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The authors present us chromosomal level genome assemblies of two malaria vector species in 

Anopheles. The materials and methods were well described and the assembly results look promising, 

and I believe the two high quality genomes will be valuable genomics sources for further scientific 

research. The authors tried multiple methods to validate the genome assemblies and the related 

findings, but I noticed that the genome assemblies could include some obvious errors according to the 

Hi-C heat maps. For example, there is too much proportion debris that cannot be assigned to their 

corresponding chromosomes, ca. 15% contigs cannot be clustered into their corresponding chromosome 

locations. Plus, I also noticed several obvious mis-assemblies (or mis-clusters) for the assemblies of 

AcolMOP1 - there are some regions along the diagonal that have their Hi-C signals placed at wrong 

positions. However, I admit that the authors, via applying multiple widely-used genome assembly tools, 

have already tried their best to obtain the most reliable assemblies for their data. This could be the best 

results they can achieve uptonow due to the limitations of sequencing technologies and computational 

methods. As a result, I recommend its publication after addressing the issues as follows: 

1. Although the authors have already tried multiple assembly tools for their ONT sequences, I can still 

observe several obvious mis-assemblies from the Hi-C heat maps. I would recommend two assembly 

tools that are designed for the ONT long noisy reads, which, as far I know, can perform better than those 

tools applied in the current work. 

https://github.com/xiaochuanle/NECAT 

https://github.com/Nextomics/NextDenovo 

However, I am also aware that the performance of bioinformatics tools varies a lot owing to the variety 

of genomes inherited from biodiversity. Therefore, the authors do not have to apply a full genome 

analysis pipeline for the two software in case they cannot produce better assembly results compared to 

the ones you have. 

2. The authors may want to put some of the additional files, especially those figures and small tables, 

into one single additional file and name them as supplementary figures and tables to improve 

readability. 

3. The authors may want to depict their results more carefully. For example, (1) the median read length 

was 3.8 kbp and 2.3 kbp for An. coluzzii and An. arabiensis, respectively, according to additional file 1, 

rather than 4 kbp and 2.2 kbp described in your main text; (2) Although CANU generated the third 

highest number of mis-assemblies, it also has a longer alignment length compared to the assemblies 

produced by WTBG2 et al. The long alignments could have contributed to those more mis-assemblies, 

which needs additional explanations; (3) I cannot achieve the conclusion of single copy genomic regions 



of 204.1 Mbp from additional file 5 (Page 7); and some others I won't point them out one by one here. 

4. End-to-end genome assembly, do you mean Telomere-to-Telomere genome assembly. 
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