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Reviewer Comments to Author: 

The authors present their software SnpHub for data exploration of VCF files. The software is a useful 

contribution to the crop genomics community and has brought together a number of existing tools to 

provide a range of features in a Shiny/R framework. The authors provide a web page with installation 

instructions and guides on usage. I have two main comments for the authors that I think should be 

addressed. 

1) Although the authors point out that similar tools such as Gigwa v2 and CanvasDB exist, the 

comparison seems cursory. The authors report that the main benefit of SnpHub is more efficient 

management of variant data, but this is not further supported. For example, the table (Table 1) showing 

the disk usage of the wheat data sets does not compare the potential disk usage if using other tools to 

build a queryable database. The manuscript may benefit from some further comparison that would 

allow readers to decide on when to use SnpHub, rather than other tools, based on their specific needs. 

2) I could not access the SnpHub Wheat Portal using the provided link 

(http://wheat.cau.edu.cn/Wheat_SnpHub_Portal/), making it difficult to evaluate this aspect of the 

paper. As the wheat portal is also a resource presented by the paper, this should be available. I had the 

same issue after attempting to access the link on different days and using different browsers (Chrome 

and Firefox), though I cannot rule out that the issue was on my side. 

Minor comments 

3) The authors may want to cite all of the bioinformatics software which their tool relies on. On page 6 

the authors write "Several widely used bioinformatics software programs must be pre-installed, such as 

SAMtools [14], bcftools [15], seqkit [16] and Tabix [17], along with several R packages". These R 

packages should be cited, particularly if they have been published in scientific journals as, for example, 

vcfR has (Knaus, Brian J., and Niklaus J. Grunwald. 2017. VCFR: a package to manipulate and visualize 

variant call format data in R. Molecular Ecology Resources 17(1):44-53). 

4) Pg 14: The authors state "We downloaded all the above published datasets (Table 1), and then 

generated VCF files from raw sequencing data or utilized the published VCF files directly." Please add 

detail of how the VCFs were generated. If the data is meant to be used as a resource, it must be clear to 

users how it was generated. 

5) There are some minor errors in the web pages for snphub, so it may be worthwhile going over some 

of these. Two of the errors I found were as follows. I think making sure that the installation and set up 

go as smoothly as possible, particularly for the biologists without a programming background that 

SnpHub is aimed at, will be an important aspect of helping this tool get taken up by the community. 

On the github page (https://github.com/esctrionsit/snphub) the authors state "Edit the setup_config.R 



file, make sure all the paths are correct." However the file "setup_config.R" does not exist in the github 

repo, instead I think the file is called "setup.R". 

The github link on the top of the quick start description 

(https://esctrionsit.github.io/snphub_tutorial/content/Setup/quickstart.html) is broken for me. 
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