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[bookmark: _Toc2]Article summary:
1. This article discusses the development of a multiplex base-editing (MBE) platform to enable simultaneous disruption of multiple genes in filamentous fungi.
2. The MBE platform was tested in Aspergillus nidulans, and was found to have high efficiency and specificity for editing up to 8 genes in one transformation.
3. The MBE platform was then applied to manipulate three epigenetic regulators combinatorially in A. nidulans, leading to the activation of eight silent biosynthetic gene clusters and the discovery of four previously unreported compounds.
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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.
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The article “Multiplex Base-Editing Enables Combinatorial Epigenetic Regulation for Genome Mining of Fungal Natural Products” is a well-written and comprehensive review of the development and application of a multiplex base-editing (MBE) platform for genome mining of fungal natural products. The authors provide detailed descriptions of their methods, results, and conclusions, as well as supporting evidence from previous studies. 
The article is generally reliable and trustworthy; however, there are some potential biases that should be noted. For example, the authors focus primarily on the advantages of using MBE for genome mining without exploring any potential risks or drawbacks associated with this method. Additionally, while they do mention other methods that have been used for activating cryptic NP production (e.g., changing cultivation conditions or refactoring BGCs in heterologous hosts), they do not provide an equal amount of detail about these methods or explore any potential counterarguments to their own approach. 
In addition, it should be noted that the authors do not discuss any ethical considerations associated with their research; while this may not be relevant to all readers, it is important to consider when discussing genetic manipulation techniques such as MBE. Finally, it should also be noted that while the authors provide evidence from previous studies to support their claims, they do not present any data from independent sources or experiments conducted by other researchers which could further strengthen their argument. 
In conclusion, this article provides a thorough overview of the development and application of an MBE platform for genome mining in filamentous fungi; however, there are some potential biases which should be taken into consideration when evaluating its trustworthiness and reliability.
[bookmark: _Toc5]Topics for further research:
· Ethical considerations of genetic manipulation
· Advantages and disadvantages of MBE for genome mining
· Alternative methods for activating cryptic NP production
· Refactoring BGCs in heterologous hosts
· Data from independent sources for MBE platform
· Strengthening argument for MBE platform
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