This manuscript introduced an open source tool for genome annotation, simulation of genetic experiments and classification of different genes. This tool is really helpful for both the biologists and Bioinformaticians. More importantly, it provided a platform for further development by other Bioinformatician. However there are some small issues in the manuscripts and tools. I would suggest accepting for publication with minor changes if EDITOR-IN-CHIEF wants to include the novel software, just like “Application Note” in Bioinformatics and “Software” in BMC Bioinformatics.

Review: 
GENOVA: A rapid genome visualization and functional genomics software applied to strain comparisons in Staphylococcus aureus
By Chunguang Liang, Christiane Wolz, Silvia Herbert, Jörg Bernhard, Susanne Engelmann, Michael Hecker, Friedrich Götz and Thomas Dandekar
1. CRITERIA FOR JUDGEMENT (Mark "Yes" or "No"). 

Is the work scientifically sound? N/A
Is the work an original contribution? YES.
Are the conclusions justified on the evidence presented? YES

Is the work free of major errors in fact, logic or technique?  
YES

Is the paper clearly and concisely written? No
Do you consider that the data provided on the care and use of animals (See Instructions to Contributors) is sufficient to establish that the animals used in the experiments were well looked after, that care was taken to avoid distress, and that there was no unethical use of animals? 

N/A

2. PRESENTATION (Mark "Yes" or "No"). 

Does the title clearly indicate the content of the paper?  YES, but need to be shortened
Does the abstract convey the essence of the article?  Yes.

Are all the tables essential? YES

Are the figures and drawings of good quality? No
Are the illustrations necessary for an understanding of the text?  N/A
Is the labelling adequate? N/A.
3. RECOMMENDATIONS (Mark one with an X) 

Not suitable for publication in the OJB 
Reassess after major changes 
Reassess after suggested changes 
Accept for publication with minor changes X  
Accept for publication without changes

4. REPORT

This manuscript introduced an open source tool for genome annotation, simulation of genetic experiments and classification of different genes. This tool is really helpful for both the Biologists and Bioinformaticians. More importantly, it provided a platform for further development by other Bioinformatician. However there are some small issues in the manuscripts. 
Comments to the authors:
1. The full name of GENOVA? Genome Visualization and Analysis?
2. “function prediction” should be removed from keywords. It seems GENOVA cannot do this. “Firmicutes” should also be removed.
3. Clearly clarify GENOVA can only manipulate the genome at “FEATURE LEVEL” instead of the “SEQUENCE LEVEL”.

4. The authors do not make their source code open so far and mention the design pattern. Model-View-Controller is the best architectural pattern for GENOVA development. 
5. Advantages of GENOVA are demonstrated for a complex strain selection and design scenario where ultimately Staphylococcus aureus. How about its performance for large genome visualization?
6. After open sample/sauRN1_COLOR.gbk and “save a GenBank File”. The new created file does not contain the complete sequence. I guess the authors forget “close stream” in the code. The authors should test the tool and fix the bugs carefully. 
7. Make the content in WorkBench table can be copied onto the clipboard. Or add a BUTTON to save the content to EXCEL/TXT file.

8. Shorten the title to “GENOVA: A rapid genome visualization and functional genomics software”

9. It would be helpful to add a horizontal scroll bar in workbench.
10. Genova/GENOVA/genova. Keep consistent.
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Dear Dr. Guerrini,

Dear Anna Wallentin Searle:

Thank you for transmitting us your editorial and the referee comments on our submission regarding the software GENOVA for rapid genome visualization and functional genomics. 

These comments helped to further improve the manuscript as well as some aspects of the software and should now all incorporated, see the detailed point-by-point check-list given below. 

We think the manuscript is thus now ready for publication and look forward to your comments,
Sincerely yours

Thomas Dandekar  

Point-by-point Checklist

Overall impression (Editors and Reviewers)

This manuscript introduced an open source tool for genome annotation, simulation of genetic experiments and classification of different genes. This tool is really helpful for both the biologists and Bioinformaticians. More importantly, it provided a platform for further development by other Bioinformatician. However there are some small issues in the manuscripts and tools. I would suggest accepting for publication with minor changes if EDITOR-IN-CHIEF wants to include the novel software, just like “Application Note” in Bioinformatics and “Software” in BMC Bioinformatics.

Review: 

GENOVA: A rapid genome visualization and functional genomics software applied to strain comparisons in Staphylococcus aureus

By Chunguang Liang, Christiane Wolz, Silvia Herbert, Jörg Bernhard, Susanne Engelmann, Michael Hecker, Friedrich Götz and Thomas Dandekar

1. CRITERIA FOR JUDGEMENT (Mark "Yes" or "No"). 

Is the work scientifically sound? N/A

Is the work an original contribution? YES.

Are the conclusions justified on the evidence presented? YES

Is the work free of major errors in fact, logic or technique?  
YES

Is the paper clearly and concisely written? No

Do you consider that the data provided on the care and use of animals (See Instructions to Contributors) is sufficient to establish that the animals used in the experiments were well looked after, that care was taken to avoid distress, and that there was no unethical use of animals? 

N/A

2. PRESENTATION (Mark "Yes" or "No"). 

Does the title clearly indicate the content of the paper?  YES, but need to be shortened

Does the abstract convey the essence of the article?  Yes.

Are all the tables essential? YES

Are the figures and drawings of good quality? No

Are the illustrations necessary for an understanding of the text?  N/A

Is the labelling adequate? N/A.

3. RECOMMENDATIONS (Mark one with an X) 

Not suitable for publication in the OJB 
Reassess after major changes 
Reassess after suggested changes 
Accept for publication with minor changes X  
Accept for publication without changes

4. REPORT

This manuscript introduced an open source tool for genome annotation, simulation of genetic experiments and classification of different genes. This tool is really helpful for both the Biologists and Bioinformaticians. More importantly, it provided a platform for further development by other Bioinformatician. However there are some small issues in the manuscripts. 

Comments

The full name of GENOVA? Genome Visualization and Analysis?

Yes, it is an abbreviation of “Genome Visualization and Analysis”. We have added this explanation in the revised manuscript.

“function prediction” should be removed from keywords. It seems GENOVA cannot do this. “Firmicutes” should also be removed.

We agree with the reviewer's comment and both terms have been removed from the keywords.

Clearly clarify GENOVA can only manipulate the genome at “FEATURE LEVEL” instead of the “SEQUENCE LEVEL”.

Thanks for this suggestion. Actually the software is capable for manipulating the genome partly also on the sequence level, e.g., segment insertion, deletion and other mutation simulations. This includes updates of all sequence lengths and features. The operations can be readily accomplished within GENOVA's workbench interface. However, since the software has been mainly designed for genome feature investigation and management, we follow this comment and have clarified this in the revised version of manuscript (Introduction section).   

The authors do not make their source code open so far and mention the design pattern. Model-View-Controller is the best architectural pattern for GENOVA development. 

We apologize for this inconvenience. Now the source code and a copy of license file have been merged into the package according to the GPL requirement (a similar paragraph was added also in the Methods section).
.

Advantages of GENOVA are demonstrated for a complex strain selection and design scenario where ultimately Staphylococcus aureus. How about its performance for large genome visualization?

We have successfully applied the software to investigate larger genomes of prokaryotes, i.e., Salmonella and E.coli.  The software exhibited a good response speed and an ideal visualization, though the loading speed is relatively slower than virus genomes, the performance is reasonable and acceptable (similar paragraph added also in the Results section).
After open sample/sauRN1_COLOR.gbk and “save a GenBank File”. The new created file does not contain the complete sequence. I guess the authors forget “close stream” in the code. The authors should test the tool and fix the bugs carefully. 

We are grateful for the comment. Taking this comment into account, we have carefully corrected this bug, the program now includes “flush” and “close” after each operation.  

Make the content in WorkBench table can be copied onto the clipboard. Or add a BUTTON to save the content to EXCEL/TXT file.

We agree with the reviewer it is quite helpful to provide the possibility to export the features into an EXCEL/Text file. The Workbench has been updated and now a new button has been added to export the feature table into a CSV file, which can be directly loaded into a EXCEL/Spreedsheet software.  

Shorten the title to “GENOVA: A rapid genome visualization and functional genomics software”

Thanks for the suggestion and we have already changed it according to this instruction.

It would be helpful to add a horizontal scroll bar in workbench. Genova /GENOVA /genova. Keep consistent.

In this revised version, we keep the title consistent as “GENOVA”. We appreciate the referees expertise and have removed the “table-autosize” restriction and enabled the user to specify all the widths, moreover, a horizontal-scroll bar has been added to enlarge the user operation area. 

