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Abstract
tion, hybridization and evolution of different species or varieties of Clausena lansium, as well as the identification of different varieties of
Clausena lansium. [ Method ] The chloroplast DNA was extracted from Clausena lansium by kit, and chloroplast genome was obtained by se-

(1. Tropical Crops Genetic Resources Institute, Chinese Academy of

[ Objective ] The analysis of the chloroplast genome of Clausena lansium (Lour. ) Skeels provides technical support for the evolu-

quencing, assembly and annotation. [ Result] The chloroplast genome is 159 283 bp in length, of which the inverted repeats sequence (IRs)
is 53 998 bp, the large single-copy region( LSC) and the small single copy region (SSC) are 87 301 and 17 983 bp, respectively. A total of
126 genes are annotated, including 89 coding protein genes, 29 tRNA genes and 8 rRNA genes. The full-sequence GC content of the chloro-
plast genome was 38.7%. The full-length sequences, SSC, LSC, IRA and IRB of five Rutaceae fruit trees, were compared and analyzed. It
was found that the chloroplast full-length sequences, LSC, IRA and IRB regions of Clausena excavata were longer than those of the other four
fruit trees, and the Citrus limon in SSC region was the longest and the Clausena lansium was the shortest. And the whole length sequence of
Clausena lansium is also the shortest among the five species. The number of genes and coding proteins of chloroplasts in Clausena lansium was
more than that in other four fruit trees. Analysis of the chloroplast genomes of 20 horticultural plants revealed that different genus plants under
the same family or different species under the same genus were more likely to be clustered into one group. [ Conclusion ] This study enriched the

chloroplast genome database of tropical fruit trees and provided a basis for the rational development and utilization of germplasm resources.
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Fig.1 The physical map of chloroplast genome in Clausena lansium
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Table 1 Percentage contents of various bases in chloroplast genome of Clausena lansium

XI5, Regi I E A e Percentage contents of various bases// %
i, Region

A T C G A+T C+G
2R {ARIEK 4] Chloroplast genome 30. 4 31.0 19.6 19.0 61.4 38.6
JINEAPE DL X Small single-copy region, SSC 33.4 33.2 17.2 16.2 66.6 33.4
JCEAPE DL[X Large single-copy region,L.SC 30.9 32.0 19.1 18 62.9 37.1
JZ A TESE X A Ainverted repeated regions A ,IRA 28.6 28.4 20.8 22.2 57.0 43.0
J2 6] 2 [X. B Ainverted repeated regions B,IRB 28.5 28.6 22.2 20.7 57.1 42.9
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Table 2 Comparisons among the chloroplast genome characteristics of five Rutaceae plants
; Cenome arge single- Small single lnverlted repeated Number of Number of % H
Species . copy region, copy regions A/B, . . Number of
size 1SC region,, SSC IRA/B protein protein {RNAs/rRNAs
[ Clausena lansium 159 283 87 301 17 984 26 999 126 89 29/8
{B# Sz Clausena excavata 161 172 88 055 18 029 27 411 113 80 3074
Eit#& Citrus sinensis 160 129 87 744 18 393 26 996 113 79 3074
785 Citrus limon 159 893 87 148 18 763 26 991 115 81 3074
11/)Mi Glycosmis pentaphylla 159 844 87 494 18 332 27 009 117 83 30/4
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Fig.3 Cluster analysis of chloroplast genomes of 20 horticultur-
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