Reviewers' comments:
Reviewer #1:
Figure 8 is useful and to some extend is reassuring, however, it is unclear how the metagene profiles were obtained, it looks like ORFs were truncated as even in RNA-seq data the region upstream of stop is not covered. Also I did not understand what is shown in the panel C, what are the CDS bins?
Metagene profiles were obtained with RiboToolkit, an integrated web server. Also, we have now improved our bioinformatic pipeline – we changed the default offset settings to the data specific ones. The resulting plot of normalized read coverage over the CDSs is now an adequate representation of the obtained data (Fig. 8A and 8B).
The lengths of all coding sequences in the reference genome of Bacillus subtilis were normalized to a value of 1 and next, each CDS was divided into 100 equal fragments – bins (Fig. 8C). 

Although the authors added the statement "However, it should be noted that the excision range should be considered individually depending on the research question and that the incorrect choice may lead to bias in the subsequent analysis" on lines 579-581, I think this is insufficient. Based on authors response "Indeed, for more precise experiments, like studying ribosomal pausing, conformation changes or frameshifting, the wider excision range should be considered." I suspect that the authors underapreicate the importance of wide range selection of read lengths. It seems to me that the authors think that length variation is a minor issue affecting pause sites or frameshifting. First, I am not sure how such variation would be relevant to pausing and frameshifting, secomd strong pause and especiallt frameshifting are rare events. However, read length variation is widespread as it is associated with SD like sequences which are very frequent. Selecting only long reads would lead to increased density at purine rich sequences, while slecting only short reads would result in deppletion of coverage at such sequences.
We further elaborated on the topic of size selection and a variety in footprint lengths (lines 605-617). We highlighted the recommendation to isolate footprints between 15 and 40 nt as suggested in the literature, and commented on the hazards of excluding certain RF subfractions.
