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The manuscript entitled "Comparative genomics and transcriptomics of four Paragonimus species
provide insights into lung fluke parasitism and pathogenesis" provides four new draft genomes for the
genus, which are a great contribution for the field. Overall, the group did a great job in the whole paper,
using mostly good method strategies and were very descriptive.

Here are some comments:

- The data description section seems to be a poor "method" section which seems redundant. The
software names are missing (just their citations are shown) and is basically the same information
provided in the methods section, which is well written. If any information on this section is important to
be kept, | would fit this information in the methods section and delete the whole section.

- The Analysis section should be renamed to Results and Discussion

- Line 185-186 - the authors mentioned the draft genome sizes obtained and their respective
completeness. Is this based in which expected complete genome size? Is there any complete genome of
the genus complete (no gaps, physical evidence, telomere to telomere)? | understand that this is an
estimation, but the authors should be careful and at least mention the expected "complete" genome
size. Since we are talking about different species, these sizes should vary for each species.

- Line 205 - the group mentioned that some Orthologs vary in intron lengths and number of exons.
Genomes that are highly repetitive (>50% repetitive) are usually very fragmented or have their most
complex regions poorly assembled by short reads. Besides the group method using two libraries sizes for
the Illumina applied using AllPaths, which | consider one of the best approaches for lllumina only
assembly for this kind of complex genomes, there is a chance that these variations are due to problems
in the assembly or frameshifts. Please provide how all these variations were validates to be real
(Alignment support, etc).

- Line 422 - There is no need to mention the method in the Result and Discussion section. This was also
observed in other lines in the Results section (eg. Line 291, 355, etc).

- Line 231-2 - How the identity was calculated? WGS or Orthologs? Amino-acid or Nucleotide level? This
is really important when comparing identities between species, since assembly bias could be detected.
This information should be added in the methods.

- Line 383-6 - | understand the idea of the group to give the organism-specific conserved orthologs for
potential drug targeting, but when doing this | would recommend adding more information about these
proteins, like localization, protein weight, TM and signal peptides, is that any hit in CHEMBL, etc. This
would save time for the community that will read the paper to remove possible noise before starting to
test the screening.



- Line 419 - Discussion should change to Conclusion

- Line 435-443 - Fresh Paragonimus (never frozen or stored for a long time) should be better for long
sequencing, since there is less chance to have their DNA broken. This could affect differences in
contiguity of some genomes.

- Line 446-454 - Why the group didn't try a hybrid approach for the assembly using long and short reads
together? Why PBJELLY (usually reported to be used as gap filler tool for pacbio) was used for assembly
of the long reads (CANU, HGAP and FALCON are much better), maybe it should be revised.

- Besides Pilon being a good choice for basecall polishing, | would recommend ICORN for the
mitochondrial polishing. From my personal experience it usually corrects more regions than Pilon.

- There is no coverage obtained in the text about the sequencing datasets (lllumina/pacbio #X coverage).
This is important to check how good was the basecall and polishing.

And here are some minor points:

- Line 113 - P. westermani is not in italic;

- Line 513 - change 3 for "three";

- Figures are in low resolution.
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