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[bookmark: _Toc2]Article summary:
1. The article discusses the use of feature-based molecular networking (FBMN) in the GNPS analysis environment to analyze large datasets.
2. Data and code availability for the LC–MS2 data used in the study, as well as the FBMN workflow, are provided.
3. References to related studies are included to provide further context for the research.
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Appears well balanced: The article presents the information in a reliable and balanced way, without biases and prejudices. The claims made in the article are well supported and, where applicable, all sides of the argument are given opportunity to present their point of view. The article appears trustworthy and reliable.
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The article is generally reliable and trustworthy, providing detailed information on the use of feature-based molecular networking (FBMN) in the GNPS analysis environment to analyze large datasets. The authors provide clear data and code availability for the LC–MS2 data used in their study, as well as a link to their open source FBMN workflow on GitHub. Furthermore, they include references to related studies which provide further context for their research.
The article does not appear to have any major biases or one-sided reporting, nor does it contain any unsupported claims or missing points of consideration. All claims made by the authors are supported by evidence and there is no promotional content present in the text. The authors also do not appear to be partial towards any particular viewpoint or opinion, and they note possible risks associated with their research.
In conclusion, this article is reliable and trustworthy overall, providing detailed information on its subject matter without any major biases or unsupported claims present in its text.
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· Feature-based molecular networking
· GNPS analysis environment
· LC–MS2 data analysis
· Open source FBMN workflow
· Metabolomics data analysis
· Mass spectrometry data analysis
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