2 TR G2 9 V6 D 92 % ik
R G 3

M % TiRE
¥ K AupEARLRE
e F: MR

S :
£ W
HEHIES : 5300602110322 [ gy [ W T Wik - 5T fusie
hautE s 436 | 133 | 153 | 150
A &)

HEHE S - 55



Lynn


F43% AN TPREAKNIREXRFEFR Vol. 43 No. 4
2023 4 H Journal of Central South University of Forestry & Technology Apr. 2023

Doi:10.14067/j.cnki.1673-923x.2023.04.016 http: //gks.csuft.edu.cn

MEm oM SEERAFHERZEFRETH

TiRE ", BEES, MER SEWMVC BBRETC BEET OE ORTC, KINE!
(1. BARLRFE a AhFR; b BHMRAY SHERRFTERRLRERHTEEZRE, =& 9 650224;
2. mE AL AFR o Fd Y AMRAYIZT SFLAAEEEERE; b BERLFREREE &SR AR
IR REFELZRE, =8 % 650201; 3.AEELERARARFREF R, =d HK 674402)

8 E:. [EN] 5HihZEms42 cpDNA FRHER RS TImiE P, 2 A2 8 Y S e 5 DR 4 2 A (T e A 4
[ 73] @i lumina HiSeq /51 & %t 22 i =42 cpDNA #E4701 )5, I FIH Codon W 1.4.2 Fl CUSP #A7F%f
FEWR T REREAT T, L4552 =42 cpDNA & — 42K 124 161 bp IWFRIR DNA 707, HHAIA
A RSF IV 204K cpDNA Z5H AR [F], W3 i 742 cpDNA F A7 I A B2 X K 2k, 3 cpDNA 1) GC & &N
38.7%. MIZE s 242 cpDNA A5 113 N EER, bl (R 4nfBBe R 76 1, BBE/K RNA BEK 4 4>, #2128 RNA
334, RGERKESNER, WEDZEMEMEZ RN — DRI 3C, #3242 cpDNA i+ AN
R B EI GC & BMEEEIRITRZE GC, (49.39%) < GC, (40.73%) < GC, (30.48%) , #BFH: cpDNA i1
KA R LF LA A FI U 252 W2 (1 242 cpDNA rhéfi 5L K 1) ENC fH > 45 115 86%, 7 B H 255 ) fh
BH5; GC,, Al GC, MAHGHEA R E (=0.166 4, b=-0.157 7) ; ENC #i¥ L3 A 7F -0.05 ~ 0.05 fFERIAR &
Eb 57%, S = AZ M AR R 2 CUB 5236 £ 52 0 11 [7] 1] 1,52 21 A B R 52 W22 (1 &2 cpDNA ok
LR AT E PR2 SFIEIA T 7, BT > A G > C, Ui BIFE NS I 2542 G (A ik D) 41 36 01 0 A A7 32 3 %
RABLHN RN, 4 UCU. AAA. GGU. GCA. GUU. UGU., UCC. CAU. GCU. CGU. GAA il AUU
12 N TR T N T A SR R R RS T [450] W3 m A2 cpDNA 1 T mif £/ A
B U SR MRS T, MR R CUB MM R,
KHEIR: WMEM DAL WEEEERA; B RO B RET
FESZS: S792.35; S685.14 XEkARERS: A NERS: 1673-923X(2023)04-0156-08

Characteristics and codon usage bias of Picea brachytyla var. complanata
chloroplast genome

DING Shujin"?, WEI Jiansheng™, LU Yingling’, MA Fuxian'?, YUAN Xiaolong™’, GENG Yunfen™’, WANG Yi*’, ZHANG Hanyao'

(1.a. College of Forestry; b. The Key Laboratory of Biodiversity Conservation of Southwest China, National Forestry and Grassland
Administration, Southwest Forestry University, Kunming 650224, Yunan, China; 2.a. Yunnan Provincial Key Laboratory of Cultivation
and Exploitation of Forest Plants; b. Conservation of Rare, Endangered & Endemic Forest Plants, Public Key Laboratory of National
Forestry and Grassland Administration, Yunnan Academy of Forestry, Kunming 650201, Yunnan, China; 3. Haba Snow Mountain

Provincial Nature Reserve Management and Protection Bureau, Diqing 674402, Yunnan, China)

Abstract: [Objective] This study was designed to analyze the codon usage bias and characteristics of the Picea brachytyla var.
complanata chloroplast genome to provide a theoretical basis for the research of P. brachytyla. [Method] The chloroplast genome
of P. brachytyla was sequenced using the Illumina Hiseq platform. Using CodonW 1.4.2 and the online software CUSP, we performed
analysis on the codons of the P. brachytyla chloroplast genes and explored the influencing factors for codon preference. [Result] The
cpDNA was a circular DNA molecule with a total length of 124,161bp. Unlike the typical chloroplast genome with a conserved

quadripartite structure, the chloroplast genome of P. brachytyla exhibited a loss of inverted repeat regions, and the GC content was
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Genome Survey Analysis in Altingia Chinensis
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Abstract A dingfeng (4/tingia chinensis) is a kind of ornamental and medicinal tree species, and also an excellent
material for cultivating lentinula edodes. In this study, Zea mays with known genome size was used as a control.
Flow cytometry was used to estimate the genome size of 4. chinensis. High-throughput sequencing technology

was used to survey the genome of A. chinensis. The results were as follows: (1) The genome size of A. chinensis



