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Disclaimer

This method is under development and assessment for suitability of use. It is likely that modifications will be
made to improve the method.
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Abstract

PURPOSE: After data are submitted to NCBI submitters often encounter the need to update, retract, or replace
these records. This is called data curation. This protocol provides instructions for making data curation requests at
NCBI.

SCOPE: This protocol applies specifically to NCBI pathogen genome submissions falling within the scope of
Pathogen Detection efforts (see here). Briefly, this includes whole genome sequence data submissions of
bacterial pathogens, which is the primary submission type for FDA's GenomeTrakr network.

Version history:

V5: Significant edits to the protocol including new guidance for primary contacts at NCBI. This protocol was also
forked, with the current version focused on whole genome sequence data for bacterial pathogens, and the other
protocol (in development) focusing on other data types for pathogens (metagenomic, targeted amplicon, other
enrichment panels).

V4: Clarifying protocol for SRA retraction.

V3: Update to BioSample section, providing further guidance on updating taxonomic names.

V2. Edit submissions using the NCBI portal (Manage data). Moved "how to find my data" content to a new protocol

Before start

This protocol applies specifically to NCBI pathogen genome submissions falling within the scope of Pathogen
Detection efforts (see here). Briefly, this includes whole genome sequence data submissions of bacterial
pathogens.

For curation requests for data that align with these criteria, the NCBI Pathogen Detection team will serve as your
primary contact at NCBI: pd-help@ncbi.nim.nih.gov. They will coordinate with other NCBI databases to manage
each curation request, covering BioSample, BioProject, SRA, GenBank, and Pathogen Detection.

For NCBI submissions that fall outside the purview of the Pathogen Detection pipeline, including viral genomes,
targeted amplicon datasets, data derived from NGS pathogen panels, or, specifically, SARS-CoV-2 in wastewater,
the curation process will be performed by each respective database team. Protocol in development.
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BioProject Curation for BioProjects linked to NCBI Pathogen Detection

1 How to make edits to BioProject records:

1.1  To edit Title, Organism, Description, URL, or publications for your BioProject, follow
steps 1-6 below.

1. Click on the "Manage Data" tab within the submission portal, or navigate directly to
"Manage Data": https://dataview.ncbi.nim.nih.gov

Submission Portal My submis‘siuns Manage data Groups My profile

e

Submission Portal

Submit to the world's largest public repository of biological and scientific information

Type a few words about the sequence data you are submitting and select an option to learn more. You can also
browse submission information below.

What do you want to submit?

Enter a few words about your sequence data.

Suggest tool

2. In the menu, select the "BioProject (##)" tab. A complete list of your NCBI group
bioprojects will be displayed.

3. Click on the BioProject that you need to edit.
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Submission Portal Home My submissions Managedsta Groups Templates My profle
Manage Data
"

All(159,136)  BioProject (117) _ BioSample (89,625)  SRA (69,394)

Fiter by satus: Clearsll Fiter by date:

z
L) Fomaste Todse (111060 &

PRINATS1385  GenomeTraks wastewater project:Data ofLimited Quaity
PRINATZ4S54  GenomeTraks umbrella project for ersinia enterocolitca

20211026 20211026

PRINATETE00  GenomeTrake wasteater project: potocolplot exercse o @ 20211001 20111001
PRINATSS008  GenomeTrakr umibreli project  Released 20210826 2210827

 Released 20210828 20210820
nuNnm:aK  Released 20210730 20210730
PRUNATZZZ02 SAMNIOIOIOE0  SRRIGSOIES v Releassd 20210504 20210504
PRINATIESAS SAMNZOO79938  SRRISOASIZS v Released 20210329 20210329

4. Fields available for editing will be displayed after selecting a BioProject.

Manage Data > BioProject: PRINA757447

BioProject accession PRINATS7447
@ siosamples
[ B
Status + Released
Release date 20210824
Greated 202108241654
Updated 200108241654
Tite Traks wastewater

(o) &~

i
e
Eza gl
— P
w— i
— B

Taxonomy 10527639

re— () &~
—

5. Click in any of the edit/add fields and proceed to add the corresponding BioProject
information. Once the information is changed or added, click next and submit.

Edit title and description
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1.2

Confirm title and description change

6. A confirmation prompt will indicate that your updates are in progress.

Submission Portal Home My submissions Managedata Groups Templates My profile

Manage Data > BioProject: PRINA757447

i jg o f@ 8

) i

To request additional assistance with your BioProject, follow steps 1and 2 below. This
includes, but is not limited to:

= Questions about errors or processing of a BioProject submission

= Convert a Data BioProject to an Umbrella BioProject

= Re-assign a BioProject from one Umbrella BioProject to another

1. For Pathogen Detection submissions ONLY:

Send an email to PD-help (pd-help@ncbi.nlm.nih.gov), so they can ensure all linked

records are changed (GenBank, etc.). Include the BioProject accession in the email
subject line.

2. For all other submissions (non-Pathogen Detection), send an email to:

bioprojecthelp@ncbi.nlm.nih.gov. Include the BioProject accession in the email subject
line.
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BioSample Curation for records included NCBI Pathogen Detection

2 How to edit BioSamples:

2.1 Al edits or updates to PD BioSample records are submitted via email to PD-help:
TO: pd-help@ncbi.nim.nih.gov
Send all change and retraction requests to PD-help, so they can ensure all linked records
are
changed (GenBank, etc.).

Use this email for the following tasks. Include your lab and the request date in your
subject
line for easy tracking, eg “FDA BioSample update, Dec 10, 2019".

= Questions about validation errors or processing of a BioSample submission.
= Update, correct, or add fields/attributes to a BioSample(s)

= Retraction

= Add a linkage or re-assign linkage to a BioProject

= Add or change a strain or isolate field to an existing BioSample where one has been
lacking (necessary for the isolate's assembly to appear in GenBank). NOTE, there is
now a list of terms that results in a failure to process the isolate and it will not be
processed at all in Pathogen Detection. Do not use these terms in the strain/isolate
fields:

. bacteria

. sp.

. strain

. environmental

. soil

. clinical isolate

. NA

. whole organism

. Microbial

. Any kind of taxonomic information, such as genus name or species name

© 00N O O b WDN P

=
o
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2.2

2.3

= Taxonomic updates: send to "pd-help@ncbi.him.nih.gov" on these requests to ensure

taxonomic changes get propagated fully across NCBI databases. The organism'’s
name should include the binomial name (Genus species), subspecies where present,
plus serovar/serotype information. In cases where the BioSample attributes
serovar/serotype were populated (e.g. with traditional serotyping results), ensure they
are also updated as needed. Special note about Salmonella enterica isolates: please
submit or update serotyping information in the serovar field, not the serotype field.

You will receive a confirmation email that the updates were performed. These types of
transactions are common for this database, so do not hesitate to submit requests as
needed.

How to retract one or multiple BioSamples

Note

TO:_pd-help@ncbi.nim.nih.gov
Dear PD-Help,
Please retract the following BioSamples due to sample mix-ups (or other reason):

SAMN########
SAMN########
SAMN########
SAMN########

Thank you,
Ruth

How to update content in metadata fields or add new fields/attributes to a BioSample
record(s):

Note

TO: pd-help@ncbi.nim.nih.gov
Dear PD-Help,
Please update the attached BioSample records.

Thanks,
Ruth

Attach a tab-delimited text file with the BioSample accessions in the first column and
fields to update the right. You can attach a table to update one or multiple records at a
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time.

Examples:
B FDA_biosample_update_20220203...

(adding "sequenced_by" and "project_name" to a biosample)

= The following table will update the collection date and isolation source on one
BioSample record:

BioSample collection_date | isolation_source

SAMN12987335 2019-10-12 cilantro

Tab-delimited table for updating a BioSample record.

2.4  Re-assign a BioSample from one BioProject to another:
Submit an update request with the new BioProject accession(s) specified in a column. If
the BioSample has associated SRA or GenBank data, then please also request that these
objects get reassigned to the new BioProject.

Note

TO: pd-help@ncbi.nim.nih.gov

Dear PD-Help,

Please process the attached BioSample updates and remove all previous BioProject links.

Thanks,
Ruth

SRA curation for records included in NCBI Pathogen Detection

3 SRA updates and retractions:

3.1 Make updates within the submission portal:

The following types of updates can be made within the submission portal under the
"Manage data” tab:
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= Sequence metadata, such as library ID, library strategy, sequencing platform or
instrument.

= Associated BioSample or BioProject accession numbers
= Release date

1. Click on the "Manage Data" tab within the submission portal, or navigate directly to
"Manage Data": https://dataview.ncbi.nlm.nih.gov

2. Query for SRR accession you'd like to update:

& maria_sanchez 2015

Submission Portal

Home Mysubmissions Mansgedata Groups Templates My profile

Manage Data

SRR9283105 E=

All(1)  BioProject (0) BioSample (0)  SRA (1)

Filter by status: Glearall  Filter by date:

Released (1) From date [ YYYV-MMDD 8| Todate [ rvyvamioD 8
Accossion  Tile BioProject  BioSample Library 1D Files Staws Relcasa date  Updated
SRR928310S MiSeq sequence ichiacoli  PRUNAZ30I69 SAMNIZ036217  NexteraXTibrary SEQO00D935S6 - FDADOT4288.S6.L001.R1_00Lfastqgz Released 0190612 20190612

FDAODD14288_S6.L001_R2 001 fasta oz
& Download (] records

3. Click on the BioProject accession link:

National Library of Medicine

Submission Portal

Home Mysubmissions Managedata Groups Templates

Manage Data

My profile
SRR9283105

All(1)  BioProject (0)  BioSample (0)  SRA (1)

Filter by status:

Clearsll  Filter by date:
Released (1)

From date | YY¥Y-MM-DD 8| Todate | YYYY-Mi-DD B
Accession  Title BioProject BioSample Library D
SRR92831D5

Files
MiSeq sequence ichia coli

Statug.
FDAODD14288_S6 L001_R1_001.fastq.gz v Released
FOAODO14288.S6.L001_R2.001.fastq gz
& Download () records

Release date  Updated
PRINAZ30969  SAMNIZ036217  Nextera XT iibrary SEQD00093556

20190612 | 2019-06-12

4. All the SRA records submitted to this BioProject can now be edited! Scroll down the
BioProject page until the list of SRA records in that BioProject becomes visible and

search for the one(s) you want to edit. Select the records you want to edit by clicking the

check box beside them.

February 26, 2024
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[] Relensed ) [ Ener() [ Suppressed (©) [ withdrawn (0 | SRR9283105

Once you've made your selection(s), click 'Edit metadata'.
SRA(1)  BioSample (6,384)

[ Released (1) [] Enor 0} [ Sumpressed (0) (] Withdrawn (0) | SRR9283105 x
— "
SPRY283105 Whole genome Ifumina MiSie sequence of Escherichis coll Nextern XT fibcary SEQ000993556 FRIADI01 4288 551 0OT_R1_001 fasta g SAMN12036217  Relossed 20190612

FDADO0}4288 S5 LOOY_R2 001 fesia g

5. You can now edit the metadata directly for this record. For example, if you need to
correct a sample-swap you can enter the correct BioSample accession here and the
sequence will get re-parented. There are drop-down lists for some attributes.

of Medicine

Submission Portal Home My submissions Managedata Groups Templstss My profile
Manage Data > BioProject: PRINA230969 > Edit SRA Metadata [(omeer]
@ vome
T L o T e e R T T T

WEO2 o et oo o
ox

>
"

uuuuu

When you make a change, the field will turn yellow. When you are done making changes,
click 'Submit'.
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Submission Portal Home My subminsions Manage data  Groups

Manage Data > BioProject: PRINA230969 > Edit SRA Metadata ©
@ vodae

A accession  Biaprjoctsccossion.  BeSampl sccestion % Lieary 10 © *rieo  Ubrarysirategy k Ubrary souree k Ubeary seloeion % Library layout  Piattorm & nstrmert modal
{| sao2s03  PrONAZ0I Sawn Nerern T/ = fEschrcchincall WGs Genowic  + RanDs o PaRcD LLUMPA * [NexSea 7000 |

7 0

* Design description &
MiSeq deen shotgun sequen

3.2  SRAretraction
An SRA record should only be retracted for the following reasons:

1. Discovery of poor quality data. Lab intends to re-generate data (starting at
appropriate wet-lab step, re-isolation, DNA extraction, library prep, or sequencing)
and re-submit the data.

2. Sample mix-ups that cannot be resolved by re-parenting or correcting the
BioSamples. Lab intends to re-generate (starting at appropriate wet-lab step, re-
isolation, DNA extraction, library prep, or sequencing) and re-submit the data.

3. Discovery of multiple runs per isolate. Laboratory would like to have only one run per
isolate in the system. No re-sequencing planned.

DO NOT retract an SRA submission, then attempt to re-submit the same files. This will
get flagged as a duplicate within NCBI's validation check and will be rejected.

Emails for SRA retraction: pd-help@ncbi.nlm.nih.gov

Send all retraction requests to PD-help, so they can ensure all linked records are
retracted

(GenBank, etc.).

Emails should include a list of SRR accessions to retract and reason for retraction (i.e.
sample mix-up, quality of data, etc.).

Email template:
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Note

TO: pd-help@ncbi.nim.nih.gov
SUBJECT: FDA SRA retractions, Dec 10, 2019
Dear PD-Help,

Please retract the following SRR accessions and any linked assemblies or PD analyses due
to XXX issue. This request has been submitted using the NCBI submission portal.

We will re-sequence these isolates and re-submit new data.

SRRXXXXXX1
SRRXXXXXX2
SRRXXXXXX3

Thanks,
Ruth

3.3  To move SRA data from one BioProject to another, if not able to do so in the portal:

In the event that submission portal does not allow, and this is not for the specific
BioSample attribute in OHE for BioProject Accession, do the following (Note: This a
costly change, and labs should ensure this is a rare change):

Send an email to pd-help@ncbi.nim.nih.gov
Send all move requests to PD-help, so they can ensure all linked records are retracted
(GenBank, etc.).
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