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Reviewer Comments to Author: 

The manuscript "Draft genome of the Antarctic dragonfish, Parachaenichthys charcoti" is another 

important contribution to the scientific community working on comparative teleost genomics. As with 

similar studies, this manuscript appears to be submitted with the purpose of releasing this valuable 

dataset to the public, and holds no claim to solve any specific scientific question, but rather put up 

possibilities for the future use of this dataset.### Major commentsThe authors have made a good 

attempt to conduct thorough sequencing of the Antarctic dragonfish genome, using several paired-end 

and mate-pair libraries. However, the results, and especially the N50 contig statistic is far below what 

this reviewer would expected using Celera Assembler (CA) with the sequencing data presented. This 

reviewer is curious to why this specific sequencing method was applied (i.e three very similar libraries 

for PE sequencing and 2x300bp).For all the paired-end libraries the inserts are shorter than the 

sequencing output, which appears to be quite wasted as the trimmed reads are only 173-212bp on 

average for these libraries. Would it not have been better to have libraries with an insert size around 

700-800bp? This would surely span many more of the repetitive sequences now causing gaps and low 

continuity.Also, as trimming is part of the CA pipeline, why trim the reads prior to running CA? 

Additionally, FLASH should have been applied to merge overlapping reads from the paired-end 

sequencing libraries prior to assembly.The authors have also made a fair attempt to annotate this P. 

charcoti draft genome using the MAKER pipeline, and I'm happy to see that effort has been put into RNA 

sequencing to improve this analysis. However, some shortcuts have been taken in regard to how the 

annotation was performed. For instance, it is now standard procedure to produce a species specific 

repeat library, using RepeatModler to aid in the annotation. This was not done. The authors also fail to 

inform which library that was used for identifying repetetive elements with RepeatMasker. It is also 

customary to include SNAP, AUGUSTUS and GENEFINDER runs as part of the MAKER pipeline to improve 

gene prediction. This reviewer cannot see that this has been included in the annotation pipeline, which 

might explain why the number of predicted genes is so high. I'm also missing information regarding 

which AED cut-off that was used for the final gene predictions.The authors have further investigated the 

gene space completeness using BUSCO, which is good. However, there is reasons to belive that the gene 

sets reported are not up to date, especially since there is now a Actinopterygii specific gene set available 

(http://busco.ezlab.org/frame_meta.html). This should be quick to run and the results can easily be 

implemented in Table 3.In an attempt to conduct comparative genomics, the authors have grouped 

orthologous genes from several species into orthologous groups using OrthoMCL. This is an OK starting 

point for a comparative analysis, however, their analysis is based on unfiltered data for the ENSEMBLE 

(which is know to include thousands of duplicates and Gene ID's without any sequence data available). 

For instance, would 24,460 genes be a much more adequate dataset to use for the zebrafish. It also 



included all of the 32,712 P. charcoti gene predictions, which leads me to belive that most of the 333 

othologous groups (according to Figure 3a, yet referred to as 333 genes" in the text) contain false 

positives and/or repeats. Based on these results, the authors also produce a "gain-and-loss" figure for 

the investigated species, yet there is no mentioning on how this analysis was performed.Finally, the 

authors also present analyses based on (crude) Gene Ontology analyses which offer little scientific value. 

The entire paragraph on GO enrichment testing (including the results) it not very interesting. So, unless 

there is any biological meaning applied to the genes or pathways identified, this could/should be 

removed.### Minor commentsi) Please use an appropriate "thousands seperator" for all values across 

the manuscriptii) Please make sure that the genus name is not spelled out several times.iii) Excange 

"illumine" for "Illumina" prior to Table 1 
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