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Reviewer Comments to Author: 

In this study, de Fonseca et al. report the genome of the giant squid as a resource to investigate the 

unique traits of this fascinating organism. Two assemblies, which are of comparable contiguity to most 

other recently published molluscan genomes, as well as a set of over 51,000 gene models are reported. 

Analysis of the genome focuses on repetitive elements (e.g., TEs), non-coding RNAs, and gene families of 

interest to the authors (WNT genes, Protocadherins, Hox genes, and reflectins). Overall this is a 

straightforward study that provides a resource that will be broadly useful and I feel it should be 

published. However, I have a number of suggestions for improvement including a few important issues 

that need to be addressed. 

Major points: 

It is unclear why two different genome assemblies are presented instead of just one most optimal 

assembly. This is not the way I would have gone about assembling this combination of data but 

presumably Dovetail scaffolding and gene modelling were performed before PacBio sequencing and 

scaffolding? Re-doing the assembly would a more logical way would probably have relatively little 

improvement but a little more explanation of the rationale or 'historical' reasons for two different 

assemblies and/or this assembly strategy would be a helpful addition to readers looking in the literature 

for examples on best practices  for genome assembly. 

Related to this issue, there is little comparison of the two genome assemblies and it is unclear which 

assembly was used for what analyses and even Table 1 and Table S2's titles are a bit ambiguous with 

respect to which assembly statistics are presented. Please explicitly state which assembly was used for 

which analyses. 

The approach used for gene annotation is unconventional and the inferred number of protein-coding 

gene models is very high. This does not mean the gene model set is bad, but I feel that data needed for 

the reader to assess the quality of the gene models are lacking. Please run BUSCO on the gene models 

and report these data as well. 

Specimen collection data are not reported in the manuscript. 

Minor points: 

Scientific names of species need to be italicized throughout. 

Did all the giant squid DNA come from the same individual? 

Lines 140-141: "currently increasing locally" is a bit awkward and vague. 

Line 176: Which reads? All Illumina reads? PE reads only? 

Line 185: Again, this seems to me to be a strange assembly strategy and I think that it should be clearly 

stated that PacBio data became available 'late in the game' if that is the case. Otherwise, the logic 

behind this assembly strategy needs to be explained. 



Line 199: High-throughput is misspelled. 

Line 203: Clarify what is meant by reference transcriptome. All reads from all tissues were pooled and 

assembled together? 

Line 205: "EvidencialGene" is a tyo. 

Lines 261-262: Please provide details on exactly what was done in this study in the supplementary 

material. Description of how the final gene models were selected is vague. 

Line 277: What is meant by a "bespoke pipeline"? Custom scripts should be made available. 

Line 450: Correct "Sampling was following" 

BUSCO results are presented in the methods section (should be in the results by the way) for the pre-

PacBio scaffolding genome but not the post-PacBio scaffolding genome. 

Table 1: BUSCO should be in all capital letters. 

Figure 3: What does the note "Gene size only" mean? 

Table S1: Please provide total number of reads and somewhere it should be clarified how many different 

instrument runs were conducted and if different libraries were multiplexed on the Illumina platform. 
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