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REVIEWERS' COMMENTS
Reviewer #2 (Remarks to the Author):

The authors have addressed all of my concerns from the first round of edits in a thorough manner.
I believe the current version of the manuscript is much improved and recommend acceptance.

Minor edit
Line 247-248: C-Selous and N-Luangwa in the text, but N-Selous and C-Luangwa in Figure 1A,
please check which is correct.

Reviewer #3 (Remarks to the Author):

The authors have done a thorough job in responding to my comments on a previous version of this
manuscript submitted to Nature Ecology & Ecology and I commend them for their efforts.

In particular, queries relating to sample quality and batch effects have been addressed through
visualisation of sequencing depth versus heterozygosity.

The authors have attempted to deal with confusion surrounding population and sub-species names
however I expect that these will still require effort to follow, since there are a many different
wildebeest populations that are being compared here that won’t be familiar to the average reader.

The authors have also carried out a reanalysis of genome-wide heterozygosity based on genomic
regions outside of ROH, of which the results and interpretation make intuitive sense. Together with
greater in-text clarification, this addresses my previous concerns relating to this topic. However,
while I appreciate the correlation plots added to the supplementary material (Figure S12), because
the scales on each x axis are standardised, it is impossible to see the actual range in the values.

I would also like to thank the authors for their explanation around the estimation of generation
time based on IBD tracts. This section is now much clearer.

Finally, I appreciate the authors efforts in re-framing some of the text to focus more on the
genetics of migratory behaviour in general. While the authors do this well, it is still not entirely
clear to me how the work addresses a broader question with relevance to related areas and the
manuscript is ultimately still largely focussed on wildebeest populations.



RESPONSE TO REVIEWERS' COMMENTS
Reviewer #2 (Remarks to the Author):

The authors have addressed all of my concerns from the first round of edits in a thorough
manner. I believe the current version of the manuscript is much improved and recommend
acceptance.

Minor edit
Line 247-248: C-Selous and N-Luangwa in the text, but N-Selous and C-Luangwa in Figure 1A,
please check which is correct.

Reviewer #3 (Remarks to the Author):

The authors have done a thorough job in responding to my comments on a previous version of
this manuscript submitted to Nature Ecology & Ecology and I commend them for their efforts.

In particular, queries relating to sample quality and batch effects have been addressed through
visualisation of sequencing depth versus heterozygosity.

The authors have attempted to deal with confusion surrounding population and sub-species
names however I expect that these will still require effort to follow, since there are a many
different wildebeest populations that are being compared here that won’t be familiar to the
average reader.

The authors have also carried out a reanalysis of genome-wide heterozygosity based on genomic
regions outside of ROH, of which the results and interpretation make intuitive sense. Together
with greater in-text clarification, this addresses my previous concerns relating to this topic.
However, while I appreciate the correlation plots added to the supplementary material (Figure



S12), because the scales on each x axis are standardised, it is impossible to see the actual range
in the values.

I would also like to thank the authors for their explanation around the estimation of generation
time based on IBD tracts. This section is now much clearer.

Finally, I appreciate the authors efforts in re-framing some of the text to focus more on the
genetics of migratory behaviour in general. While the authors do this well, it is still not entirely
clear to me how the work addresses a broader question with relevance to related areas and the
manuscript is ultimately still largely focussed on wildebeest populations.



