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[bookmark: _Toc2]Article summary:
1. The article discusses the challenge of constructing multiple genome alignments at an unprecedented scale due to the arrival of telomere-to-telomere (T2T) assemblies of the human genome.
2. It provides an overview of the algorithmic template that most multiple genome alignment methods follow and discusses prospective areas of improvement for keeping up with continuously arriving high-quality T2T assembled genomes.
3. Multiple genome alignments are able to accurately represent relationships among genomes, such as small variations, intergenomic distances, ultra-conserved or hyper-variable regions, or structural variation, and serve as a rich platform for numerous downstream avenues of comparative genomic analysis.
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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 is generally reliable and trustworthy in its discussion of multiple genome alignment in the telomere-to-telomere assembly era. The authors provide a comprehensive overview of the algorithmic template that most multiple genome alignment methods follow and discuss prospective areas of improvement for keeping up with continuously arriving high-quality T2T assembled genomes. They also provide evidence to support their claims, such as citing relevant studies and providing examples from real world applications. 
However, there are some potential biases in the article that should be noted. For example, while the authors do mention potential risks associated with multiple genome alignment, they do not explore them in depth or present both sides equally when discussing them. Additionally, there is a lack of counterarguments presented throughout the article which could have provided more balanced coverage on certain topics discussed. Furthermore, some claims made by the authors are not supported by evidence or data which could have strengthened their arguments further.
[bookmark: _Toc5]Topics for further research:
· Multiple genome alignment risks
· Advantages of multiple genome alignment
· Limitations of multiple genome alignment
· Comparison of multiple genome alignment methods
· Real world applications of multiple genome alignment
· Counterarguments to multiple genome alignment
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