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What do you want to submit?

Enter a few words about your sequence data.

Suggest tool

1. NCBI % Fi 8 EN A

1) GenBank
Mfk: http://www. ncbi.nlm. nih. gov/genbank/

GenBank /&3¢ [H [E 32 PART7Tle (NIHD JEPRF5IEdEE, & Fra AJFH) DNA FHIH
RS I - GenBank HHfs e 2t 5 b R L R B S0 | oAy R0 ) 1) AR ) 4 s 40 P
FAOE I A BRE LA T R TN SRS 5T

2) SRA
M3k: http://www. ncbi.nlm. nih. gov/sra/

FEMFFEE=EN P HYE . BF% Roche 454 GS System®, I1lumina Genome

Analyzer®, Applied BiosystemsSOLiD® System, HelicosHeliscope®, Complete Genomics®,

and Pacific Biosciences SMRT®,

3) TSA ( Transcriptome Shotgun Assembly )
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M3k: http://www. ncbi.nlm. nih. gov/genbank/tsa/
A7t B 2R AR P B L B PR AR B e s A 5

2. FERA

EAEFINCBL (KR, WAUEEIEARL, AT Loy il 3 S An i A o i o

JREHHE (Raw data) FEARZATATALILRIIFE NALSCH:, A8 AR L =AM B8 45
Forp A b e LA 11 Tumina A £/ fastq SCfF, 91 A8 FEAE T H 45 R Dy
AR BE ) fastq. gz SCMF. X —ZRU SO TR EEHRAC 3 NCBI 1y SRA Hdie 2, R bAE 77k
FATELE T B EA A4

I AT AR AR EEAEAN R 2 A B ARALBE 543 2 45 R U AR I R 2 A
[5) (KO 500 o T 5 SR, KL 9 3 A 445 SR8 5 B4R S B AN ) PO e P o L s X O 0 0 ) 28
BT & W RAR Sy FERI R Bk L. 16S/1TS WP, = FERIZHIN 74 . NCBI HiA
5] 8000 X L (R H0H0 P R 358 7 1 T 2 R e
http://www. ncbi. nlm. nih. gov/guide/howto/submit-sequence-data/ .

THE DL PR B N P AR S AR AR e S R R

e #E Hye
et R P AHE A=A PP SRA
T REFE R 4 2R 5T BRI . A SRR A GEO

ek (R 4H Fr A 4 2% FFEH SRR 2RI, JFURL, R R RN 25

SRR R R p—
e LR 1 whole genome shotgun (WGS) sequences. -

s HH 51 Transcript survey sequence assemblies TSA
TR A5 AR NSRS R B R 2 Metagenome

T ICHRIRATHELN A W B s HE A B SRA K GEO i dE .

v BERAL SRA HUEE

7] SRA R A — Ao UL R LA P BR::

1)  ¥VEMNCBI k55
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RIBOBIO it
BEENFER
2) Al BioProject & BioSample ID;
3) BioProject il BioSample GUR5EHE, FFHE %] SRA )M UL, % New Submission,
I TG SIS
4)  SERCERPIRIG, WL NCBT 2345 H— /N8 FTP K 5 R0 P41k 4z
5) WS FIKS B LA (BRI , BRI FileZilla B¢ Aspera b A%,
6) AUHRIIBER S, HERERSCEMA.

1. 7FH NCBI k5

FT 8582 https://www. ncbi. nlm. nih. gov/account/, W FNEFR, SRR

“Register for a NCBI account” , #EANZFEM UL, MSHEE(EE. #HEICRTTS%.

https://www. ncbi. nlm. nih. gov/books/NBK3842/#MyNCBI. Registering with My NCBI

Sign in to NCBI

Sign in with

*§ Google Login 3% Commons

See more 2rd parfy sign in options

CR

Sign in directly to NCBI

|NCBI Username |

|Pas sword |

# Keep me signed in

Forgot MCEBI usemame or password?

Reqister for an NCEBI account
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2. f]# BioProject } BioSample ID

Rl ALid B NCBL, #RF 2O XM HR AT — ML, SRR H R oL FEACR L
Ll G L5; BioProject Ml BioSample RPFHIAHFTCTNH A BT 5t MEURVESEHA

B5R.

—A~BioProject fREF—TMIFHFFIIH, "2 BioSample, tHA]PAELE £ IREE
% experiments, FTUATERAZEIETT, SSH1E BioProject Sl BioSample 5. W
BioSample =LA SAMN FF3k, U1 SAMNsskssk; BioProject 5 UL PRINA FF3k, f PRINAskskskss

XS T AL f5 42 SRA R R P .

2.1 fI& BioProject ID

N T EEREM T, A7 New submission:
https://submit. ncbi. nlm. nih. gov/subs/bioproject/
%5 NCBT 2 J5 St U 2 /A Submit Data, fEAG FAAIEHE BioProject & BioSample,

midi Learn more, #RJ5 s submits

m U.S. National Library of Medicine

National Center for Biotechnology Information

COVID-19 i i i
© Getthe latest publi i ion from CDC: irus.gov
Get the latest research from NiH: hitps: /www.nih.gov/coronavirus.

Submission Portal Home My submissions Managedata

BioProject

ATTN: toupdate an existing record, please email your request with your BioProject ID or Submission ID
included.

2.1.1 SUBMITTER

MRAEWEFIH Ko, HE—RIIEL, a2 RE, Eadim R

continue, fRAFEIHFMELR.
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FE RS B BRI (8], T EAZ M AT AE M £ NCBT 4 24 2 B

MNSUEMINEER) ) 2 PROJECT TYPE 3 TARGET 4 GENERALINFO 5 BioSAMPLE 6 PUBLICATIONS 7 REVIEW & SUBMIT
Submitter © Required fields are marked with 4 asterisk
 First (given) name  Middle name + Last (family) name
| | |
* Email (primary) Email (secondary)

‘ nan.cheng@ribobic.com ‘ | @ Atleastone email should be from the organization's domain.

Group for this submission
(iaaroupN) (affliation from my personal profile)

© You can create a group for shared submissions in your profile

# Submitting organization Submitting organization URL +# Department
Phone & Fax®
* Street * City State/Province + Postal code +# Country

a
3

2.1.2 PROJECT TYPE

Project Type: WIHRHE H CHIH KRk #E, — Moyl &l Fr 8o vl ik “Raw
sequence reads” .

Sample scope: #EXFSLUGHE X ATVEHIIR , ARHE AN R E FE2 520 J= T TARGET RS,
A%+ Monoisolate, Multiisolate. Monoisolate. Environment. Synthetic & others.

XA AR PR A

© sample scope choices

Monoisolate: a single animal, cultured cell-line, inbred population (or possibly 2 heterogeneous population
when a single genome assemby is generated from the pooled sample; not preferred).

Multiisolate: multiple individuals, a population (representative of a species). To be used for variation or
other sequence comparison projects, not when multiple genomes will be annotated. Make separate
monoisolate projects when more than one genome will be annotated.

Multi-species: sample represents multiple species.
Environment: the species content of the sample is not known.
Synthetic: the sample is synthetically created by a machine.

Other: specify the sample scope that was used.

rgiEEmRRBIRAS
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Project data type @

3

Genome zequencing and azsembly
Raw sequence reads
Genome sequencing
Assembly

Clone ends
Epigenomics

Exome

Map

Metsgenome
Metagenomic assembly
Phenotype or Genotype

Proteome

oodooooooooodoosd

D iati ate if the goal is to make a =in
l:l Cther EE v, even if more than one

% Sample scope @

| Multiizolate

WMoneisolate

WMultispecies

Environment

Multi-species: szample represents multiple species

Envirenment: the species content of the zample iz not known.

2.1.3 TARGET

Target

# Organism name &

Strain @ Breed @ Cultivar @ Isolate name &

Indicates the scope and purity of the biclogical zample used for the
study.
Choose Multiiselate as the scope when the goal of the research is to

animal, cultured cell-line, inbred population [or possibly a heterogeneous population
= aszemby iz generated from the pooled sample; not preferred).

) e individuals, a population (representstive of a species). To be uzed for variation or
Synthetic srizon projects, not when multiple genomes will ba snnotsted. Make separate
Other when more than one genome will be annotated._

Label &

Description @

2.1.4 GENERAL INFO: HEAER

RIBOBIO #it#
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Release date: XMEMMIEIEAITHY, W UARESZEVRERG AT Bk BARIN [a);

Project title: A4 TARGET #2fit—/NMfai%a fribri,
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1) Chromosome Y sequencing;

2) Opportunistic pathogen that causes important food-born disease;

3) Global studies of microbial diversity on human skin.

e AR BRI R HAR R, A kHE “No” WIZLAE PRI EABHMTIHS;
“Yes” , ZLAEH N NI

Public description: XJHF5T HAn MAHRHI N AT —BHEIR

General Info

Release date

* When should this submission be released to the public:
* Release immediately following processing (recommended)
Release on specified date or upon publication, whichever is first
Note: Release of BioProject or BioSample is also triggered by the release of linked data.

+ Project title ©

»*

Public description ©

Relevance @
Environmental v

* Is your project part of a larger initiative which is already registered with NCBI?

* No Yes (not very common)

External Links

Link description © URL © b

& Add another link

2.1.5 BIOSAMPLE

FEf AR (G5 SAMNXXXXXXXX) , 225 00% Biosample W HFESAFR—E. WHAK
f1J% Biosample ID, O LArEids register at BioSample JHATGIEE, FESIEMERES HEh

P[5l BioProject yEM A . 24K A AT “Add another BioSample” IR M{E R,
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WREH ZARES, ATLLBEE S “Continue” , 5% BioProject JEM S FE4T BioSample

PN

M

1 SuBMITTER 2 PROJECT TYPE 3 TARGET 4 GENERAL INFO 5 BIOSAMPLE G PUBLICATIONS T REVIEW & SUBMIT
BioSample
Existing BioSample Delete
(-]

| SAMMNOCOOOKX

© Add another BioSample

@ Ifyou have not registered your sample, please register at BioSample. At the end of that process, you will be
returned to this submission.

Please note that only single biosamples can be registered via this link. To register multiple/batch
biosamples, complete your bioproject without registering biosamples and then submit the biosamples
separately, including the bioproject accession in the submission.

Click 'Continue" without selecting a BioSample to skip this step. Note that links can be made after a

BioSampile is registered separately.

2.1.6 PUBLICATIONS

A5 PubMed ID 2% DOI 5. ¥iHi: BioSample A Publications IXP5u] LIRS, J5

WA MRS NCBT AT 1B

Publications

PubMed ID . or DoOI.

2 Add another publication

e BATLIR)E, A “Submit” %4, AUE1% Project. LA EBIE, SatHtuEs kit

FMEAE E T, 3R75LL PRINA JF=kY BioProject ID.

2.2 A% BioSample ID

1. FTH58%5$E https://submit.ncbi.nlm.nih.gov/subs/biosample/, 7 New submission.
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Submission Portal Home My submissions
——

Biosample Download batch submission template

| o Note: to update an existing record or recent sub ion, please email your request.

short description and brief instructions

1 submission

[FIRE ARSI H BT AR SEBR T 0L, ISR IS 5EMUA, /i U~ 75 1) continue,
RAF S HER .

2.2.1 SUBMITTER

HENMAERGER, WRCEMIIIEAL BioProject = HANEHAS, EHEk.

2.2.2 GENERAL INFO

Release date, 1%f&/25 BioProject ZRML, FPaREAma]; EHFFEARM, BiEHFEZL
FEARID S FRFEAR A%

2.2.3 SAMPLE TYPE

AR FE by SR DL H%
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Sample Type
# Select the package that best describes your samples:

O Pathogen affecting public health
Use for pathogen samples that are relevant to public heslth. Required attributes include those considered
useful for the rapid analysiz and trace back of pathogens.

O Microbe
Use for bacteria or ather unicellular microbes when it is not appropriate or advantageous to use MIxS,
Pathogen or Virus packages.

D Model organism or animal sample
Usze for multicellular samples or cell lines derived from commean laboratory model organizmsz, & g., mouse,

rat, Drosophila, werm, fish, freg, or large mammals including zoo and farm animals.

O Metagenome or environmental sample
Uze for metagenomic and environmental samples when it iz not appropriste or advantageous to use MixS
packages.

O Invertebrate
Usze for any invertebrate sample.

O Human sample
WARNING: Only use for human samplez or cell lines that have no privacy concerns. For all studies invelving
human subjects, it is the submitter's responsibility to ensure that the informsation supplied protects
participant privacy in accordance with all applicable laws, regulations and institutional policies. Make sure
to remowe any direct personal identifiers from your submiszion. If there are patient privacy concemsz
regarding making data fully public, please submit samples and data to NCEI's dbGaF database. dbGaF has
controlled accesz mechanizms and is an appropriate resource for hosting sensitive patient data.
For samples isolated from humans use the Pathogen, Microbe or appropriate MIxS package.

O Plant sample
Use for any plant sample or cell line.

D Virus sample

Use for all virus samples not directly associated with dizeasze. Viral pathogens should be submitted using the
Pathogen: Clinical or host-associated pathogen package.

O Genome, metagenome or marker sequences (MixS compliant)
Use for genomes, metagenomes, and marker sequences. These samples include specific attributes that have
been defined by the Genome Standards Consortium {G5C) to formally describe and standardize sample
metadsta for genomes, metagenomes, and marker sequences. The samples are validated for compliance

based on the presence of the required core attributes as described in MbxS.

() Beta-lactamase
Uze for bets-lactamase gene transformants that have antibiotic resistance data.

2.2.4 ATTRIBUTES

Attributes

% How do you want to provide your BioSample attributes?
O Use built-in table editor
@ Upload a file using Excel or text format (tab-delimited) that includes the attributes for each of your BioSamples

SREEEET .

@ Template for BioSample package Pathogen: clinical or host-associated; version 1.0
Download Excel Download TSV
For column explanations and examples, please see the sample attributes page.

For more information, please see creating sample attribute file.

rgiEEmRRBIRAS
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HIF AR T, i “Use built—in tableeditor” , W{EM B 34Tt -

Attributes @ Required fields are marked with # asterisk.
At least one of the fields marked with # %, 1 or s required.

% How do you want to provide your BioSample attributes?
@ use built-in table editor
(O upload a file using Excel or text format (tab-delimited) that includes the attributes for each of your BioSamples © Right-click on the table if you want to edit rews, columns or find and replace text.

+ sample Name © Sample title ® Bil j ion©® - Organi: o strain® o+ isolate®  collectedby ® - collection date®  geographic location @ + host® + host disease @  isol *

® N m e W N e

WATIR SR T3 excel JRIHE

% How do you want to provide your BioSample attributes?
O Use built-in table editor
@ Upload a file using Excel or text format (tab-delimited) that includes the attributes for each of your BioSamples

SRR

@ Template for BioSample package Pathogen: clinical or host-associated; version 1.0
Download Excel Download TSV
For column explanations and examples, please see the sample attributes page.

For more information, please see creating sample attribute file.

RGPS ORI, — & BRER D — R T X 3 %A (B7BRAND » TI3%
TR

https://submit. ncbi. nlm. nih. gov/biosample/template/?package=Microbe. 1. O&action=

definition

a. sample name: FEMm%L;

b. sample title: #FAMEEWILAE —AMEH, Flik;
c. description: ACFRAUFEIA, Wik

d. organism: LHEYIFI4;

e. collection date: SAFEMFIE], . 2012-08-16;
f. geo loc name: KAfHH, U: China:Beijing;

g lat_lon: &4, Wi: 39 N 116 E;

h. isolation source: 4;Ej¥3%, Ul: Rhizosphere soil;

rgiEEmRRBIRAS
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This is a 5ubmisslon template for batch deposit of 'Pathogen: clinical or host-associated; version 1.0' samples to the NCBI BioSample database (http://www.ncbi.nim.nih.gov/biosample/

YELLOW fields are optional. Leave optional fields empty (or delete them) if no information is available.

You can add any number of custom fields to fully describe your BioSamples, simply include them in the table.

Hover over field name to view or see http://www.ncbi.nim.nih.gov/biosample/docs/attributes/.

CAUTION: Be aware that Excel may automatically apply formatting to your data. In particular, take care with dates, incrementing autofils and special characters like / or -. Doublecheck
TO MAKE A SUBMISSION:

1. Complete this template table.

2. Upload the file on the 'Attributes’ tab of the BioSample Submission Portal at https:/submit.ncbi.nim.nih.gov/subs/biosample/.

If you have any questions, please contact us at biosamplehelp@ncbi.nlm.nih.gov.

W RIS, — BB A AT warnings, 5 WATREF 2454 2 DM TEHA 8
WA i iR

WINTCIR G, Sdi/an “Submit” #%4l. it Ul FPRR, ERFESULEICL SAMN FF3k11
BioSample ID.

3. A& New Submission

B SRA WAk (https://submit. nchi.nlm. nih. gov/subs/sra/) , Gl New

submission,

3.1 SUBMITTER

5 BioProject #H[F], FHEHENMAFEAGEL, WRELWMINIES BioProject & HE)
HAN, LHRBU
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Sequence Read Archive (SRA) submission: SUB7211313

New

41 SUBMITTER 2 GENERAL INFO

3 SRA METADATA 4 FILES B REVIEW & SUBMIT
Submitter

# First (given) name Middle name # Last (family) name

#* Email (primary) Email (secondary)

Group for this submission

Mo group  (affiliation from my personal profile)

Create group O Allow selected collaborators to read, modify, submit and delete your submissions

RIBOBIO #:i#%

EEENFER

@ At least one email should be from the organization’s domain.

# Submitting organization Submitting organization URL # Department

| | | | |

Phone @ Fax @

| N |

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

| | | | | | | | Lcine s

Update my contact information in profile

3.2 GENERAL

EHE5 H EREGIE R BioProject fl BioSample ID FLwI L. MAMETFE TR 'E Release
date, s RN A — R Al REIE R TR R G, JEEtn] DARYE SCbr 75 2T k.

rgiEEmRRBIRAS
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General Information
BioProject
@ BioProject describes the goal of your research effort.

Did you already register a BioProject for this research, e.g. for the submission of the reads to SRA

and/or of the genome to GenBank?
@ Yes O No

# Existing BioProject

| PRINAXOOOO

BioSample

© The BioSample records the detailed biological and physical properties of the sample that was sequenced.
A BioSample can be used in more than one BioProject since it should be used for all the data that were
obtained from that sample. Usually SRA data sets are generated from more than one sample.

Did you already register a BioSample for this sample, e.g. for the submission of the reads to SRA

and/or of the genome to GenBank?

@ Yes O No

Release date

© Note: Release of BioProject or BioSample is also triggered by the release of linked data.

# When should this submission be released to the public?

O Rel ir diately following processing
O Release on specified date or upon publication, whichever is first

3.3 PROJECT INFO
5 BioProject #H[Al, 3EE Project Title 5 Public descriptions
3.4 SRA METADATA

AR PR LIA S BE R 3 Excel RIEIAT J5 L&, HAd BioProject « BioSample [

[iES5 PRINAZFT SAMNE 2 AJE [ o

rgiEEmRRBIRAS
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1 SUBMITTER 2 GENERAL INFO 3 PROJECT INFO 4 SRA METADATA

SRA metadata

© For more detailed help with SRA submission please read the SRA Submission Wizard Help.

How do you want to provide your metadata?
() Use built-in table editor

() Upload a file using Excel or text format (tab-delimited)

1)
2)
3)
4)
5)
6)

7)

3

KIEHTRIHES PN BV T:

library_strategy: WllJ¥5&0%, W WGS. RNA-seq. miRNA-seq %§;

library_source: ##IK¥E, 1 GENOMIC. TRANSCRIPTOMIC. METAGENOMIC;
library_selection: ‘E%£777%, 41 PCR. RANDOM %;

library_layout: fE7~JE3\, Wl Paired. Fragment;

platform: MFF4, 41 ILLUMINA. PACBIO_SMRT %%,
instrument_model: I /7 #8245, ARHEIFF 5 1EFE, lllumina HiSeq 3000. Illumina HiSeq
X Ten. lllumina MiSeq %%;

Filetype: bA&EIREA, W bam. fastq 5.

.5 FILES

ARSI AR R LB, WM A2 S AR . X TR E ORI

A LASE A NCBI 1) Aspera 84, VR4S WAL

https://www. ncbi.nlm. nih. gov/sra/docs/submitfiles/

g S EhmBRAa
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Files

€  + Each file must be listed in the SRA metadata table you uploaded. If you are uploading a tar archive, list

each file name, not the archive name.

* Unique file names that do not contain any sensitive information should be used for all files. File

names as submitted appear publicly when data is retrieved from the cloud.

# Files can be compressed using gzip or bzip2, and may be submitted in a tar archive, but archiving or

compressing your files is not required. Do not use zip!

# How do you want to provide files for this submission?

£
[

() Web browser upload via HTTP or Aspera Connect plugin
Do not use web browser HTTP upload if you are uploading files over 10 GB or more than 300 files.

s

( :I FTP or Aspera Command Line file preload

p—
All files for a submission must be uploaded into a single folder.

—

'\_:' Amazon 53 bucket

[ ] Autofinish submission @

FE: A H tary tar. gz, tgz. tar.bz2. tbz2. gz ZEH&F.

3.6 REVIEW & SUBMIT

MERZEE, WIALIRGE, &E “Submit” o JFEEHRHF P2 EIAH N AT Accession
number KI5 (SRRikkixnl# SRAskiorkik) , H T EWHAGER . WREE FALHE RS
BF R MG, v LABECR sra@nebi. nlm. nih. gov 3R,

=, HIEER GEO HEE

1. {EAF GEO K5

W EL A% GEO $idi e, 542758 SRA BURAHE, B LB — NCBI k'S . SRE T
I GEO K5, ®LIM GEO TR Chttps://www. ncbi.nlm. nih. gov/geo/) /& F£i

B Login to Submit i3 Nf1JEE.

g S EhmBRAa
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Gene Expression Omnibus

GEQ is a public functional genomics data repository supporting MIAME-compliant data submissions. Array- and

sequence-based data are accepted. Tools are provided to help users query and download experiments and curated gene

expression profiles.

Getting Started Tools
Oveniew Search for Studies at GEO DataSets
FAQ Search for Gene Expression at GEO Profiles

About GEO DataSets
About GEO Profiles
About GEOZR Analysis

How to Construct a Query

How to Download Data FTP Site

Information for Submitters

Login to Submit

Search GEO Documentation
Analyze a Study with GEO2R
Studies with Genome Data Viewer Tracks

Programmatic Access

Submission Guidelines

Update Guidelines

GEO Username™®

Investigator
Use this section to provide details about the primary
investigator. This information will be displayed on

GEO records.

First name™
Middle name

Last name™®

You may choose not to display your email or phone
on GEO records by unchecking the corresponding
checkbox.

E-mail(s)* Show e-mail
nan.cheng@ribobio.com

Phone
Show phone

Preview how contact information will be displayed on

GEO records submitted under that account.

Preview | | Save

Organization name™
Department

Lab

Street address™®
City™
State/province
ZIP/Postal code™

Country®

RIBOBIO #it#

=RENFER
Gene Expression Omnibus

Keyword or GEO Accession Search

Browse Content

Repository Browser

DataSets: 4348
Series: [ 127134
Platforms: 20725
Samples: 3509154

MIAME Standards
Citing and Linking to GEO
Guidelines for Reviewers

GEO Publications

Submitter (Account manager)

If the person responsible for submitting the data
to GEQ is different from the Investigator, use
this section to provide alternative contact
information. This situation typically arises when
the submitter is, e.g., microarray facility
personnel, but the contact details to display with
the data are that of the principal investigator.

Both the Investigator and the Submitter will
receive e-mail correspondence from GEO.

If the Submitter contact details are the same as
the Investigator information, leave the "Same as
Investigator” checkbox chacked.

Same as Investigator

Name

E-mail(s)

Phone

GEO records. Edits to contact information will be applied immediately to all existing

New submission

B SERUE, it Save (#1785, A New submission # A GEO T,

2. EAEEHE

FENR, RPRE AR A, X E RN AR R AN Hds . A

High—throughput sequence submissions.,

Data types

I Submit microarray

| Submit high-throughput sequencing

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

g S EhmBRAa
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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

2.1 bSO R

bR SITRE 3 LA

1.Metadata spreadsheet %75 EIHE 1R, WAL T CTHIFEMNH;
2.Processed data files FERFRIATECAF, WIHLH count XM KR IEJG RIEE S

(AL E KL IE count {B. RPKM. FPKM. TPM £%) ;

RIBOBIO #it#

EEENFER

WFEFTR. WA R R B SR A, B genelD KFEMRIAES, EFHRME: 1
Chromosome (Heftfk*5) ; 2) Strand (BERJIES) ; 3) start GEAIE) ; 4) end (£

IEALED ¢ 5) KJZ length (KA HER. WRBABFER, RTLRME A, BHIRIA],

A B C D E F ;
1 genelD Saaplel chromososStrand start end length
2 ENSAPLCO0000015407 41, 271 KB744332. + 95429 97764 378
3 ENSAPLCOO000008145 50, 74374 KB743304. - 746129 771128 3617
4 ENRSAPLCOO00000S305 8, 391387 KB743490. + 551 TO807 3763
9 11017 6980

Novel 02749 0. 955505 KB745439. + 2248

FABAE ST AT LA LA AL HE R A% 1)1 3B i SO g
CHIP Il 5 3 #F WIG. bigWig. bedGraph #i{.

3.Raw data files (JRIAHINIFHE, W fastq ST

B U  EE 2%

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

2.2 Metadata spreadsheet /4

i# N\ High-throughput sequence submissions TATf)5, T# Metadata spreadsheet

(Download metadata spreadsheet (template and examples)) .

g S EhmBRAa
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https://www.ncbi.nlm.nih.gov/geo/info/examples/seq_template_v2.1.xls

RIBOBIO #it#

=RENFER

= 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.

I iZEN A, RS T

1) SERIES: MR EEAHCHIN 2 : bR, FH2E, sLiwit, 254 OREE OHNES)

SERIES

# This section describes the overall experiment.
title

summary

overall design

contributor

contributor

supplementary file

SRA_center_name_code [optional]

2) SAMPLES: BRFFAE SAHIRIKIA R : FEARLTR, Yol FRALAE 25O B A B SCAT (3R
IR EE SCESE) MFUREERE (fastq 55D 5 JRAAEOE SCIF R AL B AR [R] ESCHiE

SAMPLES

# This section lists and describes each of the hiclogical Samples under investgation, as well as any protocols that are specific to individual Samples.

# Additional “processed data file" or "raw file" columns may be included.

Samplename fitle  source name organism characteristiccharactelcharacteristics: 'molecule description processed data file raw file

3) PROTOCOLS: #¥A I AL HR RN SCER R IR, QIR AR PRI S o e B 1 AR )
1B, % E Bl it s 5%,
PROTOCOLS

# Any of the protocols below which are applicable to only a subset of
Samples should be included as additional columns of the SAMPLES
section instead.

growth protocol

treatment protocol

extract protocol

library construction protocol
library strategy

4) DATA PROCESSING PIPELINE:%#&AbPE 7 H HOHEIA, an¥damabse, #Ebxs, %
IR R AN S s Buld 2B W) P R 7 2R B R At ik S s 2%

rgRiEEMFNERAS
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RIBOBIO 1%
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DATA PROCESSING PIPELINE

# Data processing steps include base-calling, alignment, filtering, peak-calling, generation of normalized abundance measurements etc...
# For each step provide a description, as well as software name, version, parameters, if applicable.
# Include additional steps, as necessary.

data processing step

data processing step

data processing step

data processing step

data processing step

genome build

processed data files format and content

5) ROCESSED DATA FILES:AbF /5 ##E A FR. #520% MD5 A, RNA U5 Hh B Al 385 3Rk
B, Hrp file type — %A A%t — 5 K abundance measurements. file checksum %14
MD5 1. BalE$g (it 7 AT 45 SR MDS A S (mdb. txt) , AT custom XA TR .

# For each file listed in the "processed data file" columns of the SAMPLES section, provide additional information below.
PROCESSED DATA FILES
file name file type file checksum

6) RAW FILES:JRAa%dE 27k, Bl zl, MD5 i, ~F&RA . M7k i {5 2.
B RRL I e B S AT B AR SR

# For each file listed in the "raw file" columns of the SAMPLES section, provide additional information below.
RAW FILES
file name file type file checksum instrument model read length single or paired-end

7) PAIRED-END EXPERIMENTS : 1 5 /2 Xl /57, 345 75 25 10 55 56 I X g Jor 63 200908 141 44 R
RN BACE i N K bR R 225, X H0 0 PN 22 SR A S T

# For paired-end experiments, list the 2 associated raw files, and provide average insert size and standard deviation, if known.
PAIRED-END EXPERIMENTS
file name 1 file name 2 average insert size standard deviation

FiX B METADATA TEMPLATE H2IHE5ER 1, e Nl LAt 8 b AL DR,

2.3 HIE HAE

s bAL EEAE AP IR

1. Transfer all your files to the Transfer Files 2. After the FTP transfer is Notify GEO
GEO FTP server complete, notify GEO using the
Submit to GEO web form

R Transfer Files HENZHE AL 5y 01

(https://www. nchi. nlm. nih. gov/geo/info/submissionftp. html) , T F4%l%F windows.

MAC. Linux R4 _AEEIEEA FEAUEE, T LA windows RGN T UL .

rgRiEEMFNERAS
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https://www.ncbi.nlm.nih.gov/geo/info/submissionftp.html

RIBOBIO #:i#%

EEENFER

GEO File Transfer Protocol (FTP)

Step 1. Your personalized upload space is: uploads /Ity

Step 2. Transfer files to your personalized upload space according to FTP upload instructions below

» Transfer Files

Step 3. After the FTP transfer is complete, notify GEO using the Submit to GEO web form

| Notify GEO |

You must notify us after uploading your files. If you fail to notify us your files will be automatically deleted from the
server after two weeks. Once notified, we move files to a safe location for review.

Hints and tips

Connecting with FileZilla
Example Windows sessions
Example Mac OS sessions
Example Linux/Unix sessions

MDS Checksum

Troubleshooting FTP ‘

B, FE TR Filezilla B, SRJGLE Filezilla H¥ AN GEO ikl

ftp-private. ncbi. hlm. nih. gov 38k (H P A AL S FEHE+ Connecting with

FileZilla #4y) , BUW[ZE4E GEO B3R FEHEAT AL T .

You can quickly connect by entering the host (ftp—privale.ncbi_nlm_nih.gov),lusername (geoftp), and password (rebUzyH)linto
the ‘Quickconnect’ toolbar You will see an error with ‘Quickconnect'-

Fz gecftp@ftp-private.ncbi.nim.nih.gov - FileZilla

File Edit View Transfer Server Bookmarks Help New version available!

FEREo®O « v Taes —

Host: | e.ncbi.nlm.nih.gov | Usemname: lqeoﬂp ] Passwurd:l“”"" ] Purl:[ | [ Quickconnect [+

Response: 200 Typesettol|
Command: PASV
Response: 227 Entering Passive Mode (130,14,29,30,195,134).

PR AR B AR SE R AT Ay “Notify GEO” JEHI GEO Aidfe A% 5e il

rgiEEmRRBIRAS
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Use this form to either
@ Motify GEO about your FTF file transfer (suitable for high-throughput sequencing or large microarray submissions and updates)
Is your FTP file transfer to GEO complete?
@ Yes, all my data have finished transferring
Do not proceed with this form until all components of your submission are fully transferred and ready for us to process

Name(s) of the directory or files deposited

Submission kind

) new

() update or revision

When this submission should be released to the public (more information about release dates)
() Release now (as soon as GEO review is complete)

() Release on future date (up to 3 years from today)

C to GEO staff i except for i about updates or incomplete data)

Submit

()Mo, | need help

) Transfer files to GEO with web form (suitable for microarray and other submissions and updates)

N RPIR N RLZ USR] GEO Y[R IR, 5 RIS HE X R GEO 5

I

RIBOBIO #it#

=RENFER

SRR B AW, AN RIS AE ALK T T B i), 0] BLUBCR BT HAR SRR

B RGBSR !
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