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1. This study analyzed the codon usage patterns of 36 chloroplast genomes to provide a scientific basis for understanding the evolution of Prunus subg. Cerasus (cherries).
2. The results showed that natural selection was the main factor of codon usage bias in subg. Cerasus, while gene expression level and GC1 also affected the codon usage pattern.
3. 30 high-frequency codons were identified, with preference for A/T endings; there were 23 optimal codons, and only GAU was identified in all individuals; structural differences existed between the clustering tree based on RSCU values and the phylogenetic tree based on CDS, elucidating the importance of locus mutations and no-preference codons in phylogenetic reconstruction.
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May be slightly imbalanced: The article presents the information in a generally reliable way, but there are minor points of consideration that could be explored further or claims that are not fully backed by appropriate evidence. Some perspectives may also be omitted, and you are encouraged to use the research topics section to explore the topic further.
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This article provides an analysis of codon usage patterns in chloroplast genomes of cherries (Prunus subg. Cerasus). The article is well written and provides a comprehensive overview of the research conducted, as well as detailed results from various analyses performed. The authors have provided sufficient evidence to support their claims and conclusions, including data from neutral-plot analysis, ENC-plot analysis, PR2-plot analysis, correlation analysis, etc., which are all reliable methods for analyzing SCUB patterns. Furthermore, they have discussed potential implications of their findings for understanding gene function and molecular phylogeny. 
The article does not appear to be biased or one-sided in its reporting; it presents both sides equally by discussing both potential benefits and limitations associated with their findings. Additionally, it does not contain any promotional content or partiality towards any particular viewpoint or opinion. However, there are some points that could be further explored such as possible risks associated with using SCUB analysis for phylogenetic reconstruction or other applications mentioned in the article. Additionally, more evidence could be provided to support some of the claims made in the article such as those related to gene expression levels affecting codon usage patterns.
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· Codon usage bias
· Phylogenetic reconstruction
· Gene expression levels
· Neutral-plot analysis
· ENC-plot analysis
· PR2-plot analysis
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