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The study presented by Gao and colleagues discusses a software, BS-virus-finder, which allows 
the detection of viral integration breakpoints in human genomes using bisulfite sequencing 
data. Importantly, this appears to be the first software which allows the detection of viral 
integration breakpoints from bisulfite sequencing data. 
 
1) Introduction: Define the abbreviations 'SNP', 'DMR' and 'ASM'. 
 
2) Introduction: Abbreviations need to be harmonised: The abbreviation for 'whole-genome 
bisulfite sequencing' is given as 'Bis-seq' and 'WGBS'. 
 
3) Introduction: The software SMAP appears to be referenced as reference [11] as well as 
reference [1]. 
 
4) Data description in silico: I don't understand the following sentences: 'Generally, however, 
bwa-meth [13] performed very well. It indicated virus breakpoints might be hardly found by our 
BS virus finder.' - Does this mean that the performance of the bwa-meth software alone is 
superior to the presented BS-virus-finder software which is based on bwa-meth? Please clarify. 
 
5) The authors should provide a table where they compare the BS-virus-finder software with 
other software used for the detection of viral integration breakpoints, such as VirusFinder 
(PMID: 23717618), VERSE (PMID: 25699093), Virus-Clip (PMID: 26087185), Vy-PER (PMID: 
26166306), Seeksv (PMID: 27634948) or any other software of relevance. 
 
6) It would be good if the authors could provide an example/examples where they show the 
performance of the BS-virus-finder on 'real' datasets (perhaps datasets which have been 
analysed by using other software tools?). 
 
7) Figure 2/Legend figure 2: The 'G' in a 'CG' shows for the 'Crick' strand the 'm' in subscript to 
indicate that this is a methylation-modified base. However, this is confusing as it leaves the 
impression that the 'G' is methylated instead of the corresponding 'C'. 
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