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[bookmark: _Toc2]Article summary:
1. Cell lines with mismatch repair and proofreading deficiency were constructed using the CRISPR technology for reference samples.
2. A multi-laboratory study was conducted to evaluate reproducibility and accuracy of participating panels.
3. Potential sources of false-discovery were explored for assay optimization.
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May be slightly imbalanced: The article presents the information in a generally reliable way, but there are minor points of consideration that could be explored further or claims that are not fully backed by appropriate evidence. Some perspectives may also be omitted, and you are encouraged to use the research topics section to explore the topic further.
[bookmark: _Toc4]Article analysis:
The article is generally reliable and trustworthy, as it provides a comprehensive overview of the research conducted on large panel next-generation sequencing (NGS). The authors have provided detailed information about the methods used in their study, as well as the results obtained from the multi-laboratory assessment of somatic mutation detection on reference materials with mismatch repair and proofreading deficiency. Furthermore, they have also discussed potential sources of false discovery that could be explored for assay optimization. 
However, there are some points that could be further explored in order to make the article more reliable and trustworthy. For instance, while the authors have discussed potential sources of false discovery, they do not provide any evidence or data to support their claims. Additionally, while they discuss potential risks associated with NGS, they do not provide any recommendations or suggestions on how to mitigate these risks. Furthermore, while they discuss potential influencing factors on detection results, they do not explore any counterarguments or alternative perspectives that could be taken into consideration when assessing these factors. Finally, while the authors provide a comprehensive overview of their research findings, they do not present both sides equally or explore any possible biases that may exist in their data or conclusions.
[bookmark: _Toc5]Topics for further research:
· False discovery rate in NGS
· Risk mitigation strategies for NGS
· Factors influencing NGS detection results
· Counterarguments to NGS detection results
· Bias in NGS data analysis
· Multi-laboratory assessment of somatic mutation detection
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