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Submitting high-throughput sequence data to GEO

= Introduction

» Categories of sequence submissions processed by GEO
= Deposit instructions

= Raw data file formats

= Data submission

Introduction )

GEC archives warious categories of functional genomic sequence data generated by next-generation sequencing
methodologies., We accept data for studies that examine gene expression profiling, gene regulation and epigenetics.
To see existing next-generation sequence records in GED, see links to example records for specific data categories

or browse all next-generation sequence studies in GEQ DataSets,

Data provision and standards Administration

RO carmenre suhmicssinn Arneardiires are desinned ta sl stamdard RO administratinon and mencessinn



http://www.ncbi.nlm.nih.gov/geo/info/seq.html

= 8 N F HIEGEO 4% F Bt

1.2 ##A http://www.ncbi.nlm. nih. gov/geo/submitter/

Fr S BIGEOHE AZ #S A& i i NCBT SR SEHIL I

WERBANCBING /1 R 230 ) Fr Sk G EENCBIIK s 15 Wt st s A2 T2 Y
Sk EANGEOS S . 2 fe da W8 A 1 i i B AGEOR 321

Gene Expression Omnibus

GED Publications Fag MLAME Ermail GED

MCBI @ GED @ Submitter

Submitter login

You only need to log in if you want to submit data or update existing submissions, Browsing or downloading GEC's public holdings is
unrestricted and does not require an account,

Effective May 1st, 2013, all GEC SUh%erS must log in through My MCBI. If wou already have a My MCBI account, please login, Otherwise,
please create a My NCBI account here,

IMPORTANT: After logging in to My NCBI yvou will be given the option to link that account with yvour legacy GEC account and thereby gain
access to existing submissions,
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Submitter login

Investigator Submitter {Account manager)

Use this section to provide details about the o If the person responsible for submitting the
primary investiaator, This information will be Organization name™* data ta GEQ is different fraom the
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Gene Expression Omnibus

GEQ iz a public functional genomics data repositary supporting MIAME-compliant data
submissians. Array- and sequence-based data are accepted. Tools are provided to help users
guery and download experiments and curated gene expression profiles.

Search

Getting Started Tools Browse Content
Overview Search for Studies at GEO DataSets Repository Browser

FAQ Search for Gene Expression at GEO Profiles DataSets: 33
About GED DataSets Search GEO Docurmentation Series 47499
About GEO Profiles Analyze a Study with GEOZR Platforms: 12034
About GEO2ZR Analysis GED BLAST Samples: 1134860
Haowe to Construct a Query Programmatic Access

How to Download Data FTP Site

Information for Submitters

My GEO Submissions Submission Guidelines MIAME Standards
My GEO Profile Update Guidelines Citing and Linking to GEO
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Submitting data

GEOQ accepts many categories of high-throughput functional genomic data, including all array-based applications
and some high-throughput sequencing data.

We aim to make data deposit procedures as straightforward as possible and will provide as much assistance as
you require to get your data submitted to GEO. If you have problems or questions about submission, e-mail us
with a brief description of the type of data you are trying to submit, and one of our curators will guickly get back
to you.

Data types
I Submit microarray
I Submit high-throughput sequencing

I Submit other (includes NanoString, RT-PCR, traditional SAGE)

WARMING: If you are submitting human data, it is your responsibility to comply with Human Subject
Guidelines.
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Submitting high-throughput sequence data to GEO

= Assembling your submission
+ Metadata spreadsheet

+ Processed data files

*« Raw data files /
» Uploading your submission
= General Information

» Data provisions, standards and administration
* Categories of sequence submissions accepted by GEO

Uploading your submission £

There are two steps for submission:

1. Transfer your files to the GEQ FTP server. On your Submit
computer, create a folder named using your GEO
username (/kckangchen) whitch includes all required
submission files. Transfer the/ folder using instructions
at GEO File Transfer Protocdt (FTP). Do not transfer
files unless you are confident that you have a
submission that includes all required components (raw
data files, processed data files and metadata
spreadsheet).

2. Motify us after the FTP upload is complete using the
Submit to GEO web form.
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*» Metadata spreadsheet
Download metadata spreadsheet (template and examples)

Metadata refers to descriptive information about the overall study, individual samples, all protocols, and
references to processed and raw data file names. Information is supplied by completing all fields of a
metadata template spreadsheet. Guidelines on the content of each field are provided within the
spreadsheet.

Metadata spreadsheetxls FEEHET] - Microsoft Excel - = X
iy 2= L) fL= S @ - = x
=T—lr= _ 7 B || B He B | Z sk -

LA )] = [ |S=mes | =a Q0 B = Eiﬁ%;' A7 &

= = = -

oA = Hensms- (6. % oo ST 0 UTE EA HR OB Lme. FTO

AR E =i E o pred E 259 TR &5
| 419 -0 £ | 3
A B C D E F il
1 |# High-throughput seq ing d plate (version 2.1).
2 #All fields in this template must be completed.
3 |# Templ inil le data are found in the METADATA EXAMPLES spreadsheet tabs at the foot of this page.

4 # Field names (in blue on this page) should not be edited. Hover over cells containing field names to view field content guidelines.
5 # Human data. If there are patient privacy concerns regarding making data fully public through GEQ, please submit to NCBI's dbGaP (http://iwww.ncbi.nlm.nih.gov/gap/) database. dbGaP has conti
6

7 |SERIES

8 # This section describes the overall experiment.

9 [title " Next Generation Sequencing Facilitates Quantitative Analysis of Wild Type and Nri-- Retinal Transcriptomes

10 |summary " Purpose: Next-generation sequencing (NGS) has revolutionized systems-based analysis of cellular pathways. The goals of this study are to compare NGS-derived
11 summary Methods: Retinal mRMA profiles of 21-day-old wild-type (WT) and neural retina leucine zipper knockout (Nrl-/=} mice were generated by deep sequencing. in triplic
12 summary Results: Using an optimized data analysis workflow, we mapped about 30 million sequence reads per sample to the mouse genome (build mm3) and identified 16.0
13 |summary Conclusions: Qur study represents the first detailed analysis of retinal transcriptomes, with biologic replicates, generated by RNA-seq technology. The optimized d
14 loverall design " Retinal mRNA profiles of 21-day old wild type (WT) and Nr-- mice were generated by deep sequencing. in triplicate, using lllumina GAllx.

15 |contributor “Rebecca, A, Smith

16 |contributor :Dawd.Due

17 |supplementary file

18 |SRA center name code
19] 1

20 |SAMPLES

21 # This section lists and describes each of the biological Samples under investgation, as well as any protocols that are specific to individual Samples.
22 '# Additional "processed data file” or "raw file” columns may be included.

A

23 | Sample name title " source name " organism " characteristics: strain " characteristics: tissue
24 Sample 1 WT rep1 Retina Mus musculus C57BL/6 retina

25 |Sample 2 WT rep2 Retina Mus musculus C57BL/6 retina

26 Sample 3 Nrl-KO rep1 Retina Mus musculus C57BL/6 retina

27 Sample 4 Nrl-KO rep2 Retina Mus musculus C57BL/6 retina

28

29 |PROTOCOLS
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+« FTP instructions:

= Files may be transferred by many methods. Here are the ones we recommend:

s Windows and Mac 05 X: we recommend the free client software, Fila:

-

“ =}

1. Connect using the following FTP login information:
host ftp-private.ncbi.nlm.nib.gov
Flease use the fasp' directory.
username ;i==-"""""""°"°7
paEE‘wurd I] LU I T I :
I o e o e e e e e e - )
2. Drag-n-drop directory or file(s) into the /fasp directory on the FTP server. When transferring multiple
files please drop the files into a directory that includes vour GED username.
m Linux/Unix: we recommend that vou try ‘'neftp’. Optimized settings are detailed in this REELDME file.

Here is a typical 'ncftp’ session:

1.

2.

Connect to the server:

ncftp ftp://gec:D0gDAzrOva@ftp-private.ncbhi.nih.gov/fasp

Set buffer size (recommended for faster transfer):

set so-bufsize 33554432

Transfer an entire directory (named using vour GEC username) plus content using:
put -R GECQusername_directory
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3.2 &4 ERIE B FZFIP, REWUARE A P LK AL 6 A RHANfasp,
FRHEETE

& geo@ftp-priwvate. nchi. nlm. nih. gow — FileZilla

I E) iR E) EF () T IRSEE ) HE @ FEW AREET O
1-|[FEe ek 5128 TN
FHLH): [-2.nchinim.nih.goy | ARG geo TRD () e b {m{=hF
MElfy: 200 Type set to ] ”~
S PASY
O 227 Entering Passive Mode (120,14,29,20,70,32)
s STOR TGEW_sequence.txt.gz
MM 150 Opening BIMARY mode data connection for TGEY _sequence. txt.gz 2
AL [ v | iERgsE ffasp /. v
=y AN ~lED:f |2 ~
B I =) fasp
e O [ :sroa
e [ ¥ aj55x
e E: ) aladje
“'5 F: ¥ alexkozlen
= G ) alicat_fios
- K hs "1 altuna b
IrikE s Iredo | InisER boalan o n s ITtE BRI v R e ki Balay o PR o
o 3.5 FTHE ..
el FHUEEE [ :srea ik 2013-11-28 ... fledmpe ...
el FHI R ) 2i55x= gt o 2013-11-20 ... fledmpe ...
@ F: FHUREEE haladje oot 2013-12-3 2...  fledmpe ...
LLF: CD 3EEhEE [ alexdo. .. prat 2013-11-22 ... fledmps ...
G AIiEEIREE [halicat. .. hrat 2013-11-15 ...  fledmpe ...
LLE: Co 3E=hER [CDaltuna IR 2013-11-2T7 ...  fledmpe ...
) aunterml itk 2013-12-3 §... fledmpe ... %
< »
T T-BF 19 -3t 1 68 B F. FhBEit: 124,891, 220,541 FH
AR /A Hb i i FHE LI P A 1 v R
4 geo@ftp-private nehi.nl. ..
G "kangchenzhST_seque. . . —-—>> {faspfkangchenz/ST_sequen. . . 195,619,183 EE TETE 5
EFERS 00:00:49 Rl 00:12:54 15,073,280 F¥ (228.2 KiB/E)
G vkangchenghTGEY_zeq...  —=»F  [fazp/kangcheng/TGEV_zequ... 247,042,084 IFE IETE
EFERT 00:00:45  WlR o0cz001s 5,454, 144 FF (192.0 KiB/HH)
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+ Email notification: /

= After file transfer is complete, please e-mail GEDQ with the following information:

1. GEOQ account username (kangcheng);
2. Names of the directory and files deposited;
3. Public release date (required - up to 3 vears from now - FAQ).

- It is important to send us this e-mail notification because unannounced files will be removed from our FTP site
without being processed. We do not send automated confirmation that files have been received. You should
expect to receive an e-mail from a curator within 5 business days after you send us the notification (FAQ).




