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Minor revision needed 

Dear authors,  

I have now received comments from the two expert reviewers who previously 
provided comments on your preprint. Both are happy with how you addressed their 
previous comments and think the work is almost ready for recommendation. One 
reviewer raised to minor points which I think could be relatively easily addressed: 

• l.162-184: Although the authors added a new figure that helps summarising the 
simulations (great job!), a table summarising the different parameters could still be 
useful (I still need to go back to the methods when reading the results part to find 
which parameter is which). 

 

• l.431: I am still not sure why the authors used a 10 million arbitrary branch length, 
is this corresponding to some average speciation time in some other studies? Also on 
Figure 5, these politomies seem younger than 10 Mya. 

I would ask you to address these two minor comments and I will make the final 
decision without sending the work out for review again. 

I would end thanking you for considering PCI Evolutionary Biology for your work 
and also for the positive responses to the reviewer's comments. 

Best wishes, 

Alejandro 

> Thank you for your comment. We have now revised the manuscript accordingly 
and, in particular, we (i) have added a table summarizing the different parameters 
(see new Table 1) and (ii) have tested the influence of the arbitrary age of the 
polytomies in the orchid phylogeny by repeating the analyses with a range of 
polytomy ages from 12 Myr to 2 Myr ago (see new Supplementary Figure 33).   



Reviews 

Reviewed by Joaquin Calatayud, 31 Jul 2022 08:17 

The authors did an excellent job and I do not have further suggestions.  

> Thank you very much! 

 

Reviewed by Thomas Guillerme, 21 Aug 2022 15:39 
 

Please find below my comments on the revised version of the manuscript entitled 
“Do closely related species interact with similar partners? Testing for phylogenetic 
signal in bipartite interaction networks”. 

I believe the authors have taken into account my comments and that the new version 
of the manuscript is near ready to be published! 

Two things could still be improved in my opinion though: 

> Thank you very much for your additional comments. We have incorporated them 
in our manuscript (see response below). 

• l.162-184: Although the authors added a new figure that helps summarising the 
simulations (great job!), a table summarising the different parameters could still be 
useful (I still need to go back to the methods when reading the results part to find 
which parameter is which). 

> We have now added a table summarizing (see Table 1) the different parameters 
used in the simulations for generating interaction networks with or without 
phylogenetic signal in species interactions (Table 1a) or for generating interaction 
networks with or without phylogenetic signal in the number of partners (Table 1b).  

• l.431: I am still not sure why the authors used a 10 million arbitrary branch length, 
is this corresponding to some average speciation time in some other studies? Also on 
Figure 5, these politomies seem younger than 10 Mya. 



> First, we are sorry but we indeed realized that we arbitrarily set the polytomies to 4 
Myr (and not 10 Myr as previously written in the Methods section). This explains 
why the polytomies are younger than 10 Myr in Figure 5. We thank the reviewer for 
noticing this and we have now corrected the Methods section. 

Second, this 4 Myr for the age of polytomies corresponding to unresolved orchid 
genera is arbitrary. Because a genus is a taxonomic construction and does not 
correspond to any real biological unit, the average age of genera cannot be 
confidently deduced from estimates of orchid speciation rates. The “4 Myr” are thus 
completely arbitrary. We have now tested the impact of this arbitrary choice on our 
results. We thus have repeated our analyses of clade-specific phylogenetic signals for 
orchid phylogenies with polytomy ages ranging from 12 Myr to 2 Myr. In all the 
cases, we still recover a significant phylogenetic signal in species interactions in 
Angraecineae (see new Supplementary Figure 33). We have indicated this on lines 
694-696.  

 

 


