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PART  1: Review Comments 

 

 Reviewer’s comment 

 
Author’s comment (if agreed with reviewer, 

correct the manuscript and highlight that part in 

the manuscript. It is mandatory that authors 

should write his/her feedback here) 

Compulsory REVISION 

comments 

 

In line 51 : patients were recruited between October 2011 

and April 2011 so time period (7 months) is very short. 

In line 52: it was said that demographic data collected but 

there is not any demographic data was given in the article. 

Also collection dates of the samples should have been 

represented.  

 

In line 87: the method for sequencing was conventional 

sequencing. Because of the quasispecies nature of HIV 

this type of method is not enough the determination of 

point mutations, deeper method is needed. 

 

In line 98: downloading references and reference 

including criteria was not given. 

 

In line 101: software MEGA 4.0 was performed for 

phylogenetic analysis but it is an old version of MEGA. 

At least MEGA 5.0 should have been used. Because this 

version of  MEGA 4.0 could not use a maximum 

likelihood criteria but it uses a composite of maximum 

likelihood. With an unrooted tree, it is not possible togive 

a direction to the tree and it is not possible to estimate the 

cluster distance. It is not clear that which evolutionary  

model was choosed for evolutionary analysis. 
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In line 123: statistical analysis  was performed but which 

kind of statistical analysis was performed? There is no 

result about this analysis in the article. 

 

In line 211: given results were not statistically supported, 

even if the results couldn’t be support statistically, it must 

be indicated as unsupported. 

  

In line 212: the phylogenetic tree was mentioned but there 

is not a tree figure in the article. 

 

In line 213: a recombinant subtype was mentioned but 

recombination analysis is also needed to prove a sequence 

as a recombinant form. 

 

Conclusion is very  short 
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