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October 14, 2016

Dear Editor,	Comment by Xiaogen Zhou: 许多提交的稿件未经进一步审稿就被编辑立即拒绝。这封投稿是很重要的，它能让编辑相信你的工作是多么重要，以及为什么编辑值得寻找外部的审稿人。

考虑到这封信的主要目标，它不同于摘要，它不需要对你论文的所有方面给出一个完整的总结。它只需要重点突出你认为最令人兴奋和吸引编辑的方面。

此外，请记住不要直接复制摘要中的任何单词或句子，以免让编辑觉得你很匆忙，提交的文章很粗糙。


We are submitting a manuscript entitled “NN-BAYES: Protein contact map prediction using neural network training coupled with naïve Bayes classifiers” for consideration as a Research Article in Bioinformatics.	Comment by Xiaogen Zhou: 指定投稿的论文类型。

Exciting progress has been recently witnessed on ab initio folding of large-size proteins with the assistance of co-evolution based contact predictions. But the success is still anecdotal, which is mainly because the co-evolution based methods request for a high volume of sequence homologs to generate accurate contact map predictions, which are not available to most of the non-humongous protein targets. Therefore, development of efficient methods that can generate balanced and reliable contact maps for different type of protein targets is essential to improve the success rate of the ab initio protein structure prediction. 	Comment by Xiaogen Zhou: 与你的工作主题相关的领域的主要挑战是什么?

[bookmark: OLE_LINK14][bookmark: OLE_LINK21][bookmark: OLE_LINK22]In this study, we developed a new composite pipeline, NN-BAYES, which extends the naïve Bayes classifier (NBC) theorem to combine eight state of the art contact methods that are built from co-evolution and machine learning approaches. The posterior probabilities of the NBC model are then trained with intrinsic structural features through neural network learning for the final contact map prediction. NN-BAYES was tested on both benchmark and CASP targets, which demonstrated significant improvement over the currently best contact map predictors, in particular for the targets that have few sequence homologs. The program has been made publicly available through our website, which should result in a broad impact to the field of ab initio protein structure prediction. Based on the importance of the problem addressed and the high efficiency of the method developed, we believe the manuscript is worthy of consideration by Bioinformatics.	Comment by Xiaogen Zhou: 突出你在这项工作中做了什么，你的工作有多令人兴奋，或者你的工作将给这个领域带来什么见解。

Sincerely,

XXX, XXX, XXXX, XXX	Comment by Xiaogen Zhou: 给出所有作者的姓名


