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REVIEWERS' COMMENTS 

 

Reviewer #1 (Remarks to the Author): 

 

I think the authors have done a nice job adressing the reviews. 

 

Nothing further to add. 

 

 

Reviewer #2 (Remarks to the Author): 

 

The authors have adequately addressed my concerns- I have no remaining comments (and reading 

response to the other reviewers, feel the authors did a great job addressing all the criticisms overall) 

 

 

Reviewer #3 (Remarks to the Author): 

 

The reviewer appreciates the authors’ additional analyses and revisions to the manuscript. The 

conclusions remain interesting, and the revisions strengthen the work. The reviewer does not have 

any other concerns. 
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