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0.
Ala Arg Asn Asp Cys Glu GIn Gly His Ile Leu Lys Met Phe Pro Ser Thr Trp Tyr Val End

CGC cne

Ala: Alanine; Arg: Arginine; Asn: Asparagine; Asp: Aspartate; Cys: Cysteine; Glu: Glutamate; Gln: Glutamine; Gly: Glycine;
His: Histidine; Ile: Isoleucine; Leu: Leucine; Lys: Lysine; Met: Methionine; Phe: Phenylalanine; Pro: Proline; Ser: Serine; Thr: Threo-
nine; Trp: Tryptophan; Tyr: Tyrosine; Val: Valine; End: Ending codon; The number in the column was RSCU value of the below
codon with corresponding color.

Pl 2 304 i W gk 5 DR 200 1) A X () SC2% 0 {6t A 0
Fig. 2 Relative synonymous codon usage of I. cairica chloroplast genome
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Characteristics of the Chloroplast Genome of Ipomoea cairica

HUANG Qionglin' , CHEN Yihong”, YE Xiaoxia', TAN Jingyi’, LIANG Qiuting’,

WU Minhua' " "

(1. School of Basic Medicine, Guangdong Medical University, Zhanjiang, Guangdong, 524023, China; 2. The First Clinical Medical
College, Guangdong Medical University, Zhanjiang » Guangdong.524023,China; 3. School of Pharmacy.Guangdong Medical Univer-
sity, Zhanjiang , Guangdong, 524023, China)

Abstract: To clarify the chloroplast genome features of Ipomoea cairica ,this study used a kit to extract DNA
from the leaves of I. cairica and then constructed the sequence library. The next-generation sequencing was
employed for high-throughput organelle sequencing,and then bioinformatics tools were used to assemble and
analyze the sequences. The results showed that the chloroplast genome of I. cairica was a circular quadripar-
tite structure with a total length of 161 780 bp,which was composed of a Large Single Copy (LSC, 88 205
bp) ,an Inverted Repeat A (IRA,30 747 bp) ,a Small Single Copy (SSC,12 081 bp) ;and an Inverted Repeat B
(IRB, 30 747 bp). A total of 131 genes were embodied in the chloroplast genome. The genome contained
28 757 codons,among which those ended with A/T were frequently used. There were 67 Simple Sequence Re-
peats (SSR) ,which were dominated by the mononucleotide repeat A/T. I. cairica showed significant varia-
tions with related species at the boundary between IRB and SSC and shared close relationship with I. triloba
and I. batatas. This work reports and characterizes the chloroplast genome of I. cairica , which will provide
genome data for species identification, phylogenetic relationship research,and development and utilization of
this herbal medicine.
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