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Reviewer Comments to Author: 

Li et al describe an important, interesting data set of 78 individual chicken whole genome sequences. In 
that respect, the results and description of the data clearly warrant publication in GigaScience. However, 
the data and the results obtained from the population analyses done by the authors, are very poorly 
described. Moreover, the few conclusion drawn by the authors are not supported by the results of the 
analyses. Therefore, a major revision of the manuscript is essential before publication in GigaScience. 

 

Major comments 

The authors do not provide an extensive in depth analyses of the data and for the analyses that were 
done, the results are not very well presented. For example no information is provided for e.g.: 

(1) Allele frequency spectrum for the identified SNPs 

(2) Are there SNPs with high allele frequencies that are unique for a specific population/breed 

(3) What are the allele frequencies for the unique new SNPs identified. I assume that many of these 
are very rare SNPs only seen in 1 individual (and the false discovery rate in this group is also likely to be 
higher). 

(4) What is the total number of different SNPs identified? 

(5) Do the SNP numbers only refer to single nucleotide substitutions, or did the authors also include 
small indels? 

 

The authors describe that they generated a NJ tree and refer to figure 1. However, no tree is provided in 
figure 1. Also, the authors indicate that the PCA analysis confirms the seven distinct lineages (SW1-3, TC 
1-3 and RJF). However this is not the case. In the PCA plot, SW2 is split into two separate clusters 
whereas one of these clusters completely overlaps with TC2. 

The statement on page 4, lines 57-59 is not correct. Intergenic regions make up more that half of the 
chicken genome, so one would expect more than half of the SNPs to be located in this region. 

 



Minor comments 

Abstract, page 1, line 33; delete "with a total of 1.69T reads". 

 

Abstract, page 1, line 36; "from 16 populations. In the supplementary table 1 I count 17 populations 
(Red Jungle Fowl samples are from Yunnan and from Hainan, so these should be considered as two 
separate populations). 

 

Abstract, page 1, line 41. The comment "these data are abundant resources for poultry breeding". The 
data is important for population genetics and further studies in chicken and can contribute to breeding, 
but the statement as it is, is not correct. 

 

Page 2, line 16: replace "alignment reads" by "aligned reads" 

 

Findings, page 3 lines 13-23. This is repetitive and just a summary of methods and results. 

 

Page 3, line14: "ancestry population". This is not correct as the ancestral population no longer exists (for 
that you need samples from > 10.000 years old.) This should be replaced by wild population, assumed to 
be representative of the original ancestral population. 

 

Figure 1 and legends to figure 1: The abbreviations SW, TC are not clearly defined and that these refer to 
the eight lowland and six highland populations. I would suggest to add a table to the manuscript 
providing a summary of the populations used(separate columns for breed, group, and population 
number). In the legends the authors refer to nine domestic chicken in figure 1. However, in addition to 
the RJF I count 10. 
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