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Transcriptome analysis for leaves of five chemical types in Cinna-
momum camphora
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Abstract: Camphor tree (Cinnamomum camphora) is a representative species in Lauraceae family, and can be subdi-
vided into five types: linalool, camphor, cineol, iso-nerolidol and borneol. In this paper, the leaves transcriptomes of Cin-
namomum camphora were sequenced with the platform of Illumina HiSeq™ 2000. Based on the GO (Gene Ontology),
COG (Clusters of Orthologous Groups), and KEGG (Kyoto Encyclopedia of Genes and Genomes) database, the function
classification, pathway annotation, and the coding sequence prediction of all-Unigenes were carried out. 156 278 Unigenes

%% B #3: 2013-04-25; &[5 A #A: 2013-07-23

EQWE: “#HEIEA 555 TR 4% A AR IRt 5 AR 2 S5 ML 4 B RB =L 800 H (5 . 20122BAB214029) %t Bl
EZ B LA, P, AF5E01. BE5Um . MoK HEF . E-mail: zjiang2013@126.com

DOI: 10.3724/SP.J.1005.2014.0058

WA 4%t ki B 8 2013-12-5  10:59:54

URL: http://www.cnki.net/kecms/detail/11.1913.R.20131205.1059.001.html



14

VLA MFS: Bl 5 Fhik

SR F I LA 59

with an average length of 584 bp and N50 (N50 value is defined as the Unigene length where half the assembly is

represented by Unigenes of this size or longer) of 1 023 bp were generated by de novo assembly. A total of 5 5955 Unigenes
(35.80%) were annotated through similarity comparison, in which 24 717 and 21 806 Unigenes were assigned into GO and

COG, respectively. By searching KEGG database, 3 350 Unigenes were involved in biosynthesis of secondary metabolites,

in which 424 Unigenes were involved in monoterpenoids, diterpenoids, sesquiterpenoids, and terpenoid backbone biosyn-

thesis. The analysis of monoterpenoids biosynthesis pathway showed that 9 Unigenes likely encode (+)-linalool synthase,

and their expression levels were higher in linalool type but lower in cineole type. This study provides a foundation for fur-

ther characterizing the functional genes in C. camphora.
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KRAAEY T 280 58, A6 MR,
SR A X R e o S 2%, NI 3 80t 4 8 st
GEMIRT A T o T X T 3845 1 S5 A T i R ASAR ),
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