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[bookmark: _Toc2]Article summary:
1. The complete mitochondrial genome of Neolissochilus hendersoni (Herre, 1940) was sequenced to analyze its phylogenetic position.
2. The mitogenome of N. hendersoni was found to be 16584 bp long, containing two ribosomal RNA genes, 13 protein-coding genes, 22 transfer RNA genes, and three non-coding control regions.
3. Results of the phylogenetic analysis showed that N. stracheyi is closely related to N. hendersoni and that the genus Neolissochilus is nearest in origin to the genus Luciobarbus and is farther from the genus Acrossocheilus in a phylogenetic position.
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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 provides a detailed description of the complete mitochondrial genome of Neolissochilus hendersoni (Herre, 1940). The article is well written and provides clear information on the methods used for sequencing and annotation as well as the results obtained from the analysis. The article also includes relevant figures which help to illustrate the points made in the text. 
The article does not appear to have any major biases or one-sided reporting; however, it does not explore any counterarguments or present both sides equally when discussing potential differences between Neolissochilus and Acrossocheilus species based on morphology alone. Additionally, there is no mention of possible risks associated with sequencing or analyzing mitochondrial genomes which should be noted for future research in this area. 
In conclusion, this article appears to be reliable and trustworthy overall; however, further exploration into potential risks associated with sequencing and analyzing mitochondrial genomes should be considered for future research in this area.
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· Mitochondrial genome sequencing risks
· Mitochondrial genome annotation
· Neolissochilus hendersoni morphology
· Acrossocheilus species comparison
· Mitochondrial genome analysis
· Mitochondrial genome sequencing methods
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