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Reviewer Comments to Author: 

This paper brings forward a de novo genome genome of the olive baboon assembled using 10x, ONT 

(Nanopore), HiC and BioNano maps  corrected for the large assemble errors with Panu_3.0, leading to 

an improved genome annotation.  This data is valuable as the previous baboon assembly based on the 

Illumina short reads and mate pairs was a lot more fragmented.  A nice feature was to infer the 

recombination rate and annotating the crossover breakpoints.  The resulting genome reaches 2.87 Gb of 

continuous sequence with less than 0.1% of uncalled bases (gaps), and a 10 times improved N50 

containing 93 complete genes according to BUSCO 

There are some issues with the presentation of date in this version of the paper, as some of the data is 

missing (repeats) not presented (ONT), and some should be clarified (BUSCO scores, Tables 1 and 2).   

1. This investigation would greatly benefit from description of the repeats.  Isn't is the whole point of 

using long read data? 

2. BUSCO score is lower in their final assembly. This is strange, and needs to be addressed somewhere. 

3. While the assembly has benefited from the 15x ONT coverage, i was not able to find  information on 

the reads. The authors used the ONT data to assemble scaffolds with LR_Scaf (published as recently as 

last December) and calculated gap lengths. In LRScaf paper - the authors mention that the benefits of 

their method is speed and resource consumption. Therefore, it is not clear why there were not used for 

assembly, only for scaffolding with no justification given.   

4. Table 1 and 2 should be combined, just add the last column of Table 2 to the end of table 1, there is 

no reason to report the Panubis 1.0 statistics twice. 

5. Finally, I am a little concerned with continuous classification of animals according to their biomedical 

need, rather with their evolutionary and ecological significance.  This trend is recently prevalent in 

GigaScience as well as the other journals and reflect an extreme anthropocentric view.  I think that the 

paper will benefit from a statement on how this data contributes to the completeness of the primate 

research, evolutionary, comparative and conservation studies. 
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