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In order to directly compare those established diagnostics with real-time genomic
predictions in this specific case, we believe that it has been important to apply both approaches to
the same sample type, i.e. the bacterial culture.
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limitations of bacterial isolate sequencing in comparison to
metagenomics should be highlighted in our manuscript
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first time that a discrepancy between currently established clinical diagnostics
and treatment outcome could be fully elucidated through genomic data
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We have nowmade this unique aspect of our study clearer throughout the manuscript
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Comments from Reviewer 1:

I am happy with the edits and additional experimental work carried out by the authors, the
manuscript has greatly improved. One very minor note would be to check if it is correct to use
"putative pathogen" in sentence "Our analysis correctly identified K. pneumoniae in the pre- and
post-treatment isolates as the putative pathogen" (page 5, 123-124) feels that it should be here
"causative pathogen".

Response:
We have now changed the wording from “Our analysis correctly identified K. pneumoniae in the pre-
and post-treatment isolates as the putative pathogen” (page 5, 123-124) to “Our analysis correctly
identified K. pneumoniae in the pre- and post-treatment isolates as the causative pathogen”.

Comments from Reviewer 2:

No comments given.


