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Reviewer Comments to Author:
Dear authors,

Thank you for providing a revised version of the manuscript and for addressing my suggestions. I think this
manuscript will be a great contribution for the genomic studies of mollusks and invasive species. I, however,
still have a few comments.

1-) The written English is much improved, but there are still a few persistent mistakes. Such as "L. giganta"
where it should be 'L. gigantea' and the same with "L. fortune" which is actually 'L. fortunei'. I've attached
again a manuscript with some purple highlights of critical pieces of text that should be revised. For example,
the sentence between lines 479-484 is too long and non-technical. The same for "With its easy acquisition"
in line 377. The improvement of such sentences would greatly benefit the manuscript readers. Also, the final
subtopic should not be "Conclusion and Discussion”, at that point, I would say, its time to just conclude. In
the results sections, however, many paragraphs start with a discussion of the literature instead of
presenting the results: I would advice to revise those, present results first in the paragraphs and then
discuss them. Again, coherence benefit readers a great deal.

2-) The amount of data generated is one of the strongest points of the work presented. And specially
because of that, a great deal of analysis can be performed. For example, as you have 60x coverage of
PacBio data for the snail, I would suggest running the Falcon and Falcon-Unzip pipeline to actually phase the
genome: separate the haplotypes, instead of trying to merge or just through away the variation, as
described in lines 424-432. The high heterozygosity described for the species actually helps in the phasing of
haplotypes: there are several manuscripts describing methods to do so. I would run FALCON and FALCON-
unzip, then I would polish with Illumina and try filling gaps with it in the different haplotypes and then would
use the Hi-C data. I know its a great deal of analysis and highly experimental, so I'll leave it as a
suggestion. But I would be interested in having a supplementary material with the imperfect alternate
contigs generated by the phasing. This is the kind of information that were almost impossible to obtain with
the generation of short reads, but now the long-reads technologies allow us to phase some long genome
portions, and this is a very valuable information to some of us. With that, we can start understanding how
much variation there are - and what are their evolutionary implications - in coding and non-coding regions
within a genome.

3-) About the expansions found between the snail and L. fortunei, could you please describe the
methodology used to consider genes expanded in these two groups? Was this done in a comparative manner
with other species? Which ones? What was the criteria to consider gene families expanded?

3a-) Have you identified CPYs expanded in both invasive species? I would suggest that L. fortunei should be
included in figure 4.
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