&1 CoDGK3 EFEMHEX3IM
Table 1 Primmer used in CoDGK3 cloning

514 24 Bk 19751 519 &

3°-GSP1 GAAGATGCGTTATAGGGACTTGACTCCT 3*RACE PCR

3’ -GSP2 GATGACGAGGAGGATGACAGTAATGAAG 3'RACE £i3 PCR

3°-GSP3 GCTTAGTTAGCCTCTCCAGATTTGTTCC 3RACE #i:X PCR

5°-GSP2 GTCTTCATTACTGTCATCCTCCTCGTCAT 5*RACE PCR

5’-GSP3 CATGTCCAGTTGGAGCAAACATAACGAG 5'RACE £i3 PCR

5°-GSP4 GAGGAGTCAAGTCCCTATAACGCATCT 5'RACE #i:{ PCR
PF1 CCGTTACCGCGATTTCGATTCTC CoDGK3 4 44
PR1 GATGCCAATGGTGACAGACGAAC CoDGK3 4= 7
PF2 CATCAGTTGAGTAGTAATGGGTAACC CoDGK3 Hi:U4 14
PR2 GAGAGGCTAACTAAGCTGAGAAATGTC CoDGK3 £z 4

AUAP GGCCACGCGTCGACTAGTAC w5
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Fig. 1 Agar gel electrophoresis of CoDGK3
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Fig. 2 Amino acid sequence of CoDGK3
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Fig. 3 Functional domains of CoDGK3
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Fig. 4 CoDGK3 expression of C.oleifera seeds in different period
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