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Reviewer Comments to Author: 

Overall the manuscript it well written and provides a valuable resource to the community, it is clear that 

the checklist has been given a great deal of thought and that it has been tested in real-world situations 

with the iterative changes made resulting in a set of recommendations that could lead to greater 

interoperability of these very important data. 

While I do have quite a number of minor concerns that I believe would improve the manuscript and 

PHA4GE Excel template, there is nothing that should prevent the acceptance of this manuscript. Here I 

list the minor points that I would like to see addressed: 

1 - In table 1, there are links to a number of protocols.io URLs, these should be updated to use the DOIs 

instead. 

2 - Table 2 has the title "Minimal (required) contextual data fields", but some of the fields listed in table 

2 are in the template spreadsheet as recommended (not required), e.g. purpose of sequencing, purpose 

of sequencing details. Please check which is correct and amend as appropriate. 

3 - In table 3, the 3rd row "COVID-19 Genomic Surveillance Regional Network (Latin America) EMBL-EBI 

ERR6279617, ERP130439, ERS6651658, ERX5914442" contains details of an ENA submitted example. I 

am unsure why all 4 accessions for the various part of the same submission (run, experiment, sample 

and project level metadata) are given? I believe the only relevant accession here is that of the sample 

metadata, and in that case the BioSample accession (SAMEA8968916) should be quoted instead of the 

multiple ENA accessions. 

The remainder of my concerns are related to the Excel file "PHA4GE SARS-CoV-2 Contextual Data 

Template.xlsx": 

4 - With the stated intention of the specification being to provide a mechanism for consistent metadata 

to aid integration of data, it would be of a great benefit for the "pick lists" given to make better use of 

ontologies/vocabularies. Clearly some of the selected values in those pick-lists are from well curated 

sources, but no links have been included which will mean someone will have to re-do those mappings 

again in the future. I strongly recommend that where possible the 

CURIE(https://www.w3.org/TR/curie/) of the value be included, e.g. Blood [UBERON:0000178] 

Where a suggested "pick list" value has not been selected from (and referenced to) a curated source the 

authors should include adequate descriptions of the suggested term to avoid any unnecessary confusion 

about the meanings. For example in "purpose of sampling"; how does "Cluster/Outbreak Investigation" 

differ from either "Research" or "Surveillance"? Having definitions on the picklist terms will allow users 

to pick the most appropriate value(s). 

5 - The null value options appear to be from the INSDC suggested null values, which is a fine choice, but 



they should be defined here or reference the INSDC as the source of meanings of those. 

6 - In some cases the null value options include "missing" and "unknown", please clarify the difference? 

the use of the controlled vocabulary for null terms is to avoid this sort of confusion, so introducing it 

again in the "pick lists" should be avoided is possible. 

7 - I have concerns over the usage and definitions of these 3 related terms in the checklist: 

anatomical material 

anatomical part 

body product 

The pick list values for "anatomical material" are all either anatomical parts OR body products, and the 

definitions do not clarify the differences. 

There are only 2 distinct terms in the GSC-MIxS human-associated checklist that I think are equivalents 

to the anatomical part and body product terms listed in this package, perhaps "anatomical material" is 

not required?: 

host body site - Name of body site where the sample was obtained from, such as a specific organ or 

tissue (tongue, lung etc...). For foundational model of anatomy ontology (fma) (v 4.11.0) or Uber-

anatomy ontology (UBERON) (v releases/2014-06-15) terms, please see 

http://purl.bioontology.org/ontology/FMA or http://purl.bioontology.org/ontology/UBERON 

host body product - Substance produced by the body, e.g. Stool, mucus, where the sample was obtained 

from. For foundational model of anatomy ontology (fma) or Uber-anatomy ontology (UBERON) terms, 

please see https://www.ebi.ac.uk/ols/ontologies/fma or https://www.ebi.ac.uk/ols/ontologies/uberon 

8 - With regards to the Reference guide tab in the spreadsheet, the authors have include a column for 

mapping to "MIxS v5" and another for mapping to "MIGS Virus, Host-Associated Field". I applaud the 

efforts to provide such mappings, thank you. However, the GSC MIGS virus checklist is in fact a part of 

the MIxS family of checklists, so there should be no differences between those columns. In the attached 

spreadsheet I have suggested that those two columns be replaced by 1 column called "GSC MIGS Virus, 

Human-associated (v5)", in addition I have added in more mappings that appear to have been missed. 

9 - Finally, there are a number of other more minor points to do with the Excel template/reference 

guide, I have added many comments in the relevant cells of the spreadsheet (and highlighted those cells 

in red), some are just comments for your information about the GSC checklists, others are things that 

you may be able to address. 
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