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Reviewer Comments to Author: 

In this paper the authors addressed an important problem. In view of this, it holds high potential for 

publication. But to meet the increasingly quality standard of GigaScience, a careful revision is absolutely 

needed according to the following points. 

 

(1) To make the structure of this paper logically more clear and practically more useful, the authors 

should in the end of the Introduction (or right before the beginning of describing their own method) add 

a prelude, such as: "As demonstrated by a series of recent publications [1-7] in compliance with the 5-

step rule [8], to establish a really useful sequence-based statistical predictor for a biological system, we 

should follow the following five guidelines: (a) construct or select a valid benchmark dataset to train and 

test the predictor; (b) formulate the biological sequence samples with an effective mathematical 

expression that can truly reflect their intrinsic correlation with the target to be predicted; (c) introduce 

or develop a powerful algorithm (or engine) to operate the prediction; (d) properly perform cross-

validation tests to objectively evaluate the anticipated accuracy of the predictor; (e) establish a user-

friendly web-server for the predictor that is accessible to the public. Below, we are to describe how to 

deal with these steps one-by- one." With such a prelude, the outline of this paper and its aim would be 

crystal clear. 

 

(2) Recently, some very powerful bioinformatics tools for analyzing DNA/RNA sequences have been 

developed [9-14]. The authors should explicitly mention these powerful tools to provide the readership 

with an updated background and rapid development in this area. The authors should also mentioned a 

recent paper [15] in the context relevant to the NGS(next-generation sequencing). 

 

(3) It is pity that the authors did not provide a web-server for their new method of VaDiR presented in 

this paper. To attract the readership to their future work and to the GigaScience journal as well, the 

authors should add a discussion in the end of their paper, such as: "As demonstrated in a series of 

recent publications (see, e.g., [2,3,5,7,16-22]) in developing new prediction or detection methods, user-

friendly and publicly accessible web-servers will significantly enhance their impacts [23], we shall make 

efforts in our future work to provide a web-server for the detection method reported in this paper." 

 

This Reviewer believes that the current paper will be significantly improved in quality and substantially 

enriched in contents, so as to meet the quality standard of GigaScience if the authors can satisfactorily 

incorporate the aforementioned suggestions into the paper. 
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