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Reviewer Comments to Author: 

This study focuses on an interesting topic regarding the genome sequence of a copepod from an 
extreme habitat. I was initially intrigued by the topic and approached it with great interest, as I have an 
inherent interest in environmental adaptations, especially by copepods.  

 

However, I quickly became a bit perturbed. The authors claim that genomes and genomic resources are 
lacking for copepods, and that this is the first copepod genome paper. This is an odd statement, given 
that there are more genomes freely available for copepods than for any other crustacean, and a 
plethora of genomic resources available, relative to other non-insect arthropods. The salmon louse 
genome project had an official press release five years ago, and is available for analysis. In addition, two 
other copepod genomes, those of Tigriopus californicus and Eurytemora affinis, are freely available from 
the Arthropod i5K website, and have been available for over two years. And this study does make a 
comparison with the genome of Tigriopus japonicus, which has been around for a while. I have seen 
some comparative studies that incorporate analyses of these other copepod genomes, without calling 
them the "first genome." There are also many copepod transcriptomes freely available.  

 

Given the availability of the other copepod genomes, this study would benefit from comparisons with at 
least the congener Tigriopus californicus, in addition to the congener T. japonicus. 

 

Here is a paper on the genome of Tigriopus japonicus: 
https://www.researchgate.net/publication/40898763_The_copepod_Tigriopus_japonicus_genomic_DN
A_information_574_Mb_and_molecular_anatomy 

 

The genome of Tigriopus californicus is available at: https://i5k.nal.usda.gov/Tigriopus_californicus 

 

SNP and linkage map of T. californicus: http://bmcgenomics.biomedcentral.com/articles/10.1186/1471-
2164-12-568 



 

Also, the salmon louse genome project: 
http://www.imr.no/nyhetsarkiv/2010/november/lakselusens_arvestoff_er_sekvensert/en 

 

Salmon louse genome made public in 2011: http://www.atlanticsalmontrust.org/latest-news/salmon-
louse-genome-study-results-to-be-made-public-170.html 

 

 

The reporting of Results and Discussion in this study is quite minimal, with no synthesis. More effort 
should be devoted to describing what the results are and explaining what they mean. A two paragraph 
Discussion that fails to explain most of the Results is not adequate. Most of the useful figures and tables 
are thrown into the supplementary files, without much explanation. And the figures included in the text 
are not that informative, with minimal explanation of what they mean. At this point there is not much to 
evaluate in this draft, as there isn't much content in the paper yet. 

 

This study focuses on two seemingly disjoint pieces of data with no connection made between them. 
The authors look for genome-wide signatures of selection across the genome and discover many 
transport genes. Then they look for differentially expressed genes for this copepod in response to two 
temperatures. ***So, do any of the genes that show differential expression in response to two different 
temperatures also show signatures of selection???  

 

For instance, the findings on the TkTret genes are interesting, where they show differential expression 
between two different temperatures and exhibit an expansion of 7 paralogs (as opposed to 4 in other 
taxa). Do any of these paralogs show signatures of selection? 

 

The authors applied PAML to test for signatures of selection. I recommend that they also use HyPhy, 
which is more powerful, and able to make greater inferences than PAML. 

 

Please go through the paper and correct the spelling and grammatical errors. 

 



This study has the potential to make a valuable contribution to the field, but much more work needs to 
be devoted toward finishing the paper. 
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