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	PART  1: Comments

	
	Reviewer’s comment

	Author’s Feedback (It is mandatory that authors should write his/her feedback here)

	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 offers meaningful insights into how the E2 gene of Classical Swine Fever Virus evolves and maintains its functional stability despite global spread. By analyzing genetic diversity, codon usage patterns, and population structure together, the study provides a more complete picture of the evolutionary forces shaping this important viral protein. The findings, particularly the role of purifying selection and mutational pressure, are highly relevant for improving vaccine design and ongoing molecular surveillance. Moreover, the observed geographic differences, especially the distinct nature of African isolates, emphasize the importance of considering regional variation in future control and prevention strategies.
	

	Is the title of the article suitable?
(If not please suggest an alternative title)
	Yes
	

	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.
	Some numerical details like multiple diversity indices and exact values may be slightly excessive for an abstract. You could consider reducing the number of statistics and focusing on the most important ones to improve readability.
The abstract mentions 568 sequences, while the methods mention 575. This should be clarified to avoid confusion.

	

	Is the manuscript scientifically, correct? Please write here.
	Overall, the manuscript appears to be scientifically sound, there are a few issues that should be addressed to improve scientific accuracy. The number of sequences is reported inconsistently in different sections- abstract and methods, which needs to be clarified. The nucleotide diversity value π = 0.098 also seems relatively high for a conserved gene and should be double-checked or better explained.
	

	Are the references sufficient and recent? If you have suggestions of additional references, please mention them in the review form.
	References are decent, can also include the most recent ones such as 
1. Evolutionary-Related High- and Low-Virulent Classical Swine Fever Virus Isolates Reveal Viral Determinants of Virulence
2. Construction of full length cDNA clone of classical swine fever virus using an improved strategy
	

	Is the language/English quality of the article suitable for scholarly communications?
	1. Some sentences are very long and pack multiple ideas, making them harder to read. Split into two sentences: "The codon usage and compositional analyses of the E2 gene among global Classical swine fever virus (CSFV) isolates reveal a predominantly AT-rich genome with moderate codon usage bias, largely shaped by mutational pressure rather than translational selection."
2. Minor grammatical errors or typos
“he gene flow and differentiation analyses” -  missing “T” at the start, it should be “The gene flow and differentiation analyses.”
“Fu and Li’s D (-5.35) **-imply”-  formatting and punctuation issue, it should be “Fu and Li’s D (-5.35) indicate…”
Extra spaces in some references and parentheses, “France (44 ), South Africa (1), Serbia (2)” - remove the extra space.
3. Inconsistent terminology or dataset numbers
Sequence counts vary: 558, 568, 575 - choose one number and use consistently throughout.
“Classical swine fever virus” sometimes capitalized, sometimes lowercase - standardize (e.g., capitalize only at first mention in a section or consistently for CSFV).

4. Repetition- Some ideas are repeated multiple times in results and discussion: E2 gene is AT-rich and under mutational pressure- repeated in multiple paragraphs almost word-for-word. Please merge sentences to avoid redundancy while keeping emphasis.

5. Some sentences could be simplified for readability: suggested fix: “Principal component and pairwise genetic distance (D²) analyses show that CSFV populations form three main clusters. Asia, Europe, North America, and South America form one cohesive group; Africa is highly distinct, while Australia falls in between.”
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	Are there ethical issues in this manuscript? 
	(If yes, Kindly please write down the ethical issues here in detail)
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