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Dear Editor and Reviewers
[bookmark: OLE_LINK51][bookmark: OLE_LINK4]Thank you for giving us the opportunity to re-submit our revised manuscript. We appreciate the concerns and suggestions provided by the reviewer and editor, and we have revised our manuscript accordingly. We also asked English speaking experts to revise the grammar and language expression logic of the manuscript.The modified parts in the text were indicated with red colour, and the responses to the reviewers are as following. These suggestions helped us improve the manuscript, and we hope that you find it suitable for publication. 
I look forward to hearing from you soon.

Yours sincerely,

Ling Zhu












Reviewer #1
[bookmark: OLE_LINK75]Comment 1: Extensive edition of English is needed. Some of examples of the sentences that need correction can be found in lines 20-21, 23, 35-36, 44-45, 57, 77, 84, 89, 90, 108 and others. 
[bookmark: OLE_LINK7]Response: We appreciate the reviewer’s constructive comments. Extensive English have been edited, including lines 20-21, 23, 35-36, 44-45, 57, 77, 84, 89, 90, 108 and others.

[bookmark: OLE_LINK55]Comment 2: Figure 1 and 3. It is difficult to differentiate black dots and black hexagons. Consider using different shapes or colours. There are some strains which not marked by any symbol. Why these strains were included into the analysis? Consider to exclude them.
[bookmark: _Hlk120114757]Response: Thank you. Different shapes are used in Figures 1 and 3 for the reader to better distinguish. Unmarked are current prevalent strains from other regions of China or other countries, and the corresponding description has been added to the figure description and was marked in red.
Comment 3: Figure 2 is not properly described in the text. What does this figure show?
[bookmark: OLE_LINK60]Response: Thanks for your suggestion. Regarding Figure 2, the number of virulent strains of each subtype has been described in detail in the article 
[bookmark: OLE_LINK56]Comment 4: Change term “C” to “identity” all over the text. Homology indicates an ancient common origin and temporal evolution and refers to structural characteristics, whereas sequence identity is the amount of characters which match exactly between two different sequences.
[bookmark: OLE_LINK57][bookmark: OLE_LINK64]Response: Thank you. We have changed term “C” to “identity”.
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