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Summary: The study reports a de novo genome assembly for the African Wild Dog and 
demonstrates a cost-effective approach for generating high-quality assemblies. Genome 
assemblies have been prohibitively expensive and labor-intensive for researchers focused on 
non-model organisms, particularly organisms with large genomes. This can be problematic for 
conservation geneticists that are trying to understand key genetic aspects of endangered taxa, 
such as their demographic history, inbreeding, and adaptive genetic variation, to name a few. 
This study demonstrated that high-quality reference genomes using 10X Genomics libraries and 
standard Illumina sequencing can be generated for around $3,000 for an organism with a 
relatively large genomes (~2.5GB).  
 
Major Essential Revision: I have not identified any major revisions that are needed for this 
manuscript.  
 
Discretionary Revision: Perhaps it would be useful to run a PSMC-type analysis using multiple 
wild dog genomes to assess trends in historical population sizes in recent times for African wild 
dogs. This might produce useful results with conservation applications. There are several 
methods that have come out recently that can do a decent job with estimating population size in 
recent times.  
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Edit: Line 444. The word "Heterozygosity" at the end of the paragraph seems out of place.  
 
 
Recommendations: This study will be very valuable for researchers studying non-model 
organisms who are interested cost-effective approaches for genome assembly. The manuscript is 
also very well written and organized. 
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