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ABSTRACT
Clematis potaninii Maxim. is an important medicinal and ornamental plant. The length of C. potaninii
chloroplast genome was 159,691 bp, with a large single-copy region of 79,503bp, a small single-copy
region of 18,106bp, and two inverted repeat regions of 31,041bp each. The chloroplast genome con-
tains 138 genes including 94 protein-coding, eight rRNA, and 36 tRNA genes. Phylogenetic analysis
showed that C. potaninii is closely related to C. alternata.
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Clematis potaninii Maxim. (1890), which belongs to the genus
Clematis (Ranunculaceae), is a vine plant with important
medicinal and ornamental value (Flora of China Editorial
Committee 1980). Clematis plants are widely distributed in
China and have anti-inflammatory and analgesic, antioxida-
tion, and antitumor activities (Wei et al. 2017; Li et al. 2018).
Clematis plants are known as ‘queen of climbing plants,’ and
C. potaninii is an excellent greening plant because of its thick
foliage and large colorful flowers (Wang et al. 2020). To con-
tribute to the bioinformatics and systematics of this taxon,
high-throughput sequencing analysis was performed.

C. potaninii leaves were collected from Zhuqueshan
National Forest Park (33�790N, 108�580E; Shaanxi, China), and
the voucher specimen (ZR190701) was deposited in the
Shaanxi Institute of International Trade and Commerce
Herbarium (Zhang R, rui09117@163.com). The collection of C.
potaninii was in accordance with the guidelines of the
Shaanxi Institute of International Trade and Commerce and
China. The total genomic DNA was extracted from leaves
through a modified CTAB method. Subsequently, the DNA
library with an insert size of 270 bp was prepared and then
sequenced on an Illumina HiSeq X Ten platform.

Figure 1. Maximum likelihood tree based on 16 complete chloroplast genome sequences of Clematis.
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The obtained sequencing data were assembled using pub-
lished chloroplast genomes and the default settings by
GetOrganelle v1.7.2 (Jin et al. 2020). The genome was anno-
tated using CPGAVAS2 with 2544 published plastomes as
references (Shi et al. 2019). The chloroplast genome sequence
was deposited into the NCBI Genbank (accession num-
ber: MW542990).

The chloroplast genome was 159,691 bp in length, with a
large single copy (LSC, 79,503 bp), a small single copy (SSC,
18,106 bp), and two inverted repeats (IRa and IRb; 31,041 bp
each). The overall GC content was 38.0% (LSC, 36.3%; SSC,
31.4%; and IRs, 42.0%), and the chloroplast genome con-
tained 138 genes, with 94 protein-coding, 8 rRNA, and 36
tRNA genes.

To investigate the phylogenetic relationship of C. potaninii,
a maximum likelihood tree was constructed using IQTREE-
2.1.2 with TVMþ F þ R6 model (Lam-Tung et al. 2015) and
the bootstrap replicates were 1000 (Figure 1). The results
indicated that C. potaninii is closely related to C. alternata,
forming a clade.
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