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Abstract [ Objective] To study the identification and expression profile of acetyl CoA carboxylase (ACC) in Elaeis guineensis. [ Method ] To i-
dentify ACC genes in E. guineensis by using bioinformatics ,ACC genes protein sequence of Arabidopsis thaliana were used to align with protein da-

(Coconut Research Institute ,Chinese Academy of Tropical Agricultural Sciences,Wenchang,

tabase of E. guineensts. The transcription group information of E. guineensis was applied to study the expression of ACC genes in different tissues.
[Result] Two ACC genes were identified in the genome of E. guineensis ,which were named as EgACC1 and EgACC2 ,respectively. Among them,
EgACC!1 do not contain intron,however EgACC2 contain thirty two introns. The expression of EgACC1 was not detected in different tissues of E.
guineensis. However ,the expression of EgACC2 was detected in all tissues. High expression levels were examined in tissue culture seedling. Mean-
while , highest expression level was detected at 21 day of mesocarp development, RPKM value was 70. 6. [ Conclusion ] These study demonstrated

that the expression pattern of ACC genes and provided basic work for functional analysis of ACC genes in E. guineensis.
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