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Dear Professor Weigel, 

 

Your manuscript entitled "Protective host-dependent antagonism among <i>Pseudomonas</i> in the 

<i>Arabidopsis</i> phyllosphere" has now been seen by three reviewers, whose comments are 

attached. The reviewers have raised a number of concerns which will need to be addressed before we 

can offer publication in Nature Ecology & Evolution. We will therefore need to see your responses to 

the criticisms raised and to some editorial concerns, along with a revised manuscript, before we can 

reach a final decision regarding publication. 

 

Although we are willing to overrule Reviewer 1 on the concerns about novelty, we expect the revision 

to clarify the advance over related papers in the field. Moreover, Reviewers 1 and 3 both raises 

concerns about inadequate control conditions (i.e. use of sterile soils in some conditions) and we hope 

this can be addressed. Finally, the claims should be supported / quantified with statistical evidence as 

suggested by Reviewer 2. 

 

We therefore invite you to revise your manuscript taking into account all reviewer and editor 

comments. Please highlight all changes in the manuscript text file. 

 

We are committed to providing a fair and constructive peer-review process. Do not hesitate to contact 
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us if there are specific requests from the reviewers that you believe are technically impossible or 

unlikely to yield a meaningful outcome. 

 

When revising your manuscript: 

 

* Include a “Response to reviewers” document detailing, point-by-point, how you addressed each 

reviewer comment. If no action was taken to address a point, you must provide a compelling 

argument. This response will be sent back to the reviewers along with the revised manuscript. 

 

* If you have not done so already please begin to revise your manuscript so that it conforms to our 

Article format instructions at http://www.nature.com/natecolevol/info/final-submission. Refer also to 

any guidelines provided in this letter. 

 

* Include a revised version of any required reporting checklist. It will be available to referees (and, 

potentially, statisticians) to aid in their evaluation if the manuscript goes back for peer review. A 

revised checklist is essential for re-review of the paper. 

 

Please use the link below to submit your revised manuscript and related files: 

 

[REDACTED] 

 

<strong>Note:</strong> This URL links to your confidential home page and associated information 

about manuscripts you may have submitted, or that you are reviewing for us. If you wish to forward 

this email to co-authors, please delete the link to your homepage. 

 

We hope to receive your revised manuscript within four to eight weeks. If you cannot send it within 

this time, please let us know. We will be happy to consider your revision so long as nothing similar has 

been accepted for publication at Nature Ecology & Evolution or published elsewhere. 

 

Nature Ecology & Evolution is committed to improving transparency in authorship. As part of our 

efforts in this direction, we are now requesting that all authors identified as ‘corresponding author’ on 

published papers create and link their Open Researcher and Contributor Identifier (ORCID) with their 

account on the Manuscript Tracking System (MTS), prior to acceptance. ORCID helps the scientific 

community achieve unambiguous attribution of all scholarly contributions. You can create and link 

your ORCID from the home page of the MTS by clicking on ‘Modify my Springer Nature account’. For 

more information please visit please visit <a 

href="http://www.springernature.com/orcid">www.springernature.com/orcid</a>. 

 

Please do not hesitate to contact me if you have any questions or would like to discuss these revisions 

further. 

 

We look forward to seeing the revised manuscript and thank you for the opportunity to review your 

work. 

 

[REDACTED] 

 

Reviewer expertise: 
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Reviewer #1: 

 

Reviewer #2: 

 

Reviewer #3: 

 

 

Reviewers' comments: 

 

Reviewer #1 (Remarks to the Author): 

 

Shalev et. al provide a holistic examination of how intra-genus microbe-microbe interactions modulate 

specific host transcriptional and physiological responses. Specifically, the authors examine how 

Pseudomonas isolates with contrasting plant-elicited phenotypes (pathogenicity and commensalism) 

coexist in natural microbial communities inhabiting the phyllosphere of plants. To explore this, the 

authors employed a combination of re-constitution experiments utilizing synthetic communities across 

a panel of diverse A. thaliana accessions coupled with host phenotyping and community profiling. 

 

1.Novelty: Despite the experiments being clearly executed and interpreted, this study lacks novelty in 

its main biological findings and serves more as a synthesis of established phenomenon occurring 

within plant-microbiomes. 

Studies employing distinct levels of inoculum complexity (mono-association, duo-association, complex 

SynComs) have shown the relevance of microbe-microbe interactions (Garrido-Oter et. al. 2018 and 

Finkel et. al 2020) to modulate specific host morphometric and transcriptional responses. 

Furthermore, transcriptional profiling in the context of assembled SynComs with members exhibiting 

contrasting mono-association host-elicited responses (pathogenicity, commensalism) have reported 

(Finkel et. al 2020, Salas-Gonzalez et. al 2021 and Teixeira et. al 2021) the activation of immune-

elicited responses by the host. Finally, Hu et. al 2016 (Probiotic Diversity Enhances Rhizosphere 

Microbiome Function and Plant Disease Suppression) have explored the effect of the intra-genus 

diversity within Pseudomonas isolates to modulate host responses to biotic stresses. In my opinion 

this study does not fulfill the novelty merits to be published in a top-tier journal such as Nature 

Ecology and Evolution. 

 

2. Biological significance: 

 

2a. The authors selected 14 strains, for their SynCom experiments, based on the number of similar 

isolates in their Pseudomonas collection. The authors should mention what is the total abundance of 

these isolates from Karasov. et. al. amplicon surveys. I do not see the ecological significance of the 

isolates chosen with the exception of those that come from OTU5. 

 

2b. I appreciate the methodological effort to genome-barcode the 14 isolates, nevertheless I think if 

the authors had picked other representative isolates in their collection, this would have not been 

necessary. The authors should state clearly the ecological relevance of their 14 isolates to better 

justify the employing of the genome-barcoding. 

 

2c. The authors decided to perform their SynCom experiments in an open system setup. This decision 

hinders the interpretability of the intra-Pseudomonas competition by confounding the effect that these 

isolates exert over the host by the effect that other microbiota members exert over the host. There is 
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always the possibility that the interaction between SynCom:OtherMicrobiota is eliciting the specific 

host phenotypes the authors measured either with their morphometric or transcriptomic phenotyping. 

The authors should perform an experiment in gnotobiotic conditions showing that the contribution of 

the Other Microbiota members is negligible thus further supporting their decision to use an open 

system setup. 

 

2d. In addition to point 2c, the authors should show the abundance of the other microbiota members 

in their system using an amplicon-based survey. This point is particularly relevant for the case of 

other natural inhabiting Pseudomonas isolates. Again, the results observed in Table 1 could be 

confounded by the biological interaction between SynCom:OtherMicrobiota. 

 

2e. In Figure 2 the authors show the effect of the different SynCom treatments across the A.thaliana 

genotypes. It is clear that the different genotypes exhibit different magnitude of response to the 

distinct SynComs but all of them exhibit the same shape in the trend. To confirm this, the authors 

should add an interaction model and discuss this result further. Without the existence of a significant 

interaction in the model, these results look more like pseudo replication of the phenomenon and 

therefore requires toning down on the “host-dependent” claim. 

 

2f. For the RNA-Seq experiment, the authors sampled treated plants at three and four day after 

infection, nevertheless there is not a clear justification for these overlapping timepoints. Have the 

microbial communities reached stability at this point? 

 

 

 

 

 

Reviewer #2 (Remarks to the Author): 

 

Summary: 

How plants select commensals over pathogens is poorly understood. The manuscript by Shalev et al. 

shows that commensal bacterial communities and the plant host interact to inhibit bacterial pathogens 

in the phyllosphere. This work also shows that plants are able to tolerate higher loads of commensals 

compared to pathogens. This study describes how either specific strains of commensals or commensal 

communities are able to inhibit pathogen abundance and other commensal strains either by direct 

bacterial competition or in combination with the host. 

 

Shalev et al. provide clear hypotheses and experiments addressing the interaction between bacterial 

community members and the plant host inhibiting pathogen growth in the phyllosphere. While the 

experimentation is clear, I am concerned with the statistical significance of the data, or more 

specifically, a lack of statistical analysis to support several of the major conclusions. Some of the data 

presented are from single experimental replicates or show little to no statistical analysis to determine 

whether the differences between treatments are significant. It would be helpful for the manuscript to 

show that the conclusions are drawn from meaningful differences between the tested conditions and to 

highlight replicability. Once addressed, this work provides a clear and exciting look into the complex 

interactions that occur between host and microbes in establishing a healthy plant microbiome. 

 

Major concerns: 

Figure 2, only shows data from one experimental replicate. Results/conclusions are based off of two 
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replicates and the second one isn’t shown. No stats are presented to test whether the host-dependent 

commensal protection is significant. Please add statistical analysis and show both replicates (the 

second can be shown in the supplement). 

 

Figure 3B, there is a large amount of variance in the regression slopes for each treatment. It would be 

useful to know the R^2 for each to know how the variance in rosette fresh weight is related to 

bacterial load. Additionally, the authors should test if the differences in slope are significantly more 

negative to support the claim that the slope is more negative. 

 

Figure 4B, no stats are available to show which bacteria isolates have loads that are significantly 

different when compared to the Mixed Community. Similar critique for Figure 4E. 

 

Figure 6C, statistical analysis would be useful for determining whether the bacterial isolate P6 has a 

significant effect on Ey15-2 rosette weight and for judging the changes in abundance in Figure 6B. 

 

Please describe how abundance of mean difference was calculated in the methods. A reference is 

included, but this metric is used frequently enough that it would be useful to have a brief description 

within the methods. Additionally, please define the y-axis in the legends in a bit more detail so the 

reader has a sense of what the scale means. 

 

Minor concerns: 

Line 99, population should be plural 

 

Line 170, change to “explained 4-26% of compositional variation” to mirror a similar statement seen 

in line 167. 

 

Line 138: I don’t think “equimolar” is appropriate for pooling bacteria. Do you mean equivalent 

estimated CFUs/OD600 readings? 

 

Line 139: I think you mean twice the number of cells per unit volume and not just the twice the total 

number of cells? 

 

In some cases more method details are needed within the results to follow how the experiments were 

done. For instance, lines 235-7 bacterial load was quantified based on barcoded read data, but this 

isn’t specified. 

 

Line 206 “on” should be “of” 

 

Line 307 “in at least in two” should be “in at least two” 

 

Line 328 “in plana” should be “in planta” 

 

 

 

Reviewer #3 (Remarks to the Author): 

 

Dear Editor, 

Thank you for inviting me to review the manuscript. The authors Shalev et al., presented a very 
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interesting story of 6 Arabidopsis genotypes interact with different groups of commensal, pathogenic 

and mixed Pseudomonas synComs on their leaves, and discovered microbe-microbe driven plant 

phenotypes, and the potential plant recognition mechanism behind. Particularly, the authors presented 

a nice genome-barcoding method to each Pseudomonas strain, which could facilitate both tracking and 

quantification of each Pseudomonas isolate. However, some important aspects should be clarified and 

improved before the paper can be accepted for publication. Therefore, my recommendation for the 

manuscript would be a moderate revision. Detailed major and minor questions and comments are 

listed as following: 

 

Major comments: 

1. What was the rationale of choosing only Pseudomonas lineages for the CommenCom, but not a 

more diverse group of different bacteria to mimic more the natural conditions? 

 

2. For the three synthetic communities, PathoCom, CommenCom and MixedCom, did the authors test 

if each strain can grow well within each community? In another word, for instance, within the 

PathoCom or the CommenCom, did the 7 strains grow equally well when mixing them together, but 

not certain strain(s) dominate and take over the communities? This is to exclude the possibility of the 

plant phenotype observed later come from specific strain(s), but not from the communities together 

(or interactions). How did the authors test this? Please specify and provide the supporting info 

 

3. Line 148, why in Figure S4, Ey15-2 was represented? Do the other cultivars show the similar 

phenotype as Ey15-2? Line 152, Why choose to inoculate synthetic communities after 21 days of 

sowing? 

 

4. Line 193-203, How to rule out the plant phenotype (weight loss) is not due to root microbiome 

effect (as well) since the authors used non-sterile soil? A suggestion is to add sterile soil treatment 

which would help to answer this for Figure 2. 

 

5. Line 253-255, figure 3B. Is there a significant difference of the regression slopes of PathoCom and 

CommenCom? It looks like there is overlap which indicates no significant difference. Please clarify the 

statistical analysis. 

 

6. Figure 4B. Line 280-282. I didn't understand this statement. Since in Line 278-280, it stated that 

"pathogenic isolates were compared between PathoCom and MixedCom". Why in Line 281, the 

statement is the abundance of pathogens was significantly lower in MixedCom? How exactly to 

interpret figure 4B? 

 

7. Line 327-328, it stated that "no commensal isolate was inhibited in planta, among communities". 

How about C6? what does the negative value indicate in the figure 4B? 

 

8. Line 350, Though pathogen inhibition seemed to be independent of the host genotype, what was 

the rationale of choosing HE-1 here? Why not choose the most resistant (Lu3-30, TueWal-2) and most 

susceptible (Ey15-2) plant genotype or Lu3-30 the authors chose in next experiment? 

 

9. Line 362, what was the rationale of choosing the genotype Lu3-30 for the RNA-seq experiment? 

And what was the rationale of sampling on 3 and 4-dpi, but not 12-dpi, which is consistent with the 

spray assay for Figure 2? 
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10. Line 417-419, the marker genes (PR1 and PR5) expression in MixedCom- and CommenCom-

infected hosts are very similar, but CommenCom-infected hosts have the most promoted effect on the 

weight than MixedCom- infected hosts. What could be the reason for this? Does it mean that SAR is 

not the main or only explanation? 

 

Minor comments: 

1. Line 37, “and are dictated by the balance of inhibition and facilitation of growth”. It is not clear 

whether it is for plant or microbial growth or both. 

 

2. Line 52-53, There is no logical relationship between “other environmental factors” and “including 

other resident microbes”. Please rephrase. 

 

3. Line 210, the effect of PathoCom on the genotype Ey15-2 weight should be emphasized in Line 

195-198. 

 

4. Line 228, the second experiment results should be shown in supplementary info. 

 

5. Line 342, What do “higher-order interactions” refer here? Please specify. 

 

 

 

 

 

 

 

 

********************END******************** 
 

Author Rebuttal to Initial comments   
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Decision Letter, first revision: 

 
 11th August 2021 

 

*Please ensure you delete the link to your author homepage in this e-mail if you wish to forward it to 

your co-authors. 

 

Dear Dr Weigel, 

 

Your manuscript entitled "Protective host-dependent antagonism among <i>Pseudomonas</i> in the 

<i>Arabidopsis</i> phyllosphere" has now been seen again by the three original reviewers, as well as 

by the new Reviewer 4 who looked at the Bayesian analyses. Their whose comments are copied 

below. While Reviewers 1 and 2 now endorse publication, Reviewer 3 has a comment that may still 

need to be addressed with a supplementary analysis, and Reviewer 4 has some relatively minor 

suggestions for the statistical reporting. 

Therefore we would like to see your responses to the criticisms raised, along with a revised 

manuscript, before we can reach a final decision regarding publication. Although we do not anticipate 

that we will need to approach the reviewers again, we may do so depending on the nature of the 

response. 

 

We therefore invite you to revise your manuscript taking into account all reviewer comments. Please 

highlight all changes in the manuscript text file [OPTIONAL: in Microsoft Word format]. 

 

We are committed to providing a fair and constructive peer-review process. Do not hesitate to contact 

us if there are specific requests from the reviewers that you believe are technically impossible or 

unlikely to yield a meaningful outcome. 

 

When revising your manuscript: 

 

* Include a “Response to reviewers” document detailing, point-by-point, how you addressed each 

reviewer comment. If no action was taken to address a point, you must provide a compelling 

argument. This response will be sent back to the reviewers along with the revised manuscript. 

 

* If you have not done so already please begin to revise your manuscript so that it conforms to our 

Article format instructions at http://www.nature.com/natecolevol/info/final-submission. Refer also to 

any guidelines provided in this letter. 

 

* Include a revised version of any required reporting checklist. It will be available to referees (and, 

potentially, statisticians) to aid in their evaluation if the manuscript goes back for peer review. A 

revised checklist is essential for re-review of the paper. 

 

Please use the link below to submit your revised manuscript and related files: 

 

[REDACTED] 

 

<strong>Note:</strong> This URL links to your confidential home page and associated information 
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about manuscripts you may have submitted, or that you are reviewing for us. If you wish to forward 

this email to co-authors, please delete the link to your homepage. 

 

We hope to receive your revised manuscript within four to eight weeks. If you cannot send it within 

this time, please let us know. We will be happy to consider your revision so long as nothing similar has 

been accepted for publication at Nature Ecology & Evolution or published elsewhere. 

 

Nature Ecology & Evolution is committed to improving transparency in authorship. As part of our 

efforts in this direction, we are now requesting that all authors identified as ‘corresponding author’ on 

published papers create and link their Open Researcher and Contributor Identifier (ORCID) with their 

account on the Manuscript Tracking System (MTS), prior to acceptance. ORCID helps the scientific 

community achieve unambiguous attribution of all scholarly contributions. You can create and link 

your ORCID from the home page of the MTS by clicking on ‘Modify my Springer Nature account’. For 

more information please visit please visit <a 

href="http://www.springernature.com/orcid">www.springernature.com/orcid</a>. 

 

Please do not hesitate to contact me if you have any questions or would like to discuss these revisions 

further. 

 

We look forward to seeing the revised manuscript and thank you for the opportunity to review your 

work. 

 

[REDACTED] 

 

Reviewers' comments: 

 

Reviewer #1 (Remarks to the Author): 

 

The authors did a very good job at going through all my points raised and clarifying them or providing 

further evidence to support their claims. I particularly appreciate the gnotobiotic experiment 

performed and the incorporation of the Other microbiota model. 

 

 

Reviewer #2 (Remarks to the Author): 

 

I thank the authors for the thoughtful and thorough primer on Bayesian statistics and clarifications to 

the questions and concerns I raised. I appreciate the authors care in their response, from which I 

learned a great deal. I believe the authors have fully addressed my concerns about the statistics, as 

well as the minor concerns I raised previously. 

 

I have also read the responses to other reviewers and believe the authors addressed their comments 

and concerns as well. 

 

 

 

 

Reviewer #3 (Remarks to the Author): 
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The authors have addressed most of the important aspects with impressive efforts. 

There is only one question regarding my previous point 2, the mix of three synthetic communities. The 

authors explained very clearly that they washed, diluted, resuspended each strain in 10mM MgSO4 

and mixed similar concentrations of each strain to construct the three SynComs, and provided a nice 

reference as well. Still, my question concerns not about if the strains were growing together 

beforehand, but more when mixing them and sprayed on Arabidopsis, within each SynCom, are the 

colonization ability/survival rates of each strain similar? Since the authors barcode all the strains, it 

should be easy to quantify the relative and also absolute abundance of each strain within each 

SynCom at specific dpi (such as at 12dpi when the rosette fresh weight was measured), to rule out the 

plant phenotype observed is from specific dominant colonizing strain(s). This is a general question for 

all the SynCom studies in the field, especially with a very large number of SynCom above hundreds. 

Ruling out the phenotype observed is from certain dominating strains due to internal 

competition/antagonism. 

 

 

 

Reviewer #4 (Remarks to the Author): 

 

This report is focused on the statistical analyses, their description, and presentation, including the use 

of Bayesian methods for the regression models. The manuscript employs Bayesian model fitting using 

the R package “Stan,” which implements Hamiltonian Monte Carlo for posterior sampling. Model 

comparison is performed using a Leave-one-out cross-validation (LOO) approach that evaluates the 

difference of a measure of predictive accuracy between two competing models. 

 

Overall, the use of Bayesian techniques and the description of the results stemming from the 

application of Bayesian methods appear technically adequate. However, there are a few minor 

instances where some more care - especially in wording - is needed. 

Bayesian methods seem to be motivated by the willingness to avoid the use of statistical significance 

thresholds (p-values) more than by a practical necessity, e.g., to incorporate prior information. Due to 

the relatively large sample sizes (n=170; for PathoCom; n=151 for CommenCom; n=182 for 

MixedCom; n=77-94 for the six A. thaliana genotypes) and due to the use of default priors, inference 

based on a frequentist or a Bayesian approach should lead to similar results. The authors also 

discussed this point in their response to the previous round of referee reports. Bayesian methods may 

also better describe the uncertainty of the decisions. 

 

A few major and minor comments are reported below: 

 

1) Not all analyses have been conducted using a Bayesian approach. This may possibly lead to some 

confusion for the readers. While I understand that some frequentist analyses are characteristic of the 

literature in statistical ecology (e.g., Table 1), other analyses could have been performed using a 

Bayesian approach. See, for example, the plant weight analysis in Figures 2 and S8-S10. The need to 

take into account non-gaussianity may still lead to a preference for the non-parametric bootstrap-

based analysis. However, at the very least and for clarity, I suggest the authors add a qualifier 

wherever a Bayesian analysis is performed. For example, “Dots indicate the posterior medians and 

vertical lines the 95% credible intervals of the fitted parameter using a Bayesian approach”. Or, 

equivalently, “Dots indicate the posterior medians and vertical lines the 95% Bayesian credible 

intervals of the fitted parameter”. 
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2) every time a regression formula is used, the authors appear to follow the R “formula” convention. 

For example, according to this convention, in the caption of Figure 4, 

 

\log _{10} (isolate load) ~ treatment * experiment+ error 

 

should indicate the regression model with both main effects and interactions between treatment and 

experiment, i.e. 

 

\log _{10} (isolate load) =\beta_0 + \beta_1 treatment+ \beta_2 experiment + \beta_3 treatment * 

experiment+ error 

 

I am wondering if the R convention will be clear to the readers of the journal. In essence, many of the 

model comparisons compare models differing by the presence of a single predictor. I would suggest 

not to follow the R convention, and simply write the equation out. For the example above: 

 

\log _{10} (isolate load) ~ treatment + experiment + treatment * experiment+ error 

 

As a side note, if the authors didn’t follow the R convention and the models are as stated, the authors 

need to justify the lack of the main effect when an effect modification term is added to the model. 

 

3) Figure 4B and 4E (and Figures S3, S5, S6, S11, and S12); Figure 6 and Figure S16: 

 

Comparisons are conducted between the regression coefficients in independent regressions of the 

isolates vs several types of predictors. The hypothesis testing is conducted by assessing the overlap of 

each coefficient’s 95% credible interval with zero or another coefficient’s 95% credible interval 

(depending on the context). That is a convenient shortcut to conduct hypothesis testing in a Bayesian 

setup, and indeed it is mainly OK with unimodal posterior densities. More in general, hypothesis 

testing in a Bayesian setup is conducted by assessing the posterior probability of the null hypothesis. 

For example, in Figure 4B the posterior probability that the coefficient for the regression of the isolates 

C7 is different than zero is likely quite high and close to 0.95. Similarly, for C5. The appropriate 

threshold of the posterior probability can be chosen by controlling a Bayesian FDR threshold to 

address the multi-comparison problem. In this context, the overlap criterion is probably acceptable. I 

also recognize that it is a criterion often used in practice. I did not see obvious cases where the results 

would have been substantially different from those stated (except perhaps for the two cases 

mentioned above in Figure 4B). However, the authors may want to check and clarify this point in the 

Methods section. 

 

 

Minor Comments: 

 

a) As noted above, the word “medians” should be more precisely substituted by “posterior medians”. I 

understand the word “posterior median” may be confusing to a reader. An alternative may be to 

indicate “median estimates” in the text and then clarify in the Methods section that median estimates 

are indeed posterior median in a Bayesian setting. A related point is the following: why do the authors 

use the posterior median instead of the posterior mean? For the type of posterior distributions they 

consider, it should not make a big difference. However, posterior means are typically more common. 

Posterior means are the optimal estimators under a quadratic loss function, whereas posterior 

medians are the optimal estimators under a L_1 (absolute value) loss. 
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b) l. 185 “For comparison, the batch effect (between the different experiments)” 

 

Typically, in genomics, the batch effect does not refer to comparisons between experiments, but to 

technical sources of variation between samples even within a single type of experiment. Please, clarify 

 

c) l. 260-263 “indicating that weight can be better predicted by load within a treatment than by load 

among treatments (difference in expected log scaled predictive density = -52.9...see Methods)”. 

 

I have a few problems with this paragraph. First, as stated, the model 

 

weight ~ treatment * log10(isolate load) + genotype + experiment + error 

 

includes an effect modification without the main effect (see also point 2 above). The model appears to 

be compared with the model: 

 

weight ~ log10(isolate load) + genotype + experiment + error, 

 

which does not include a main effect of treatment. 

 

Hence, the explanation on lines 259-260 that “weight can be better predicted by load within a 

treatment than by load among treatments” appears difficult to justify in this context. The 

interpretation of the interaction terms always needs to be reported carefully. The lack of an interaction 

term means that there is no modification of the main effect due to the isolate load by experiment 

type, or viceversa there is no modification of the main effect of the experiment due to the isolate load. 

Comparing the two models as stated does not appear adequate. 

 

Finally, the comparison is made through the LOO criterion. 

 

However, I believe that explicitly reporting the “difference in expected log scaled predictive density” 

could be confusing to a reader. I would suggest reporting simply “Delta Elpd=-52.9, standard error 

=9.4) and then define Delta Elpd in the Methods section. 

 

d) l. 289 (Figure 3B) “Correlation of log_10 (bacterial load)”; l. 1123: “Correlation of log10(cumulative 

isolate load) (Figure S11B)” 

 

Could “association” be a better word? More specifically, it is unclear how these pictures show 

correlations, as they look like regression lines. Please, clarify. 

 

It is also not clear if a frequentist or Bayesian analysis has been conducted. The text (lines 267 and 

273) suggests a Bayesian analysis throughout, whereas the caption discusses a frequentist analysis. If 

the latter is true, it is not clear why the authors did not conduct a Bayesian analysis in this case. 

 

 

 

e) l. 305 “significantly lower”; l. 377: “significantly suppressed”, l. 464: “was not significant”: 

 

I would avoid the use of the term “significant” for results stemming from a Bayesian analysis since the 
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term “significant” is strictly related to the “significance level” (p-value) framework. Typical 

substitutions used in the Bayesian literature include “relevant” or “with high probability”. 

 

 

f) l. 774: By default, all rstanarm modeling functions - including stan_glm - will run four randomly 

initialized Markov chains, each for 2,000 iterations (including a warmup period of 1,000 iterations that 

is discarded). On the contrary, lmBF has a default of 10,000 iterations. The authors should note this 

point in the Methods section. It would actually be preferable if all the models were run using the same 

functon(stan_glm) and with the same number of iterations. Also, how was the convergence of the 

MCMC assessed? 

 

g) l. 774: related to the point above, the authors mention the use of the lmBF package. This is a 

package for the computation of Bayes factors for specific linear models against the intercept-only null. 

I did not see the use of Bayes Factors in the main text. Hence, I wonder why the authors require lmBF 

and how the results have been reported when using that package. 

 

h) l. 781: “This Bayesian-based model comparison provides an estimate for the importance of a 

predictor in explaining the data” That is not exactly correct. This Bayesian-based model comparison 

provides an assessment of the prediction accuracy of a model versus a model where a specific 

predictor has not been included 

 

i) l. 782-783: “Leave-one-out cross-validation improves the estimate in comparison to the common 

Akaike Information Criterion (AIC) and Deviance Information Criterion (DIC)”. This wording is 

imprecise. Leave-one-out cross-validation has been shown to improve model selection in comparison 

to the common Akaike Information Criterion (AIC) and Deviance Information Criterion (DIC). An 

additional advantage of LOO methods is that it is possible to obtain approximate standard errors for 

estimated predictive errors and for comparing predictive errors between two models. 

 

l) Figure S3: are these posterior means (as reported) or posterior medians? See also point (a). 

 

 

 

 

 

********************END******************** 
 

Author Rebuttal, first revision: 
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Decision Letter, second revision:   

 
 5th November 2021 

 

Dear Dr. Weigel, 

 

I am writting in the temporary absence of my colleague, Dr. Alexa McKay. 

 

Thank you for submitting your revised manuscript "Protective host-dependent antagonism among 

<i>Pseudomonas</i> in the <i>Arabidopsis</i> phyllosphere" (NATECOLEVOL-210413396B). We 

have checked the revised manuscript and your responses carefully and we'll be happy in principle to 

publish it in Nature Ecology & Evolution, pending minor revisions to comply with our editorial and 

formatting guidelines. 

 

We are now performing detailed checks on your paper and will send you a checklist detailing our 

editorial and formatting requirements. Alexa is away until the 15th of November, so it will be a few 

days before you hear from us again. Meanwhile, please email us a copy of the file in an editable 

format (Microsoft Word or LaTex)-- we can not proceed with PDFs at this stage. 

 

Please do not upload the final materials and make any revisions until you receive this additional 

information from us. 

 

Thank you again for your interest in Nature Ecology & Evolution. Please do not hesitate to contact me 

if you have any questions. 

 

[REDACTED] 
 

 

 

 

 

 

 

 
Our ref: NATECOLEVOL-210413396B 

 

 

17th November 2021 

 

 

Dear Dr. Weigel, 

 

Thank you for your patience as we’ve prepared the guidelines for final submission of your Nature 

Ecology & Evolution manuscript, "Protective host-dependent antagonism among <i>Pseudomonas</i> 
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in the <i>Arabidopsis</i> phyllosphere" (NATECOLEVOL-210413396B). Please carefully follow the 

step-by-step instructions provided in the attached file, and add a response in each row of the table to 

indicate the changes that you have made. Please also check and comment on any additional marked-

up edits we have proposed within the text. Ensuring that each point is addressed will help to ensure 

that your revised manuscript can be swiftly handed over to our production team. 

 

**We would like to start working on your revised paper, with all of the requested files and forms, as 

soon as possible (preferably within two weeks). Please get in contact with us immediately if you 

anticipate it taking more than two weeks to submit these revised files.** 

 

When you upload your final materials, please include a point-by-point response to any remaining 

reviewer comments. 

 

If you have not done so already, please alert us to any related manuscripts from your group that are 

under consideration or in press at other journals, or are being written up for submission to other 

journals (see: https://www.nature.com/nature-research/editorial-policies/plagiarism#policy-on-

duplicate-publication for details). 

 

In recognition of the time and expertise our reviewers provide to Nature Ecology & Evolution’s editorial 

process, we would like to formally acknowledge their contribution to the external peer review of your 

manuscript entitled "Protective host-dependent antagonism among <i>Pseudomonas</i> in the 

<i>Arabidopsis</i> phyllosphere". For those reviewers who give their assent, we will be publishing 

their names alongside the published article. 

 

Nature Ecology & Evolution offers a Transparent Peer Review option for new original research 

manuscripts submitted after December 1st, 2019. As part of this initiative, we encourage our authors 

to support increased transparency into the peer review process by agreeing to have the reviewer 

comments, author rebuttal letters, and editorial decision letters published as a Supplementary item. 

When you submit your final files please clearly state in your cover letter whether or not you would like 

to participate in this initiative. Please note that failure to state your preference will result in delays in 

accepting your manuscript for publication. 

 

<b>Cover suggestions</b> 

 

As you prepare your final files we encourage you to consider whether you have any images or 

illustrations that may be appropriate for use on the cover of Nature Ecology & Evolution. 

 

Covers should be both aesthetically appealing and scientifically relevant, and should be supplied at the 

best quality available. Due to the prominence of these images, we do not generally select images 

featuring faces, children, text, graphs, schematic drawings, or collages on our covers. 

 

We accept TIFF, JPEG, PNG or PSD file formats (a layered PSD file would be ideal), and the image 

should be at least 300ppi resolution (preferably 600-1200 ppi), in CMYK colour mode. 

 

If your image is selected, we may also use it on the journal website as a banner image, and may need 

to make artistic alterations to fit our journal style. 

 

Please submit your suggestions, clearly labeled, along with your final files. We’ll be in touch if more 
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information is needed. 

 

 

Nature Ecology & Evolution has now transitioned to a unified Rights Collection system which will allow 

our Author Services team to quickly and easily collect the rights and permissions required to publish 

your work. Approximately 10 days after your paper is formally accepted, you will receive an email in 

providing you with a link to complete the grant of rights. If your paper is eligible for Open Access, our 

Author Services team will also be in touch regarding any additional information that may be required 

to arrange payment for your article. 

 

Please note that <i>Nature Ecology & Evolution</i> is a Transformative Journal (TJ). Authors may 

publish their research with us through the traditional subscription access route or make their paper 

immediately open access through payment of an article-processing charge (APC). Authors will not be 

required to make a final decision about access to their article until it has been accepted. <a 

href="https://www.springernature.com/gp/open-research/transformative-journals"> Find out more 

about Transformative Journals</a> 

 

<B>Authors may need to take specific actions to achieve <a 

href="https://www.springernature.com/gp/open-research/funding/policy-compliance-faqs"> 

compliance</a> with funder and institutional open access mandates.</b> For submissions from 

January 2021, if your research is supported by a funder that requires immediate open access (e.g. 

according to <a href="https://www.springernature.com/gp/open-research/plan-s-compliance">Plan S 

principles</a>) then you should select the gold OA route, and we will direct you to the compliant 

route where possible. For authors selecting the subscription publication route our standard licensing 

terms will need to be accepted, including our <a href="https://www.springernature.com/gp/open-

research/policies/journal-policies">self-archiving policies</a>. Those standard licensing terms will 

supersede any other terms that the author or any third party may assert apply to any version of the 

manuscript. 

 

Please note that you will not receive your proofs until the publishing agreement has been received 

through our system. 

 

For information regarding our different publishing models please see our <a 

href="https://www.springernature.com/gp/open-research/transformative-journals"> Transformative 

Journals </a> page. If you have any questions about costs, Open Access requirements, or our legal 

forms, please contact ASJournals@springernature.com. 

 

 

 

Please use the following link for uploading these materials: 

[REDACTED] 

 

If you have any further questions, please feel free to contact me. 

 

 

[REDACTED] 
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Final Decision Letter: 

 
7th December 2021 

 

Dear Dr Weigel, 

 

We are pleased to inform you that your Article entitled "Commensal <i>Pseudomonas</i> strains 

facilitate protective response against pathogens in the host plant", has now been accepted for 

publication in Nature Ecology & Evolution. 

 

Over the next few weeks, your paper will be copyedited to ensure that it conforms to Nature Ecology 

and Evolution style. Once your paper is typeset, you will receive an email with a link to choose the 

appropriate publishing options for your paper and our Author Services team will be in touch regarding 

any additional information that may be required 

 

After the grant of rights is completed, you will receive a link to your electronic proof via email with a 

request to make any corrections within 48 hours. If, when you receive your proof, you cannot meet 

this deadline, please inform us at rjsproduction@springernature.com immediately. 

 

You will not receive your proofs until the publishing agreement has been received through our system 

 

Due to the importance of these deadlines, we ask you please us know now whether you will be difficult 

to contact over the next month. If this is the case, we ask you provide us with the contact information 

(email, phone and fax) of someone who will be able to check the proofs on your behalf, and who will 

be available to address any last-minute problems . Once your paper has been scheduled for online 

publication, the Nature press office will be in touch to confirm the details. 

 

Acceptance of your manuscript is conditional on all authors' agreement with our publication policies 

(see www.nature.com/authors/policies/index.html). In particular your manuscript must not be 

published elsewhere and there must be no announcement of the work to any media outlet until the 

publication date (the day on which it is uploaded onto our web site). 

 

Please note that <i>Nature Ecology & Evolution</i> is a Transformative Journal (TJ). Authors may 

publish their research with us through the traditional subscription access route or make their paper 

immediately open access through payment of an article-processing charge (APC). Authors will not be 

required to make a final decision about access to their article until it has been accepted. <a 

href="https://www.springernature.com/gp/open-research/transformative-journals"> Find out more 

about Transformative Journals</a> 

 

<B>Authors may need to take specific actions to achieve <a 

href="https://www.springernature.com/gp/open-research/funding/policy-compliance-faqs"> 

compliance</a> with funder and institutional open access mandates.</b> For submissions from 

January 2021, if your research is supported by a funder that requires immediate open access (e.g. 

according to <a href="https://www.springernature.com/gp/open-research/plan-s-compliance">Plan S 

principles</a>) then you should select the gold OA route, and we will direct you to the compliant 

route where possible. For authors selecting the subscription publication route our standard licensing 

terms will need to be accepted, including our <a href="https://www.springernature.com/gp/open-
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research/policies/journal-policies">self-archiving policies</a>. Those standard licensing terms will 

supersede any other terms that the author or any third party may assert apply to any version of the 

manuscript. 

 

In approximately 10 business days you will receive an email with a link to choose the appropriate 

publishing options for your paper and our Author Services team will be in touch regarding any 

additional information that may be required. 

 

You will not receive your proofs until the publishing agreement has been received through our system. 

 

If you have any questions about our publishing options, costs, Open Access requirements, or our legal 

forms, please contact ASJournals@springernature.com 

 

An online order form for reprints of your paper is available at <a 

href="https://www.nature.com/reprints/author-

reprints.html">https://www.nature.com/reprints/author-reprints.html</a>. All co-authors, authors' 

institutions and authors' funding agencies can order reprints using the form appropriate to their 

geographical region. 

 

We welcome the submission of potential cover material (including a short caption of around 40 words) 

related to your manuscript; suggestions should be sent to Nature Ecology & Evolution as electronic 

files (the image should be 300 dpi at 210 x 297 mm in either TIFF or JPEG format). Please note that 

such pictures should be selected more for their aesthetic appeal than for their scientific content, and 

that colour images work better than black and white or grayscale images. Please do not try to design a 

cover with the Nature Ecology & Evolution logo etc., and please do not submit composites of images 

related to your work. I am sure you will understand that we cannot make any promise as to whether 

any of your suggestions might be selected for the cover of the journal. 

 

You can now use a single sign-on for all your accounts, view the status of all your manuscript 

submissions and reviews, access usage statistics for your published articles and download a record of 

your refereeing activity for the Nature journals. 

 

To assist our authors in disseminating their research to the broader community, our SharedIt initiative 

provides you with a unique shareable link that will allow anyone (with or without a subscription) to 

read the published article. Recipients of the link with a subscription will also be able to download and 

print the PDF. 

 

You can generate the link yourself when you receive your article DOI by entering it here: <a 

href="http://authors.springernature.com/share">http://authors.springernature.com/share<a>. 

 

[REDACTED] 

 

 

P.S. Click on the following link if you would like to recommend Nature Ecology & Evolution to your 

librarian http://www.nature.com/subscriptions/recommend.html#forms 

 

 

** Visit the Springer Nature Editorial and Publishing website at <a href="http://editorial-



 
 

 

41 
 

 

 

jobs.springernature.com?utm_source=ejP_NEcoE_email&utm_medium=ejP_NEcoE_email&utm_campa

ign=ejp_NEcoE">www.springernature.com/editorial-and-publishing-jobs</a> for more information 

about our career opportunities. If you have any questions please click <a 

href="mailto:editorial.publishing.jobs@springernature.com">here</a>.** 


