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	Address: 92# Weijin Road, Nankai District, Tianjin, China

Tel: +86-17092261008

Email: zouquan@nclab.net 


June 24, 2015

Dear editors and reviewers at PLoS Computational Biology,

Thank you for reviewing the submission entitled “HPTree: reconstructing phylogenetic trees for ultra-large unaligned DNA sequences via NJ model and Hadoop”.

Since there are few software tools for reconstructing phylogenetic tree for ultra-large (more than 1GB) unaligned DNA sequences, we developed HPTree for this purpose. This is a parallel software tool based on Hadoop, which is popular in the cloud computing platforms (eg. Amazon). 

We have just published HAlign, which is a multiple sequence alignment tool based on Hadoop. (Zou et al, Bioinformatics, 2015, doi:10.1093/bioinformatics/btv177) HAlign is popular since it is published. So we expect HPTree would be also popular for the big data researchers, if it could be published in PLoS Computational Biology.

We look forward to hearing your feedback. Thank you in advance.

Sincerely,

Quan Zou

on behalf of all the co-authors
