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Dear Oscar,  
 
Thank you for your patience. Your Resource, "TemplateFlow: FAIR-sharing of multi-scale, multi-species 
brain models", has now been seen by three reviewers. As you will see from their comments below, 
although the reviewers find your work of potential interest, they have raised a number of concerns. We 
are interested in the possibility of publishing your paper in Nature Methods, but would like to consider 
your response to these concerns before we reach a final decision on publication.  
 
We therefore invite you to revise your manuscript to address these concerns. Importantly, please do 
make sure to clearly state benefits over the resources provided at NITRC.  
 
In addition, we ask that you revise the manuscript to fit our Brief Communications format (2 figures, 
1500 words).  
 
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 paper:  
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* include a point-by-point response to the reviewers and to any editorial suggestions  
 
* please underline/highlight any additions to the text or areas with other significant changes to facilitate 
review of the revised manuscript  
 
* address the points listed described below to conform to our open science requirements  
 
* ensure it complies with our general format requirements as set out in our guide to authors at 
www.nature.com/naturemethods  
 
* resubmit all the necessary files electronically by using the link below to access your home page  
 
 
[Redacted] 
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 paper within about 6 weeks. If you cannot send it within this time, 
please let us know. In this event, we will still be happy to reconsider your paper at a later date so long as 
nothing similar has been accepted for publication at Nature Methods or published elsewhere.  
 
 
 
OPEN SCIENCE REQUIREMENTS  
 
REPORTING SUMMARY AND EDITORIAL POLICY CHECKLISTS  
When revising your manuscript, please update your reporting summary and editorial policy checklists.  
 
Reporting summary: https://www.nature.com/documents/nr-reporting-summary.zip  
Editorial policy checklist: https://www.nature.com/documents/nr-editorial-policy-checklist.zip  
 
Please submit these with your revised manuscript. They will be available to reviewers to aid in their 
evaluation if the paper is re-reviewed. If you have any questions about the checklist, please see 
http://www.nature.com/authors/policies/availability.html or contact me.  
 
Please note that these forms are dynamic ‘smart pdfs’ and must therefore be downloaded and 
completed in Adobe Reader. We will then flatten them for ease of use by the reviewers. If you would 



 
 

 

3 
 

 

 

like to reference the guidance text as you complete the template, please access these flattened versions 
at http://www.nature.com/authors/policies/availability.html.  
 
Please make sure to update the Code Ocean compute capsule if you are revising the code.  
 
 
Finally, please ensure that you retain unprocessed data and metadata files after publication, ideally 
archiving data in perpetuity, as these may be requested during the peer review and production process 
or after publication if any issues arise.  
 
 
DATA AVAILABILITY  
We strongly encourage you to deposit all new data associated with the paper in a persistent repository 
where they can be freely and enduringly accessed. We recommend submitting the data to discipline-
specific and community-recognized repositories; a list of repositories is provided here: 
http://www.nature.com/sdata/policies/repositories  
 
All novel DNA and RNA sequencing data, protein sequences, genetic polymorphisms, linked genotype 
and phenotype data, gene expression data, macromolecular structures, and proteomics data must be 
deposited in a publicly accessible database, and accession codes and associated hyperlinks must be 
provided in the “Data Availability” section.  
 
Refer to our data policies here: https://www.nature.com/nature-research/editorial-policies/reporting-
standards#availability-of-data  
 
To further increase transparency, we encourage you to provide, in tabular form, the data underlying the 
graphical representations used in your figures. This is in addition to our data-deposition policy for 
specific types of experiments and large datasets. For readers, the source data will be made accessible 
directly from the figure legend. Spreadsheets can be submitted in .xls, .xlsx or .csv formats. Only one (1) 
file per figure is permitted: thus if there is a multi-paneled figure the source data for each panel should 
be clearly labeled in the csv/Excel file; alternately the data for a figure can be included in multiple, 
clearly labeled sheets in an Excel file. File sizes of up to 30 MB are permitted. When submitting source 
data files with your manuscript please select the Source Data file type and use the Title field in the File 
Description tab to indicate which figure the source data pertains to.  
 
Please include a “Data availability” subsection in the Online Methods. This section should inform readers 
about the availability of the data used to support the conclusions of your study, including accession 
codes to public repositories, references to source data that may be published alongside the paper, 
unique identifiers such as URLs to data repository entries, or data set DOIs, and any other statement 
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about data availability. At a minimum, you should include the following statement: “The data that 
support the findings of this study are available from the corresponding author upon request”, describing 
which data is available upon request and mentioning any restrictions on availability. If DOIs are 
provided, please include these in the Reference list (authors, title, publisher (repository name), 
identifier, year). For more guidance on how to write this section please see: 
http://www.nature.com/authors/policies/data/data-availability-statements-data-citations.pdf  
 
 
CODE AVAILABILITY  
Please include a “Code Availability” subsection in the Online Methods which details how your custom 
code is made available. Only in rare cases (where code is not central to the main conclusions of the 
paper) is the statement “available upon request” allowed (and reasons should be specified).  
 
We request that you deposit code in a DOI-minting repository such as Zenodo, Gigantum or Code Ocean 
and cite the DOI in the Reference list. We also request that you use code versioning and provide a 
license.  
 
For more information on our code sharing policy and requirements, please see:  
https://www.nature.com/nature-research/editorial-policies/reporting-standards#availability-of-
computer-code  
 
 
MATERIALS AVAILABILITY  
As a condition of publication in Nature Methods, authors are required to make unique materials 
promptly available to others without undue qualifications.  
 
Authors reporting new chemical compounds must provide chemical structure, synthesis and 
characterization details. Authors reporting mutant strains and cell lines are strongly encouraged to use 
established public repositories.  
 
More details about our materials availability policy can be found at https://www.nature.com/nature-
portfolio/editorial-policies/reporting-standards#availability-of-materials  
 
 
 
ORCID  
Nature Methods 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 
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the Manuscript Tracking System (MTS), prior to acceptance. This applies to primary research papers 
only. 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 
consider your work.  
 
 
Best regards,  
Nina  
 
Nina Vogt, PhD  
Senior Editor  
Nature Methods  
 
 
 
Reviewers' Comments:  
 
Reviewer #1:  
Remarks to the Author:  
A. Summary of the key results  
 
The main deliverable here is a toolbox that allows for better management and use of brain templates, 
with the specific criterion of conforming to the FAIR principles. TemplateFlow makes templates:  
-Findable: a unique identifier is associated with each template (and metadata, atlas etc.).  
-Accessible: data are accessible using open, free, standard communications protocols without need for 
authentication (the DataLad approach is used)  
-Interoperable: A BIDS-type structure is applied to the templates.  
-Reusable: license usage, provenance and standards are based on the BIDS format.  
 
B. Originality and significance: if not novel, please include reference  
 
The brain templates are already available. This manuscript does not address any methods of developing 
and evaluating templates. This toolbox does address the important issue of imprecise description of 
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templates in manuscripts (e.g., papers often describe the ‘MNI template’ but there are several versions 
that fall under this rubric) by adapting existing standards and methods (e.g., BIDS and datalad). The 
problem in the field is that templates are typically embedded within particular software packages and 
users tend to stay with the default settings. This may not be a huge concern if a study is entirely self-
contained and an adult template is used for adult subjects, for example. However, it is particularly 
important when considering the sharing of raw data – results using one version of a template (e.g,. 
SPM’s ‘MNI’ template) are not necessarily directly comparable to another (e.g,. FSL’s ‘MNI’ template). In 
theory, users can obtain, curate and document use of these templates without using TemplateFlow. The 
novelty of this toolbox is it provides easier access to a range of templates and to better document the 
specific templates used.  
The significance of this method is that reproducibility of MRI studies will be improved with better 
documentation of template use.  
 
C. Data & methodology: validity of approach, quality of data, quality of presentation  
Validity of approach: the toolbox is implemented through Python, loading templates (as requested) from 
cloud storage. The core aspects of Template flow are:  
The “Archive”: a repository of human and non-human templates. There are currently 15 templates 
available, primarily volumetric: human adult and pediatric brains and rat brains. More templates can be 
added. The structure of the Archive follows the BIDS format.  
The “Client” is a Python-based library for programmatically accessing templates in the Archive. Key-
value pair arguments can be used to select specific templates.  
The “Manager” tool facilitates the addition of new templates/resources. User files stored locally are 
uploaded to cloud storage and GitHub repository is created that allows pull requests.  
-Comment: is not clear to me if new templates generated by users are immediately available in the 
archive: ln 128: “When adding a new template, the Manager initiates a peer-reviewed contribution 
pipeline where experts are invited to curate and vet new proposals” versus ln 220: “Synchronization of 
spatial data assets to the TemplateFlow Archive affords data producers an immediate way to distribute 
their data according to FAIR principles”  
 
I have run the code provided, and it was very intuitive and well annotated.  
The figures in the manuscript were useful.  
 
D. Appropriate use of statistics and treatment of uncertainties  
This manuscript primarily described the toolbox. The implementation of the topic model analysis (LDA 
with learning decay = .7) seemed reasonable.  
 
E. Conclusions: robustness, validity, reliability  
 
The toolbox is implemented in Python, often utilizing extant software and standards. It is therefore likely 
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quite robust.  
Validity – The templates in the Archive are all publicly available and have been subjected to scrutiny by 
the neuroimaging community. With respect to new templates, a peer-review process ensures that all 
data are conformant with the TemplateFlow standard, but presumably it is possible that faulty/deficient 
templates could be uploaded. However, the faulty templates would be easy to trace.  
Reliability – the implementation of version control and use of Research Resource Identifiers will aid 
reliability. The templates can be integrated into workflows and the code-based nature. It seems unlikely 
that users could inadvertently use or describe the wrong template.  
 
F. Suggested improvements: experiments, data for possible revision  
 
Ln 675: TemplateFlow can allow users to calculate ‘robust’ transformations between any pair of adult 
human template spaces: (easy) inter-template registration is very useful. The registration uses 10 
images from MNI-152 via ANTs. This is described very briefly in the manuscript – more information 
would be helpful, especially for those who have not used ANTs before.  
Currently, the Archive consists of MRI templates, but could potentially include other modalities. It would 
be very interesting to see some other modalities and this would increase the scope of the manuscript.  
TemplateFlow uses lazy loading. After a resource has been requested once, it is then cached. Although 
users are probably not going to access so many templates that storage is an issue but: can the cache be 
cleared?  
The topic model analysis is interesting but feels like it could be a starting place, not at the end of the 
Results. Perhaps, it could be moved to Supplemental and mentioned in the Introduction as evidence for 
the tendency for template choice to be a function of software defaults?  
 
G. References: appropriate credit to previous work?  
Yes, previous work and software are well referenced.  
 
H. Clarity and context: lucidity of abstract/summary, appropriateness of abstract, introduction and 
conclusions  
 
The Abstract, Methods, Results and Discussion are generally quite clear. The motivation for the toolbox 
is described well. Some minor comments.  
The Introduction could be better structured. There are some long paragraphs that could be split up (e.g,. 
start new paragraph on line 36 ‘On account…’)  
Results (ln 137).  
‘FAIR’ is in the title of the manuscript but the FAIR principles themselves are only listed in a 
supplemental box, the could be moved to the main text. The results could also work though FAIR more 
systematically (one paragraph per principle?).  
In the Discussion, the authors suggest that one limitation of TemplateFlow is increased potential for 
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methodological flexibility. But this is not a limitation of the toolbox. Presumably, users could now 
preregister the exact template that they plan to use?  
 
 
 
Reviewer #2:  
Remarks to the Author:  
The current work provides general background on the use of anatomical MRI atlases in neuroimaging 
research, as well as some of the common issues surrounding misreporting and replication difficulties 
that arise due to differences in "default" atlases provided by popular neuroimaging software. The tool 
presented in this paper, TemplateFlow, seeks to mitigate these issues by providing a database of 
common atlases, a python "client" for the integration of TemplateFlow into preprocessing pipelines, 
thorough atlas file metadata for precise reporting and ease of replication, and a "manager" for users to 
upload new atlases which are then peer reviewed before being added to the database.  
 
This manuscript is generally well written, clearly outlines the need for a tool such as TemplateFlow, and 
is accompanied by in-text figures with example code and jupyter notebooks that are available online. 
The provided examples clearly walk potential users through the basics of using TemplateFlow in a way 
that is easy to follow and understand, given the user has a very basic knowledge of python. While 
seasoned fMRI researchers are used to downloading different atlases and hunting down the technical 
specifics in supplemental materials for use and manuscript reporting, TemplateFlow can greatly mitigate 
mistakes, misreporting, and also provides clear information for trainees with limited background in this 
area. I feel that tools like TemplateFlow and manuscripts such as this that outline methodological pitfalls 
and provide a clear and valid solution are vital for trainees and the development of robust replication 
practices in our field. I enthusiastically support this work being accepted for publication after the 
authors address the minor issues outlined below.  
 
 
Minor Issues:  
 
The jupyter notebook that is hosted online worked flawlessly, was clear, and gave a nice walkthrough of 
what the different TemplateFlow functions were doing and how they could be integrated into a 
preprocessing pipeline. However, when working through some of the practical examples in the 
manuscript, there were some typos or errors that I feel should be corrected or updated for clarity or the 
benefit of less-seasoned readers.  
 
1. I tested the installation and use of the python package locally and the majority of tests were without 
error. However, I could not follow the example in Figure 5. The get command would return an empty 
value when following the example that was supposed to pull an atlas while providing filter specifics 
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about the template (desc, resolution, etc). I then slowly tested and removed fields. This function only 
pulled files and returned a non-empty variable when I provided only the identifier/name, but then it 
started pulling all MNI152Nlin6Asym niftis (quite a few) and I cancelled the downloads.  
 
I tested this a second time, and this time I was confused whether it was returning an empty variable 
because I had just previously started downloading all MNI152Nlin6Asym files and the file already existed 
locally, or if the example code, in fact did not work. If this issue that I encountered while following the 
text in figure 5 is an error, I would request it is updated so this step works and is easy to follow and 
replicate the outputs shown in the figure. If this was a case of user error, I would guess that a new 
trainee would be confused as well, and some clear explanation of why following the example would 
result in what I experienced should be included.  
 
 
2. Supp BoxS2 (minor edit)  
In the 4th example:  
>>> print(get_citations("UNCInfant", bibtex=True)[0])  
 
This should have:  
from templateflow.api import get_citations  
 
at the top. I was able to assume this and follow along (even with the missing dependency error that I 
assume is the reason for the warning that the output is for demonstration only). However, for a new 
trainee this paper could be a great learning source if it was easy to follow along with all examples 
without errors. (even if outputs aren't correct or fully implemented yet). This is a very minor edit, but 
one that I would have appreciated when I was an RA and first learning python.  
 
 
 
Reviewer #3:  
Remarks to the Author:  
This paper describes a resource for archiving, maintaining, and disseminating templates and atlases for 
the neuroimaging community. To this end, the authors define a series of rules, meta structures, and 
data structures to systematically and uniformly organize these templates/atlases. Although this resource 
could provide a new way to organize, document, and disseminate popular templates/atlases, it is 
unlikely to create broad and significant impact especially in view of existing and popular resources such 
as NIH-supported NeuroImaging Tools and Resources Collabotary (NITRC, https://www.nitrc.org). NITRC 
is equipped with cloud-based computational and storage resources and covers, among many other 
things, atlases/templates and computational tools. Taken together with the issues listed below, this 
work, while not without merits, is not sufficient for Nature Methods. A revision is not likely to change 
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this outcome.  
 
1. The motivation for this work as claimed by the authors is significant. However, this work does not 
solve the more pressing issue of methodological variability across studies. Unlike imaging data 
themselves, which can be large in terms of scale, there are just a handful of atlases and building an 
elaborate resource like TemplateFlow might be an overkill. The future prospect of TemplateFlow is also 
not clear, since the number of templates is not expected to grow by much, unlike the imaging data 
themselves.  
 
2. Grant information should be included in the metadata of each template resource.  
 
3. It is unclear how TemplateFlow manages variations of templates, e.g., ICBM 2009 (a,b,c) Nonlinear 
(A)Symmetric. For example, will the variations be grouped under a single template resource?  
 
4. The improvement of the analytical flexibility across disciplines as the authors claimed is not 
supported. The current results do not give enough insight into how TemplateFlow can improve 
analytical flexibility.  
 
5. It is unclear how TemplateFlow can keep the templates up to date. This issue becomes increasingly 
critical as the number of templates grows. There is no incentive for the template creators to upload 
their templates to TemplateFlow, more so when it comes to future maintenance. Most people would 
just download the latest templates though official channels provided by the template developers.  
 
6. The authors mentioned integration with fMRIPrep with TemplateFlow. But how will TemplateFlow 
integrate with other processing pipelines, such as FreeSurfer, FSL, and ANTs, which are more geared 
towards processing of structural MRI data.  
 
7. Surface templates cannot be found on the TemplateFlow website.  
 
8. “The quality of peer reviewed template resources is assessed once prior to publication ...”. Why is this 
considered a poor resource adoption? The templates submitted to TemplateFlow are not going to be 
reviewed again to suggest changes. It is not clear how TemplateFlow will actually be conducive to the 
improvement of the templates.  
 
9. The relevance of topic modeling analysis is unclear.  
 
10. Unclear what benefits TemplateFlow brings in comparison with popular platforms such as NITRC. 
Will the benefits bring significant impact to the field not already fulfilled by NITRC? 
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           [REDACTED] 
 

Decision Letter, first revision: 
Dear Oscar,  
 
Thank you for submitting your revised manuscript "TemplateFlow: FAIR-sharing of multi-scale, multi-
species brain models" (NMETH-BC46768B). It has now been seen by the original referees and their 
comments are below. The reviewers find that the paper has improved in revision, and therefore we'll be 
happy in principle to publish it in Nature Methods, pending minor revisions to satisfy the referees' final 
requests and to comply with our editorial and formatting guidelines.  
 
Please note that the acceptance is conditional on the reformatting of the manuscript into a Brief 
Communication. We can be somewhat flexible on the word count. 1800 words and two relatively small 
figures would be fine. Also, there are essentially no restrictions on supplementary material.  
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We are now performing detailed checks on your paper and will send you a checklist detailing our 
editorial and formatting requirements in about a week. Please do not upload the final materials and 
make any revisions until you receive this additional information from us.  
 
TRANSPARENT PEER REVIEW  
Nature Methods offers a transparent peer review option for new original research manuscripts 
submitted from 17th February 2021. We encourage increased transparency in peer review by publishing 
the reviewer comments, author rebuttal letters and editorial decision letters if the authors agree. Such 
peer review material is made available as a supplementary peer review file. Please state in the cover 
letter ‘I wish to participate in transparent peer review’ if you want to opt in, or ‘I do not wish to 
participate in transparent peer review’ if you don’t. Failure to state your preference will result in delays 
in accepting your manuscript for publication.  
Please note: we allow redactions to authors’ rebuttal and reviewer comments in the interest of 
confidentiality. If you are concerned about the release of confidential data, please let us know 
specifically what information you would like to have removed. Please note that we cannot incorporate 
redactions for any other reasons. Reviewer names will be published in the peer review files if the 
reviewer signed the comments to authors, or if reviewers explicitly agree to release their name. For 
more information, please refer to our <a href="https://www.nature.com/documents/nr-transparent-
peer-review.pdf" target="new">FAQ page</a>.  
 
Thank you again for your interest in Nature Methods Please do not hesitate to contact me if you have 
any questions.  
 
Best regards,  
Nina  
 
Nina Vogt, PhD  
Senior Editor  
Nature Methods  
 
ORCID  
IMPORTANT: Non-corresponding authors do not have to link their ORCIDs but are encouraged to do so. 
Please note that it will not be possible to add/modify ORCIDs at proof. Thus, please let your co-authors 
know that if they wish to have their ORCID added to the paper they must follow the procedure 
described in the following link prior to acceptance: 
https://www.springernature.com/gp/researchers/orcid/orcid-for-nature-research  
 
Reviewer #1 (Remarks to the Author):  
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I have re-reviewed the revised manuscript. The authors have made several edits and updates that have 
addressed my comments. Briefly, these edits include a streamlining of the Introduction, repositioning of 
tangential material (e.g., the topic model analysis) into the supplemental material and inclusion of FAIR 
principles in the main text. The updated manuscript is clearer and I thank the authors for their 
responsive edits.  
 
 
Reviewer #2 (Remarks to the Author):  
 
I appreciate that the authors thoughtfully and appropriately addressed my concerns (as well as the 
concerns of the other reviewers). I feel my general notes on the manuscript were addressed thoroughly 
and the typos or code-specific issues I experienced were corrected. I think that future work in our field 
will greatly benefit from this manuscript and the tool provided, and I have no further notes or concerns 
that should delay advancement to publication.  
 
 
Reviewer #3 (Remarks to the Author):  
 
The revision has raised more concerns:  
 
1. I agree with the observation of Reviewer 1: “In theory, users can obtain, curate and document use of 
these templates without using TemplateFlow. The novelty of this toolbox is it provides easier access to a 
range of templates and to better document the specific templates used.”  
 
However, is making already accessible templates easier to access a sufficiently significant contribution to 
warrant publication in Nature Methods? Templates less accessible due to restrictive licenses, especially 
when intended by the template authors, remain that way. There is nothing TemplateFlow can do if the 
template creators want the license to remain restrictive. If a template creator has no intention of 
complying with the licensing terms of TemplateFlow, there is simply no motivation or incentive to use 
TemplateFlow as a means of template distribution. To obtain the newest templates, one would visit the 
template creators’ official distribution sites and a not third-party site like TemplateFlow.  
 
2. “TemplateFlow’s pipeline for submission of new templates integrates peer-review with minimal 
technical overhead. This review process is proposed as a complement to the traditional assessment of 
template resources prior to publication, in which reviewers and editors focus on academic merit over 
accessibility and reusability potential.”  
 
The peer-review process for submitted templates remains unclear and therefore it is uncertain how it 
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would “complement” traditional assessments. Would a template ever be rejected? Rejected templates 
would be posted somewhere else by the creators, implying that researchers will still need to search for 
templates elsewhere as not all templates will be available in TemplateFlow.  
 
3. “To integrate template resources into neuroimaging workflows, traditional approaches required 
deploying an oftentimes voluminous tree of prepackaged data to the filesystem.”  
 
There are only a limited number of templates available or suitable for a single study, so storage is not 
going to be an issue. It will not be an issue even if all templates currently at TemplateFlow, which are 
very limited, need to be downloaded. This is unlike downloading hundreds or thousands of images for a 
study.  
 
4. “Applied to the particular choice of template and atlas combinations, it would thus be desirable to 
report neuroimaging results with reference to several standard spaces and determine whether the 
interpretations hold across those references and atlases.”  
 
In a single study, reporting results for multiple standard spaces is infeasible since it is not often that 
multiple template creators create different templates for a particular population. Each template is in a 
sense unique. Using a template not targeted at the population under investigation is simply poor 
experimental design - a problem TemplateFlow cannot solve.  
 
5. “....., which we have added to the paper as Supplementary Table S5.”. Where is the Supplementary 
Table S5? Should be Supplementary Table S4?  
 
6. Table S4: “Overall, NITRC is more of a catalog of neuroimaging resources and a community forum than 
an infrastructure to develop and maintain a technological resource.”  
 
It is unclear how TemplateFlow develops the “technological resource”, i.e., the templates. The template 
creators develop and maintain the templates; TemplateFlows pull the templates together and 
redistribute them. In this sense, TemplateFlow is a “catalog” of templates - a function largely fulfilled by 
NITRC.  
 
7. Unclear why the authors are certain that the mission and design of NITRC "do not accommodate the 
particular needs of template authors." (Caption, Table S4). What are “the particular needs of template 
authors”?  
 
8. “TemplateFlow supports a multifaceted insight into brains across species, and enables multiverse 
analyses”.  
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TemplateFlow falls short of realizing multiverse analysis. There are only a handful of atlases in each 
category. Multiverse analysis only makes sense if multiple templates are available for a specific 
population of subjects. Multiverse analysis might be an ideal for the future. But this remains a 
speculation not in any way proven in this work.  
 
9. TemplateFlow currently only contains 25 atlases. Is TemplateFlow an overkill? The number of atlases 
is not likely to grow quickly as significant efforts and expertise are needed to construct atlases.  
 
10. Supplementary Table S4 “Head-to-head comparison of TemplateFlow and NITRC”:  
 
a) Why is “version control” better than “snapshots”? Templates/Atlases are normally in binary format, 
not text format. Data diffs cannot be easily and meaningfully visualized.  
 
b) I do not see the need for an API or a client. Downloading templates is relatively uncomplicated and 
typically needs to be done only once per study since the templates do not change often. Users savvy 
enough to program with the API would presumably have no problem downloading the templates.  
 
c) Licensing: This, again, is an issue TemplateFlow cannot solve.  
 
11. “Following the FAIR Principles, TemplateFlow effectively decouples standardized spatial data from 
software libraries while affording processing and analysis workflows (e.g. Esteban et al., 2017, 2019) 
with the necessary flexibility to select the most appropriate template available.”  
 
I would argue that decoupling templates from their originally intended software packages is not 
necessarily the right thing to do. Computational tools are often designed based on a template and 
template-software decoupling would potentially make the problem of methodological variability worse. 
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Author Rebuttal, first revision: 
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Final Decision Letter: 
 
14th Oct 2022  
 
 
Dear Oscar,  
 
I am pleased to inform you that your Brief Communication, "TemplateFlow: FAIR-sharing of multi-scale, 
multi-species brain models", has now been accepted for publication in Nature Methods. Your paper is 
tentatively scheduled for publication in our December print issue, and will be published online prior to 
that. The received and accepted dates will be August 23rd, 2021 and October 14th, 2022. This note is 
intended to let you know what to expect from us over the next month or so, and to let you know where 
to address any further questions. 
 
Over the next few weeks, your paper will be copyedited to ensure that it conforms to Nature Methods 
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.  
 
Your paper will now be copyedited to ensure that it conforms to Nature Methods style. Once proofs are 
generated, they will be sent to you electronically and you will be asked to send a corrected version 
within 24 hours. It is extremely important that you let us know now whether you will be difficult to 
contact over the next month. If this is the case, we ask that you send us the contact information (email, 
phone and fax) of someone who will be able to check the proofs and deal with any last-minute 
problems.  
 
If, when you receive your proof, you cannot meet the deadline, please inform us at 
rjsproduction@springernature.com immediately.  
 
If you have any questions about our publishing options, costs, Open Access requirements, or our legal 
forms, please contact ASJournals@springernature.com  
 
Once your manuscript is typeset and you have completed the appropriate grant of rights, you will 
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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.  
 
Once your paper has been scheduled for online publication, the Nature press office will be in touch to 
confirm the details. 
 
Content is published online weekly on Mondays and Thursdays, and the embargo is set at 16:00 London 
time (GMT)/11:00 am US Eastern time (EST) on the day of publication. If you need to know the exact 
publication date or when the news embargo will be lifted, please contact our press office after you have 
submitted your proof corrections. Now is the time to inform your Public Relations or Press Office about 
your paper, as they might be interested in promoting its publication. This will allow them time to 
prepare an accurate and satisfactory press release. Include your manuscript tracking number NMETH-
BC46768C and the name of the journal, which they will need when they contact our office. 
 
About one week before your paper is published online, we shall be distributing a press release to news 
organizations worldwide, which may include details of your work. We are happy for your institution or 
funding agency to prepare its own press release, but it must mention the embargo date and Nature 
Methods. Our Press Office will contact you closer to the time of publication, but if you or your Press 
Office have any inquiries in the meantime, please contact press@nature.com.  
 
Please note that Nature Methods 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. Find out more about Transformative 
Journals 
 
Authors may need to take specific actions to achieve compliance with funder and institutional open 
access mandates. If your research is supported by a funder that requires immediate open access (e.g. 
according to Plan S principles) 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, the journal’s 
standard licensing terms will need to be accepted, including self-archiving policies. Those licensing terms 
will supersede any other terms that the author or any third party may assert apply to any version of the 
manuscript. 
 
If you have posted a preprint on any preprint server, please ensure that the preprint details are updated 
with a publication reference, including the DOI and a URL to the published version of the article on the 
journal website. 
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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. As soon as your article is published, you will receive an automated email with your shareable 
link. 
 
Please note that you and your coauthors may order reprints and single copies of the issue containing 
your article through Springer Nature Limited's reprint website, which is located at 
http://www.nature.com/reprints/author-reprints.html. If there are any questions about reprints please 
send an email to author-reprints@nature.com and someone will assist you.  
 
Please feel free to contact me if you have questions about any of these points.  
 
Best regards, 
Nina  
 
Nina Vogt, PhD 
Senior Editor 
Nature Methods  
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