REVIEWERS PRECIS

CateGOrizer: A Web-Based Program to Batch Analyze Gene Ontology Classification Categories.

This work provides a counter for the occurrence of GeneOntology terms within parental categories. The web-based tool is easy to use and provides easy to interpret results. The user can choose between several different parental categories, such as Mouse-, Plant- and other GoSlim classifications. The result is presented in a table format and a pie chart, which is easy to understand. Importantly the tool does what is described in the manuscript. We recommend publication if more information about functionality and comparison to existing tools could support the usability of this approach.

Details may be viewed below
 

Overall representation
Hu et al. present in this work a counter for the occurrence of GeneOntology terms within parental categories. The web-based tool is easy to use and provides easy to interpret results. The user can choose between several different parental categories, such as Mouse-, Plant- and other GoSlim classifications. The result is presented in a table format and a pie chart, which is easy to understand. Importantly the tool does what is described in the manuscript. 

 

However, more information about functionality and comparison to existing tool could support the usability of this approach.

Comments to the Authors

The use of CateGOrizer is straightforward and the pre-calculated GO-paths provide a result fast.  Hu et al. point out to have increased the speed for calculation. A table with compared values to past speed results or other similar approaches would be helpful to see the improvement regarding time needed for this calculation.

 

To highlight more the functionality of CateGOrizer Hu et al. should come up with a comparison of this feature with the other cited methods. Where on one hand CateGOrizer might be easier to use and not forced into one bigger project, it loses on the other hand the quite important feature to annotate genes or proteins. This is a point that should be discussed.
 

To support the usability of CateGOrizer, Hu et al. might include a further analytical output regarding over- and underrepresented GO terms, which is an often used feature in whole genome, proteome or tissue specific analyses. Beissbarth provides this with his tool GOSTAT (http://gostat.wehi.edu.au/).

 

Hu et al. could increase the numbers of available parental categories. One very important heavily used GoSlim category is Yeast GoSlim (see SGD). 

 

Comments to the Editors

CateGOrizer is a simple but still useful tool, covering a single feature in the big GO world. However other similar methods are more heavy weighted and might have more functionality. CateGOrizer is a straightforward tool, which give a simple answer to a simple question. The paper is worth to publish, if the authors can point out more the functionality of this tool and highlight the improvements in tables or charts.

REPLY FROM AUTHORS

Dear Editors,

Thank you for the positive review of our manuscript “CateGOrizer: A Web-Based
Program to Batch Analyze Gene Ontology Classification Categories”.  We have 
carefully reviewed the comments by the reviewers, incorporated their very good 
suggestions, and have revised the manuscript accordingly:

1. We have added Table 1 to list details comparing the speed-improvement of our 
current approach against the old one.

2. We have added Table 2 to highlight the comparisons of CateGOrizer with its 
peer programs on their functionality in terms of GO class representation analysis.

3. We added to discussion a small paragraph to address the concern of the reviewer 
about potentially needed annotation function. We realize that the tool is short in 
providing GO annotation but we tried to avoid making duplicate efforts by adding a 
function that’s available in most other comprehensive tools.  This way we leave 
the flexibility to users to choose tools in their needed combinations.

4. About over- and under-represented GO terms: We understand that the proper 
representation of genes by a GO data set is largely dependent on experimental 
biology such as cDNA library normalization, tissue types and developmental 
stages, among other factors.  Therefore we try to avoid over-simplifying things 
by highlighting the results on their possible biased representation.

All modifications and additions made to the manuscript are in red for your 
editorial review (see attached).  The GO classification representation count 
is seemingly straightforward but actually more involved due to its DAG 
structure.  In the past we have tried but failed to find a proper tool to use.  
That’s why we made CateGOrizer, which is now one of the heavily used tools on 
our web site in the past 2 years. Hopefully by publishing the tool it offers 
more helps to much needed end-users.

We feel grateful to anonymous reviewers who provided useful suggestions, 
which is much appreciated.



Sincerely yours,

Zhiliang Hu (PhD)
Associate Scientist
Bioinformatics Coordination Program,

National Animal Genome Research Program,


Iowa State University, 
Ames, IA 50011

