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1. This article investigates the seasonal ARGs profile in overlying water and sediment at typical area of Taihu Lake, China.
2. 33 ARG subtypes and 11 ARG types were detected in the research area, with bacitracin, multidrug and sulfonamides resistance gene having the highest abundance.
3. 18 bacteria genus were identified as ARGs hosts, among which Clostridium botulinum, Pseudomonas aeruginosa and Klebsiella pneumonia were pathogenic bacteria.
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Appears moderately imbalanced: The article provides some useful information, but is missing several important points or pieces of evidence that would be required to present the discussed topics in a balanced and reliable way. You are encouraged to seek a more balanced perspective on the presented issues by exploring the provided research topics and looking at different information sources.
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The article is generally reliable and trustworthy due to its use of high-throughput sequencing and metagenomics technique to investigate the seasonal ARGs profile in overlying water and sediment at typical area of Taihu Lake, China. The authors have provided detailed information on the sampling sites, DNA extraction methods, sequencing techniques used for analysis, statistical methods employed for data interpretation, etc., which makes it easy to assess the trustworthiness of the article.
However, there are some potential biases that should be noted when assessing this article. Firstly, the authors have not explored any counterarguments or presented both sides equally when discussing their findings. Secondly, there is a lack of evidence for some of the claims made in the article such as potential risks posed by antibiotic pollution status in Taihu Lake or transmission potential of ARGs in aquatic environment under anthropogenic influence. Thirdly, there is no mention of possible risks associated with using antibiotics or antibiotic resistance genes in clinical treatment or aquaculture activities. Finally, there is a lack of discussion on how these findings can be used to inform public health risk control strategies or ecological environment recovery efforts in Taihu Lake. 
In conclusion, while this article provides valuable insights into antibiotic resistance genes diversity and prevalence risk revealed by pathogenic bacterial host in Taihu Lake, China through high-throughput sequencing and metagenomics technique; it should be read with caution due to its potential biases such as lack of evidence for some claims made or missing points of consideration regarding possible risks associated with using antibiotics or antibiotic resistance genes.
[bookmark: _Toc5]Topics for further research:
· Antibiotic resistance gene transmission potential
· Public health risk control strategies
· Ecological environment recovery efforts
· Clinical treatment and aquaculture activities
· Anthropogenic influence on aquatic environment
· Risks associated with antibiotics and antibiotic resistance genes
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