
Data Submission
Caveat: This handout may have serious errors… There seems to challenges with the way NCBI routes you through their system. You may be prompted to make a biosample. You do not need to make a biosample profile – try to avoid this. 

[bookmark: _GoBack]This section describes how to submit a Whole Genome Shotgun (WGS) submission to Genbank. We also recommend allowing NCBI to annotate the genome, since submitting RAST annotations to Genbank can be prohibitively complicated. The genomes are automatically shared with the DNA Data Bank of Japan (DDBJ) and the European Molecular Biology Laboratory (EBML). In addition, genomes from Genbank are automatically pulled into the Integrated Microbial Genomes (IMG) database hosted at the Joint Genome Institute (JGI), and are annotated there as well. 
Navigate to http://www.ncbi.nlm.nih.gov and  login. 
Login: eisenlab
Password: eisenlab5311

Then navigate to:
https://submit.ncbi.nlm.nih.gov/subs/wgs/

Click on “New submission”. 
Below, in italics, are the responses that we will use for these projects.

Submitter

DON’T CHANGE ANY OF THIS INFORMATION
[image: ]


Target

Organism Name
We have this for all of your strains, see the tab in the Class Lab Book called “Final taxonomy”
Skip all optional info

General info
Chose Release immediately following curation

Project Title
Auto fills 

Public Description
Basically the title of genome announcement: Draft Genome Sequence of… 

Follow the BioSample Link - BioSample Submission (break-out)
1. General Info
Release immediately following curation
2. Sample type
Microbe[image: ]
3. Attributes
Sample Name
Same as strain (i.e. UCD-FRSSP16_30)

Organism
Genus species

Strain
UCD-FRSSP16_
i.e. UCD-FRSSP16_38

Host 
White abalone: Haliotis sorenseni
Red abalone: Haliotis rufescens

Isolation source:
feces

Collection Date
21-Mar-2016

Geographic Location
USA:CA: Bodega Marine lab
UC Davis-Bodega Marine Lab, Westshore Rd, Bodega Bay, CA

Sample Type
Culture 


*If you get a warning, if it's yellow don't worry about it, just click continue.
If it’s red, worry.*




[bookmark: h.gjdgxs][image: ]
Assembly Method
Choose other
fill in the blank with A5 Assembly Pipeline 
a5-miseq

Version or date program was run
(version can be found in the asssembly_stats.csv file).

 Assembly name
give your assembly an appropriate name.

Genome coverage
(can be found in the asssembly_stats.csv file, use the raw coverage stat).

Sequencing technology 
Illumina (Miseq).


[image: ]

Is this the full representation of the genome? 
Yes.

Is this the final version? 
Yes.

Is it a de novo assembly? 
Yes.

Is it an update of existing submission? 
No.

[image: ]

[image: ]


Type 
Prokaryote 

Bacteria and/or source DNA is available from 
Jim Moore, Shellfish Health Lab, California Fish and Wildlife => this works


[image: ]

We have files for traditional…
FASTA

Do you have AGP files…
No. 
[bookmark: h.tjr8u4l5xy8o]Assignment
Required fields are marked with asterisk *
* Is any sequence a complete chromosome?
·  No
* Does any sequence belong to a plasmid? No

[image: ]

Sequence Authors
Your name
David A Coil
Ashley Vater

Publication status
Unpublished

Referene Title 
Draft genome of genus and species (i.e. Draft genome of Vibrio sp.) 

Reference authors
Same as sequence authors



[image: ]


STOP!!!
Do NOT submit until David (or maybe ASHLEY) has verified that everything is correct here!!!!!!!!!!

Only then… Click “Submit” and confirm submission. David will immediately receive a confirmation email but it takes some time before the information is actually live at NCBI.
1
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1 GENERAL INFO 2 SAMPLE TYPE 3 ATTRIBUTES

Attributes

Package Microbe; version 1.0

+ Sample Name &

* Organism &
strain & isolate &

3 Atleast one s required
host & isolation source &

3 Atleast one s required

* collection date &

* geographic location &

* sample type &
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General Information
BioProject

* Did you already register a BioProject for this research, eg for the submission of the reads to SRA and/or of the genome to GenBank?
OYes @No

© The BioProject bundles the data for this research project.

Biosample

* Did you already register a BioSample for this sample, eg for the submission of the reads to SRA and/or of the genome to GenBank?
OYes @No

© The Biosample stores the detailed metadata of the sample that was sequenced.

Release date

# When this submission should be released to the public:
@ Release immediately following curation
(O Release on specified date (not viewable until this date or the release of linked data, whichever is first)

Genome assembly metadata

() Genome assembly structured comment is in the contig .sqn file

Assembly date &
* Assembly method & # Version or date program was run @ Delete
|A5-miseq :| 20140604 °
©Add another assembly method

Assembly name @

[Enterococcus faecalis UCD-PD3 |

* Genome coverage @

a6x

# Sequencing technology Delete

[ Humina Misea e

©Add another sequencing technology
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* Did your sample include the full genome?

@ Yes (even for draft genomes or if a prokaryotic genome assembly may not include plasmids) () No, | deliberately selected a subset of the genome (e.g. only one chromosome of a eukaryote or only the non-repetitive regions of the genome)

*Is this the final version? &
@ves

*Is ita de novo assembly?
@ Yes

*Is it an update of existing submission?

Yes (s)No

Submission title &

Private comments to NCBI staff &





image5.png
* Public description @

Draft genome sequence of Enterococcus faecalis
UCD-PD3]

4

Relevance &

c—3

External Links

Link description &

URL @ Delete

©Add another link

NIH Grants

©Add grants

Non NIH Grants

Grant ID & Agency &

Agency abbr. & Grant title ©

©Add another grant

Consortium name &

Consortium URL &

Cont

Delete

@ Required fields are
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Source
Organism

Organism name
Enterococcus faecalis
* Type

Metagenome
- Prokaryote

Fungi

Other Eukaryote

Prokaryote source

acteria and/or source DNA is available from &
Jonathan Eisen, UC Davis

@ Annotate this prokaryotic genome in the NCBI Prokaryotic Annotation Pipeline before being released

© Annotate this prokaryotic genome in the NCBI Prokaryotic Annotation Pipeline before being
released.
If no Release date has been requested in this form, the PGAP-annotated genome
released upon completion of processing.
If you would like an opportunity to review the PGAP annotation prior to release, please
Specify a Release date on the General Information page.

be
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Files for submission

(@ We have files for traditional split contigs OR gapped sequences
(OWe are submitting just the AGP file(s) for a genome assembly; the wgs contigs and any other components of the AGP file are already in GenBank

ASN.1 (:san) @ FASTA

@ Current versions of browsers Firefox, Chrome, Safari or Internet Explorer are recommended.
There can be problems uploading files with Internet Explorer 8 or older.

© To upload large eukaryotic files (arger than 2GB), please use Aspera plugin.
Please note: in order to use Aspera for file upload with Chrome, you need to update Aspera
Connect plugin to version 3.6 or newer. More details...
[ Choose Files | No file chosen
@ berg56.contigs.fasta

Do you have AGP files that assemble the individual contigs into scaffolds or chromosomes, OR assemble the submitted gapped sequences into chromosomes?
Yes (s)No
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References
Sequence authors.

* First (given) name MI_ * Last (family) name Delete

[Dana ] [R"| [De vries ] =)
[Petra ] [ [pahms ] €}
[David ] (a7 [coil ] €}
[Holly ] [H] [Ganz ] €}
[Jonathan ] [a"] [Eisen ] )

(©Add another sequence author

Reference

* Publication status
@ Unpublished OIn-press () Published

*# Reference

|Draft genome sequence of Enterococcus faecalis|

*# Reference authors
(2)Same as sequence authors () Specify new authors
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Overview

This Whole Genome Shotgun submission will be released immediately following curation.

Submitter

Submitter David Coil
deoil@ucdavis.edu

Submitting organization UC Davis

Department Genome Center

Street 451 Health Science Drive

City Davis

State/Province [

Postal code 95616

Country UsA

General information

BioSample SUB1522994

Assembly methods AS-miseq 20140604

Assembly name Enterococcus faecalis UCD-PD3

Genome coverage 46.0

Sequencing technologies lllumina MiSeq

Do you want to submit the PacBio reads

and the motif_summary.csv analysis file
that is produced by the standard

PacBio methylation analysis program?

Did your sample include the full genome?yes
Is this the final version? yes
Is it a de novo assembly? yes

Is it an update of existing submission? no
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BioProject submission: SUB1527996

New

2 PROJECT TYPE 3 TARGET 4 GENERAL INFO 5 BIOSAMPLE 6 PUBLICATIONS 7 OVERVIEW

Submitter

* First (given) name  Middle name 3 Last (family) name

David A Col

* E-mail (primary) E-mail (secondary)

dcoi@ucdavis.edu © Atleast one e-mai should be from the organization's domain.
* Submitting organization Submitting organization URL * Department

UC Davis (Genome Center

Phone & Fax &

* Street * City * State/Province * Postal code % Country

451 Health Science Drive Davis cA 95616 USA A

Updote my contact formation  rofe




