m o h functional genomics center zurich
Zurlc f Q-c-z

ENA Submission Guide

Universityof | ETH

Z - hUZH Eidgendssische Technische Hochschule Ziirich
u rlc Swiss Federal Institute of Technology Zurich




functional genomics center zurich

ot UA™) University of
ETHzurich ) zoich f ooz

https://www.ebi.ac.uk/ena/submit/sra/#newSubmission-studyChoice-start

* Create a New 800
* | (Q search "B 9 AO =

i i ‘ <= ’ : attps:/ /www.ebi.ac.uk/ena/submit/sra/#newSubmission-¢ <
Submission 21
[ J An d REgister EMBL-EBI i Services Research | Training =About us —r:‘

A ENA

St u d y European Nucleotide Archive

ENA Home | Search & Browse | Submit & Update | About ENA | Contact | FAQ
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Start >> Study

>> Finish

) and samples To submit

You can use this service to submit sequence reads and genom nblies and to register studies (pr
sequences other than reads or assemblies please use EMBL-Bank Webin To register umbrella studies, used to group together

sequencing studies, please contact datasubs @ebi.ac.uk

Please select the type of submission you would like to make:

Submit sequence reads and experiments

(*) Register study (project)

Studies (projects) can be pre-registered before submitting data into ENA.

Register samples

Submit assemblies

Next >>

£ 5 Restart Submission




functional genomics center zurich

ot University of
ETHzurich Zurich™ ooz

* Provide the AR

(€ )& | het www.ebi.ac.uk/ena/submit/sra/#newsSt stud Search B 93 ae =

project description
a n d S u b m it | Please provide attributes to add a deeper description of the study:

Please specify the release date of your study:
This is when your study will be made public. Tag FleldType

* Then you will
Add
a | re a d y h a Ve a Please provide a short name for the study: Please provide PubMed IDs of publications you want to associate
with the study:

(numeric value)

study accession pubted s

Add

y Please provide a short descriptive title for the study: (*) For genome assembly projects only: In this study, will you provide

functional genome annotation? (*)
PLEASE ANSWER WITH YES IF YOU HAVE ANNOTATION: Locus tag

a S r e fe r e n C e t O prefixes are only associated to studies providing functional genome
annotation.

Yes

your manuscript

Please provide an abstract to describe the study in detail: (*)

<< Previous Submit

£4 Restart Submission




functional genomics center zurich

ot University of
ETHzurich f ooz

https://www.ebi.ac.uk/ena/submit/sra/#newSubmission-
sequenceChoice-start

8 00 Webin +

:‘é“é £ https:/ /www.ebi.ac.uk/ena/submit/sra/#ne ¢ EmmanuelKarc ) i (B ©@ & A © =

* Now Submit sequence
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* Click Next A vENA

European Nucleotide Archive
ENA Home | Search & Browse = Submit & Update | About ENA Contact | FAQ

* Do not launch the | | B
Contact Helpdesk g Webin-38585 Logout
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u p I O a d e r Start >> Study >> Sample >> Run >> Finish

You can use this service to submit sequence reads and genome assemblies and to register studies (projects) and
samples To submit sequences other than reads or assemblies please use EMBL-Bank Webin To register umbrella
studies, used to group together sequencing studies, please contact datasubs @ebi.ac.uk

Please select the type of submission you would like to make:

(®)Submit sequence reads and experiments

Raw sequences must be up ed in one of the supported data formats before they can be submitted. All data
submitted in a single submission will be associated with the same study. Data for different studies must be
submitted in separate submissions. The study and the sequenced samples can be either pre-registered or
registered during the submission process. Please note that each individual study and sample should be
registered only once. In addition, you will be asked to provide information about the sequencing libraries and
instruments. Please quote the study accession number (ERP*) when citing data submitted to ENA.

Register study (project)
Register samples

Submit assemblies

The first step of your submission is to upload data files. Please click the Uploader button to launch the Uploader. If you hav
proceed directly to the next step.

Launch Uploader
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* Select the study to
which you want to
add the reads 800
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Select an existing study or Create a new study

Search by: Accession / Unigue name:  PRIEB14416 P

Search History

You searched all your study(s).

You searched study(s) : PRJEB14416.

Show: (s)accession unique name ¢ Refresh
Primary Secondary Submission
Accession Accession LT 2O Date e
My short
™ PRJEB14416 ERP016058 descrtiptive title :Igs[sr[:gty 15-Jun-2016 Confidential
for the study
1-10f 1
Selected items: PRJEB14416.
<< Previous Next >>
£4 Restart Submission
EMBL-EBI i Services Research Training Industry About us
News By topic Overview Overview Overview Overview
Brochures By name (A-Z) Publications Train at EBI Members Area Leadership
Contact us Help & Support Research groups Train outside EBI Workshops Funding
Intranet Postdocs & PhDs Train online SME Forum Background
Contact Contact Industry Collaboration
organisers programme Jobs
People & groups

i —



ETH:zurich

University of

functional genomics center zurich

f-g-c-z

* Download the
Excel
Template for
the Samples

Webin +
(€ )R www.ebi.ac.uk/e s ewSut mpleCho p c Emmanuel Karouzakis > ) 77 (8 & 4 A& © =
Home New Submission Studies Sample Groups I Samples I Experiments. Runs I Assemblies I Variations
Start « >> Sample >> Finish
Please create new samples by uploading a spreadsheet or by following the instructions below.
@ Please select the checklist fields you would like to include with @ Please complete any fields that you would like to apply to all
each sample. Recommended fields can be unselected from within samples. This will act as a template for the rest of the samples.
the corresponding attribute group on the left-hand side panel. You
may also add custom fields. R B
Template Basic Details
i)
©

Unique Name Prefix:

* Scientific Name:

0 of 30 fields selected Common Name:

v Download Template |

+ Expand = Collapse

<< Previous

#4 Restart Submission

+ Add * Title:

Part and developmental stage of organism Description: 9

Collection event information

Organism characteristics
Pointer to physical material T
m Infraspecies information @ If your organism is not found please go here and email

X datasubs@ebi.ac.uk with the required details listed on the
User Flelds page in order for us to request a taxon Id for your organism.
Search: \ ©
* Tax Id 090

Next >>
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* Example for the
minimum Excel
template:

_ A B C D E F G
1 | #checklist_a¢ ERC000011 ;
2 |#unique_name_prefix |
3 |sample_alias tax_id scientific_na common_na sample_title sample_description
4 |#template 10050 Mus muscult house mouse Title |
5 10090 Mus muscult house mouse Title |
6 |
I R D e |
8
9
10
11
12

* You can add additional columns if wanted
* Upload the spread sheet.
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® F I n a I |y yo u Ca n S e I e Ct Please select the file format. If you have files of different types please submit them in seperate submissions.
H c
the samples with the
BAM
selection boxes
(+)One Fastq file (Single)
® Th e n yo u Down Ioa d One fastq file containing single fragment reads is submitted for each run. All technical sequences
including adaptor sequences, linker sequences and barcode sequences must be removed from the
reads before submission.
Spreadsheet
p Two Fastq files (Paired)
* In the downloaded ComvietsGeromc
PacBio HDF5
template you can add
t h e ﬁ I e n a m eS Of t h e Mandatory fields are denoted by (*).

fa Stq ﬁ I eS a n d t h e M D5 v Download Spreadsheet A Upload Spreadsheet

[Sample reference 0 @ . @ \
suggestions] @ Sample reference (*) @ Instrument Model (*) @ Library Name @

S u m S ® sample2 M sample2 M
* Upload Spreadsheet *
* Done

SFF
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#4 Restart Submission




