Manuscript:

CHROMOSOMES AND PHYLOGEOGRAPHY OF SYLVILAGUS (MAMMALIA, LEPORIDAE) FROM EASTERN BRAZIL
Comments of Referee G:

1 - Posterior distribution of what? Tree topology and branch lenghts? Expand on the Bayesian methods for the phylogenetic inference here; i.e., program used and how you set up the runs and checked for convergence of Markov chains. In the Results section, I assumed you refer to Bayesian inference as ‘BY’, but there is no previous mention of that in the body of text. Make sure that abbreviations are fully cross-referenced in the text. 

Methods section was revised, suggestions were incorporated in the text and analysis details were added and figure legends were clarified. Support values in topologies were checked and better detailed in legends and text.

2 - The basal relationships within S. brasiliensis are poorly resolved, but the clade itself is actually well-supported with PP=1.0! Revise. 

We reviewed this point

3 - Report results in the exact same order that you presented your methods, i.e., maximum likelihood then Bayesian inferences. 

Ok

4 - Not clear. Rephrase. 

Rewritten
5 - I don’t understand. Are these numbers on tree nodes posterior probabilities or bootstrap values? 

Rewritten

6 - This way of reporting haplotype structure isn’t very informative. Is there a better geographic descriptor rather than political borders of Brazilian states? 


Rewriten

7 -??? 

See A6

8 - Idem Figure 3.

Rewriten see figure 3 legend

9 - Based on what measure? 

Explained in the text:  Median-joining network analyses carried out with Sylvilagus brasiliensis haplotypes showed several median vectors and mutations separating haplotypes from different clades (Figure 5).

10 - With respect to which part? Explain. 

Removed

11 - Not sure what was meant by heterozygotes. Explain. 

We included an explanation in the text

12 - Need to improve discussion. 

Discussion was rewritten, see manuscript

13 - Which taxa? At least state whether you are referring to genus or subfamily, etc. levels. 

We changed this passage to "For same mammals, e.g., family Leporidae"
14 - I suggest you break up this sentence into two and simplify the setence structure. 

Discussion was rewritten, see manuscript

15 - You mean without S. brasiliensis? 

No, S. brasiliensis is a species complex that also occurrs outside Brasil, I mean without S.brasiliensis specimens captured in Brazil

16 - Revise English. 

Ok

17 - This is unclear.

We changed the nomenclature.

18 - I thought you only had left lineage PB-RJ-MG-GO. This naming system is confusing. 

We changed the nomenclature.

19 - I suggest you perform a Mantel test to evaluate this hypothesis.

Mantel test was not implemented as the corresponding section of the text was removed. 
20 - Revise. 

OK

21 - I suggest you estimate some genetic diversity indices for different populations/lineages (e.g., DnaSP) 

Genetic diversity indicies were not calculated because the main focus of the discussion was altered

22 - And what are the biogeographic implications of that? 

We remove this sentence, and biogegraphic considerations were postulated in other part of the manuscript.

23 - This statement isn’t very informative.  

Rewritten
24 - Considering the hurdles of collecting Brazilian cottontails in the field, the geographic range of the species and your sampling, you very likely didn’t survey a great deal of the haplotye diversity. 

We agree, however, we think it is pertinent to explain possibles scenarios.

25 - Sentence too long. Revise.

ok

26 - This doesn’t make much sense because you have no reason for including outgroup taxa in a network analysis, i.e., at the intraspecific level. 

Rewritten

27 - Revise English. 

ok

28 - Type localities are “restricted” to their respective localities by nature. 

Rewritten

29 - Not clear. Rephrase.

This sentence was removed

