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The plastid genome typically exhibits a conserved quadripartite structure, None.
consisting of a Large Single-Copy (LSC) region, a Small Single-Copy (SSC)
region, and two Inverted Repeat (IR) regions. Plastid genomes contain genes Conﬂict Of |nterest
encoding essential components for photosynthesis, such as photosystem
proteins, ribosomal RNAs, and transfer RNAs. Interspersed among coding None.
regions are non-coding regions like introns, intergenic spacers, and repetitive
sequences, which contribute to genome evolution and regulation. The
complete plastid genome of Magnolia zenii was sequenced and annotated,
providing a comprehensive view of its genetic content and organization. 1. Riha, Karel, Jiri Fajkus, Jiri Siroky and Boris Vyskot. "Developmental control of

Analysis of gene content revealed the presence of conserved plastid genes telomere lengths and telomerase activity in plants." Plant Cell 10 (1998): 1691-
involved in photosynthesis, transcription, and translation [1,2]. 1698.

Comparison with other Magnoliaceae plastid genomes highlighted 2. EJ, Richards. "Isolation of a higher eukaryotic telomere from Arabidopsis thaliana."
structural variations, including gene rearrangements, inversions, and indels. Cell 53 (1988): 127-136.
Unique genetic markers within the Magnolia zenii plastid genome were 3. Shakirov, Eugene V., Julian J-L. Chen and Dorothy E. Shippen. "Plant telomere
identified, which can be used for species identification and phylogenetic biology: The green solution to the end-replication problem." Plant Cell 34 (2022):
studies. Assessment of nucleotide diversity and divergence rates between 2492-2504.
Magnoliaceae plastid genomes elucidated evolutionary relationships and 4. Gao, Longlong, Wenjie Xu, Tianyi Xin and Jingyuan Song. "Application of third-
divergence times. Phylogenetic trees based on plastid genome data provided generation sequencing to herbal genomics." Front Plant Sci 14 (2023): 1124536.
insights into the evolutionary history and taxonomy of Magnoliaceae species. 5. Chen, Rubing and Edward C. Holmes. "The evolutionary dynamics of human
Comparative analysis of functional genes revealed conservation and influenza B virus." J Mol Evol 66 (2008): 655-663.
divergence in photosynthesis-related genes and plastid RNA polymerases [3].
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Examination of structural variations, such as gene order changes and IR
boundary shifts, highlighted genomic dynamics within the family. Insights from
plastid genome comparisons contribute to understanding the diversification
of Magnoliaceae lineages and their adaptation to different ecological niches.
Phylogeographic analyses based on plastid genomes shed light on historical
biogeographic patterns and dispersal routes of Magnoliaceae species.
Conservation efforts can benefit from genetic markers identified in plastid
genomes, aiding in biodiversity assessment and conservation prioritization.

Continued investigation into plastid genome evolution and functional
genomics will enhance our understanding of plant adaptation and evolution in
changing environments [4,5]. The comparative analysis of the plastid genome
of Magnolia zenii with other Magnoliaceae species provides valuable insights
into evolutionary processes, genetic diversity, and phylogenetic relationships
within this plant family. By leveraging genomic data, researchers can unravel
the intricate evolutionary history of Magnoliaceae and inform conservation
strategies for these iconic flowering plants.
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