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Abstract: Objective In the present study, based on high-throughput sequencing and genome assembly methods, chloroplast genome
structure, sequence characters, and phylogenetic relationships of Taxillus levinei were confirmed. Methods The SDS-based DNA
extraction method was applied to prepare genomic DNA, and the Illumina HiSeq X Ten System was used for high-throughput sequencing.
NovoPlasty was chosen to assemble chloroplast genome. A phylogenetic tree was generated using PhyML. Results The complete
chloroplast genome of T. levinei was 122 208 bp in length with a GC content of 37.3%, and the sizes of LSC, SSC, and IR were 70 522 bp,
6 084 bp, and 22 801 bp, respectively. The chloroplast genome harbored 108 genes, and the numbers of protein-coding genes, tRNAs, and
rRNAs were 66, 29 and 8, respectively. Additionally, there existed five pseudogenes. Genes including infA, all ndhs, and six tRNAs were
completely lost. Sequence comparison results indicated that the highest similarity was observed between T. levinei and T. sutchuenensis,
which reached 96.7%. Phylogenetic analysis revealed that the seven plants could be divided into five groups, and among them, T. levinei and
T. sutchuenensis were found to be gathered in the same clade, showing their highest sequence similarity. Conclusion The assembly,
sequence analysis, and phylogenetic analysis of T. levinei chloroplast genome provide insight into further studies on genetic structure and
genetic diversity, and the results also provide evidences for evolution and phylogenetic analysis of Loranthaceae plants.
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Fig. 2 Chloroplast genome of T. levinei
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Table 1 Genes harbored in chloroplast genome of T. levinei
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Fig. 3 Comparison of chloroplast genomes among three Taxillus plants
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Fig. 4 Comparisons of matK protein sequences in three Taxillus plants
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