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I have read through the paper titled "PhageGE: An interactive web platform for exploratory analysis and 

visualisation of bacteriophage genomes" by Zhao et al., thus to understand the authors' work. In this 

manuscript, the authors developed a graphical interactive pipeline, named PhageGE, to implement the 

task of phage genome analysis based on phage whole-genome sequence data. As described, the tool 

PhageGE is able to perform "phage phylogenetic analysis, tree visualisation, lifestyle prediction, and 

manipulation of phage genome annotation datasets". Part of these functions actually deployed method 

previously designed by the authors themselves (annotation of lifestyle) and others are existing published 

tools (RAST, PHASTER, and Pharokka). However, these functions were still not comprehensive enough, 

especially they did not address the characteristics of the host of bacteriophage or phage-host 

interaction which are important for phage genome studies. Herein I would like to raise my several 

concerns on this work as follows.Major points:(1) It was seen that various annotation tools have been 

developed for phage genomes, and there are several works developed as integrated tools or pipelines 

for phage genome annotation and visualization. For example, Prophage Hunter (Song et al. 2019), 

Galaxy and Apollo (Ramsey et al. 2020), PhaGAA (Wu et al. 2023), … et al. However, the authors did not 

mention and discuss those works. Compared with those published works, PhageGE was designed with 

its functions some different from them, but still limited for the research community.(2) As pointed out 

above, PhageGE's functions were not comprehensive enough, especially did not address the 

characteristics of the host of bacteriophage or phage-host interaction which are important for phage 

genome studies. In addition, currently a tool like PhageGE would be expected to analyze metagenomic 

data with a large of short reads. Moreover, identification of resistance genes, analyzing potentially 

encoded resistance genes within the phage genome is crucial in phage genome analysis. So, adding 

analysis function of antibiotic resistance gene dissemination, examining genes related to antibiotic 

resistance in the phage genome, especially those that might affect host bacterial resistance through 

horizontal gene transfer, could greatly enhance the understanding of bacteriophages, their evolution, 

and host interactions if these analytical functions were integrated into the PhageGE pipeline.(3) As a 

presentation of an application, the authors provided limited cases with example datasets, and limited 

analysis.Minor points:(1) The authors highlight in the background section the role of phage genome 

analysis in developing phage therapies. Therefore, it would be beneficial to demonstrate the application 

of this tool in case studies.(2) While many offline tools for constructing phage evolutionary trees have 

been developed, a major disadvantage of a web tool is its lengthy runtime. The capacity of the tool to 

process a significant number of sequence data and the need for a runtime comparison should be 

addressed.(3) The image resolution is too low, at only 144 dpi, insufficient for the required 300 dpi. 



Many characters in Figure 2A are unclear, suggesting a need for improved resolution.(4) The website 

http://phagege.com/ is not functioning and cannot be accessed. 
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