H5 148 54 PANNE N N A S Vol.51 No.4
20244 8 H Journal of Jiangsu Foresiry Science & Technology Aug. 2 02 4

S EHE . 1001—7380( 2024) 04—0001—07

RS X T R AF B F A RS IESD

BT RADRER AT H,E B0 W

(1. B AL R 2R A i8 1 7 b 4 [ B S 36 2 7 B MLl DR ) G038 R (R ML R 2 MR A 22 B TT9R M9 A0 2100375
2. A DM EZEAF R IRE A8 F3F 35320053, fAESNUEMFECARAR, Mg =W 353300)

FEE RIS K ( Cyclobalanopsis fleuryi) 21 FE K B SRR, BT L K 0F fZg AN (. %098 LRI TS
Rt AR, 385 Dlumina HiSeq X ten iy i U5 &, Xt H SRR AL HEA 70 e 2 A e, 25 SRR IR
W X - S A 42 KL TR 20 ELA LT A DY 244, 4K g 160 796 bp , SETERE 129 ASFEDR Hii 45 83 AN2E 1 4 3
(38 > (RNA LD AN 8 A~ rRNA JEPH 255 1O 4P 70 A7 28 B AR R 7T X0 190 2 1~ A = il DA A 50U 2508, 5%
S (Lew) Bt T8 AT Z B w2 R &R ( Cys) (IR AIG, T4 40 M LA 3 292 4~ SSR A &, He s
JLEE M SSR i , A 183 4, LRI ES . oL RS I R4 LB o b S8, I ) 85 21X o7 B A 2R
RIS FE A AR T B SY 58 A%, RELTANTERWA IREE X5 2 IWE X (C. sessilifolia) /NTE X (C.
myrsinifolia) SEE R R BV, LM RIRELTE K043 FARIC IR SERE 1 ZREME S HT S I T LMt T 3R

KEEIA RELTT X ARSI AL B IRArE  bRE RERE T

hE £ S . 0786;5792.16 SCERAREED A doi ; 10.3969/].issn.1001-7380.2024.04.001

Chloroplast genome and characteristics analysis of Cyclobalanopsis fleuryi

Lu Ye', Ye Daiquan®, WengYuhao', Zheng Xueyan®, Li Yong®, Liu Peng’

(1. Key Laboratory of Forest Genetics & Biotechnology of Ministry of Education of China, Co-Innovation Center for
Sustainable Forestry in Southern China, Nanjing Forestry University, Nanjing 210037, China;
2. National Germplasm Bank of Chinese fir at Fujian Yangkou Forest Farm, Nanping 353200, Chian;
3. Fujian Jinshuo Biotechnology Co, Ltd, Sanming 253300, China)

Abstract : Cyclobalanopsis fleuryi is an evergreen tree in south China and Vietnam with high economic and pharmaceutical
values. In this study, the chloroplast genome of C. fleuryi was sequenced, assembled, and annotated using [llumina HiSeq
X ten sequence platform. The results showed that the C. fleuryi chloroplast genome had a typical tetrad structure, with a
total length of 160 796 bp, which contained 129 genes, classified into 83 protein-coding genes, 38 tRNA genes and 8
rRNA genes. Codon preference analysis revealed that the codon with A or U endings were preferred, with the highest fre-
quency of Leu and the lowest frequency of Cys. In the chloroplast genomes, 292 SSR loci were identified, with the highest
number of single nucleotide repeats ( 183) and no hexanucleotide repeats. Comparison of the chloroplast genome among Fa-
gaceae family showed that there were no obvious expansion or contraction at IR boundaries. The results of phylogenetic anal-
ysis indicated that C. fleuryi was closely related to C. sessilifolia and C. myrsinifolia. This study provides useful resources for
molecular markers development, species identification, and genetic diversity analysis of C. fleuryi.
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