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Reviewer Comments to Author: 

The manuscript describes a highly contiguous genome assembly of the goose genome and provides a 

significant improvement of the assembly of this bird. The results are described very clearly, and the data 

has been made publicly available. The analyses done are rather straightforward, and much more could 

have done with the interesting data generated in this study, which to me seems a missed opportunity. 

The authors decide to sequence an F1 animal that is a cross between A. anser and  A. cygnoides. I 

wonder why the authors did not use Illumina sequencing to sequence the genome of the two parents. 

This would have allowed the generation of two haplotype specific assemblies and the comparison 

between the genomes of these two different sub-species. Also, no indication is given for the number of 

variants see in this bird, which would also have provided a good indication of the sequence divergence 

between these two sub-species. Finally, the realignment of the short-read Illumina sequences, provides 

a way to estimate the number of sequence errors still present in the final assembly (seen as 

homozygous SNPs and indels). 

Minor comments: 

Figure 1 and figure 2 are not very informative and I suggest moving these to the supplementary 

information. 

Line 89-90: The authors refer to table S1 in relation to the correction of sequencing errors. However, this 

table does not provide any information about sequencing errors. 

Line 90-91: The authors refer to table S2 and Fig S1. However, table S2 shows a summary of the pseudo 

chromosomes, not of the Hi-C scaffolds. Furthermore, in table S1 the authors show that there are 2123 

Hi-C scaffolds. Please elaborate and clarify. 

Line 119-121: Again, the reference to the table/figure does not seem to match very well with the 

information in the text. I also suggest to add the number of PCG's to table 3. Also, does figure 2 only 

show the TSS for PCG or does it also include those for the lncRNAs. 

Line 128: I am confused by the comment that the current assembly has more scaffolds. Given that the 

assembly is improved with higher N50 values for the contigs and scaffolds, I would assume that the 

number would be smaller. 

Line 129-131: This statement is not supported by table 3. In fact, the other studies seem to have 

annotated more gene sequences than the current assembly. 

Line 195-196: "… indicating that disease resistance may help …..". I don't think this statement is 

supported by the results and tends to be mere story telling. 
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