¥ .2023,42(8):5-10. http://zhzi.gznyzyxy.cn Seed Vol.42 No.08 Aug.

X R R ERALL B

BE#®, BRYX®
LA BHE R A s e /4 P Be . JT R 3% B 4710235
2 MR AE B AR A Bk A oA e, BRPE RTAK 719000)

OB WA EF A (Amygdalus mongolica) »F G4k 3k B 2069 5 9 4F 42 3 47 2F tb 2 47, JA QIAGEN 3% 7 & 42
B E Ak E DNA, Z A Illumina HiSeq X™ Ten -F & 2 &0 5, vA KX255667 A A X vt Gk AR A5 WL EHEZLF
Mt R KB B9 B3 NCBL M5, AP LI, NCBl F 3 AMEF bt kAL E A7 KB H 158 039~158 451
bp. FHKEZFEZATLSCH IR, £FAMIAFIFAA R LA (RNA KRB K {RNA K RE A 32 A2
F3IMFHNEAMMGERTERAENL, AFANEF AR ZRE B AR FERIR T M EIAKR, A BRI E
MY R AR TREFAFTRFARBHELY,

KW Sl mek; AN e E; BT SR

DOT:  10.16590/j.cnki.1001-4705.2023.08.005

FESES: S662.9 MEAFRERG: A YEHS: 1001-4705(2023)08-0005-06

Comparison of Chloroplast Genome of Amygdalus mongolica

DUAN Chunyan', DUAN Yizhong’
(1.College of Agriculture/Peony College, Henan University of Science and
Technology,Luoyang Henan 471023, China;
2.College of Life Sciences, Yulin University, Yulin Shaanxi 719000, China)

Abstract: Comparative analysis was conducted on the sequence characteristics of the chloroplast
genome in the endangered plant Amygdalus mongolica. Total DNA of A. mongolica was extracted
using QIAGEN kit and sequenced using Illumina Hiseq X™ Ten platform. Using KX255667 as the
reference chloroplast gene sequence, the annotated chloroplast gene sequence of A. mongolica was
assembled to obtain the NCBI registration number. The study showed that the sequence length of the
three chloroplast genes of A. mongolica in NCBI ranged from 158 039 bp to 158 451 bp, and the
difference of sequence length was mainly in LSC and IR.There were the same number of tRNA genes
and rRNA genes in the three sequences of A. mongolica ,of which there were 32 exons in the cpDNA
sequences. The three sequences had similar codon usage. In this study, the chloroplast genome struc-
ture of A. mongolica was studied based on the existing NCBI data and the evolutionary tree was
constructed, which provided some data references for the chloroplast gene engineering and resource
development of peach plants.
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Fig.1 Gene map of A. mongolica chloroplast genome
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Fig.2 Four segments in the chloroplast genome (cpDNA) sequences of A. mongolica
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Fig.3 Synteny analysis of chloroplast genomes from A. mongolica
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Table 1 Comparison of cpDNA features in A. mongolica
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Fig.4 The codon usage numbers of the cpDNA of A. mongolica
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