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the authors present a snakemake-based workflow to automate and chain the main computational
ingredients (assembly and binning) of genome-centric metagenomics; the authors developed a
technically sound tool for this purpose, and by itself it is certainly valuable to the research community
and worth of publication. however, even if the article is casted as a technical note -hence with an
emphasis on the design, implementation and assessment of the tool-, | feel that a more thorough
discussion of both its abilities and inabilities (e.g. strain resolution, detection of low abundance
organisms, identification of virus bins, etc) would be worth for a more general audience. On the same
token, a more deep discussion of some of the results obtained with their tool (see below) would be of
interest and would also illustrate useful use cases.l would suggest the following
modifications/additions:-the experiments with the strain madness dataset suggest that the genomes (or
fragments thereof, i.e. the bins) resolved should be viewed as "species" genomes, or composite
genomes possibly originating from multiple strains. if so, do the authors think this represents a hard
limit to the assembly + binning approach, or could further existing tools (e.g. performing variant
detection on top of cross-assembly before the binning step) be integrated or developed in the future for
strain-resolution (i.e. to identify strains not dominant in any sample)?-related, a simple summary of the
number of individual strains recovered in individual bins for the strain madness experiment would be
interesting.-another issue that would be worth discussing in my opinion is the impact of genome
abundance on the recovery of corresponding bins and their quality. the platform developed by the
authors appears to be well suited for such kind of analyses and the results would be of both theoretical
and practical interest. to put it simply, what is the minimal initial coverage of genomes required in order
for them to be recovered in bins of a given size and quality?-rem: theses two issues (strain-level diversity
and individual strain genome abundances) likely interact to limit bin resolution, and this could be
mentioned by the authors.-the data presented by the authors suggest that the metabat binning engine
significantly outperforms the other two tools (concoct and vamb, which are both widely used), see e.g
Figure 2; what would account for that, and do the authors think this is a general observation (i.e. beyond
the specific CACB setting or marine metagenome shown in Fig 2)?-a bin refinement step (based on the
DAS tool and dereplication) is frequently mentioned but should be more detailed (including a precise
definition of the bin quality metric used).further rather minor comments:-in the abstract, when
mentioning "technical challenges associated with...", it would be worth mentioning that algorithmic
challenges are present as well.-in the introduction, "It is hypothesised that pooled assembly and binning
may lead to improved results when analysing communities with high genetic diversity, and to poorer
results when there is a high level of intraspecies/strain-level diversity". | would assume there are many
instances in the real world that are both, i.e. that present both high inter-species and intra-species



genetic diversity, what then?-in the future directions, the authors mention the identification of
eukaryotic and viral contigs and bins, and could shortly elaborate how this could be done properly.-the
sentence "In summary, our assessment of ..." at the end of the ms appears to have a syntactic problem.
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