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	Please write a few sentences regarding the importance of this manuscript for the scientific community. A minimum of 3-4 sentences may be required for this part.


	This manuscript addresses the genetic diversity and codon usage patterns of the E2 gene of Classical Swine Fever Virus (CSFV), which is a critical pathogen affecting swine health and global livestock production. Understanding the genetic variability and codon usage bias of viral genes contributes to improved knowledge of viral evolution, host adaptation, and molecular epidemiology. The analysis presented may provide useful insights for vaccine development, surveillance programs, and future molecular studies of CSFV. Overall, the topic is relevant to virology, veterinary microbiology, and molecular epidemiology, particularly in regions where CSFV remains a significant economic and animal health concern.
	

	Is the title of the article suitable?

(If not please suggest an alternative title)


	The title is generally appropriate and reflects the major focus of the study. However, it may be slightly lengthy. A more concise alternative could be:

Suggested alternative title:
Molecular Evolution, Codon Usage Bias, and Population Differentiation of the E2 Gene in Classical Swine Fever Virus
This maintains clarity while improving readability.
	

	Is the abstract of the article comprehensive? Do you suggest the addition (or deletion) of some points in this section? Please write your suggestions here.


	The abstract summarizes the overall objectives and key analyses performed. However, several improvements are recommended:

· The methodological approaches used (e.g., phylogenetic analysis, codon usage indices, neutrality plot, ENC analysis, or population differentiation statistics) should be briefly specified.

· The main quantitative findings or trends should be summarized more clearly.

· The implications of the results for viral evolution, vaccine design, or epidemiological surveillance should be stated more explicitly.

Overall, the abstract is acceptable but could be strengthened by adding more specific results and conclusions.


	

	Is the manuscript scientifically, correct? Please write here.
	The manuscript appears scientifically sound and addresses an important aspect of viral molecular evolution. The analytical framework used for evaluating codon usage bias and genetic diversity is generally appropriate. However, several areas require clarification and improvement:

1. The methodology section should provide clearer descriptions of sequence selection criteria, including database sources, number of sequences analyzed, and geographic distribution.

2. Details regarding software tools and statistical methods used for codon usage analysis should be explicitly stated.

3. Some results sections appear descriptive; therefore, stronger interpretation of evolutionary forces (mutation pressure vs natural selection) should be included.

4. The discussion should more clearly relate the findings to previous studies on CSFV or other pestiviruses.

With these improvements, the manuscript would be scientifically stronger.


	

	Are the references sufficient and recent? If you have suggestions of additional references, please mention them in the review form.
	The references are generally relevant, but the manuscript would benefit from the inclusion of more recent literature (last 5 years) on:

· CSFV molecular evolution

· codon usage bias in RNA viruses

· pestivirus genomic studies

· viral adaptation mechanisms

Including recent studies would strengthen the scientific context and highlight the contribution of this work.


	

	Is the language/English quality of the article suitable for scholarly communications?


	The manuscript is generally understandable; however, several sentences require minor grammatical corrections and stylistic improvement. Some paragraphs contain long sentences that could be simplified to improve clarity and readability. A careful English language editing would enhance the overall presentation.
	

	Optional/General comments


	1. The introduction should provide a clearer rationale for focusing specifically on the E2 gene rather than other genomic regions.

2. Figures and tables should be carefully checked to ensure clear labeling and readability.

3. The discussion could better highlight the biological and epidemiological significance of codon usage patterns.

4. The conclusion should be strengthened to clearly summarize the major findings and their implications.

Overall, the manuscript addresses an important topic but requires moderate revision to improve clarity, methodological transparency, and discussion depth.
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	Are there ethical issues in this manuscript? 


	No obvious ethical concerns were identified in the manuscript. The study appears to rely on publicly available genetic sequence data, and no experimental animal procedures were reported. Therefore, no ethical approval concerns are evident.
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