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Home Documents Data Manager AZhang gGlogout

Register Form

Account Login Information
Email*  Enter user name
Password*

Confirm password

Personal Information

First Name"

Middle Name

Last Name*

P, Street Address®
City*

State/Province

Postal Code”

Country Afghanistan

Institutional Information
|“s|i|u|e]()ganiza(ion“ Beijing Institute of Genomics (BIG)
Department’
Lab
Title/Position

Research area



http://bigd.big.ac.cn/gsub/
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GSA &E%Lﬂ :L.\

FEMTERE, BREFEUATRENETREERRN, Bl FTP STlF X £
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2 BIG Sub

BIG Submisson Portal

T @ B PERESTE BioProject B Project;
Select a data type to be submitted . @ WHHRMEA (Sample) WE<104, BEINEIEHEN

The BIG Submission (BIG Sub) is a unified submission portal It facilitates 'S 10 submit data in a single place and according

BioProject, BioSample G(momoS equence Archivi G ;enome Warehouse, G nome Variation Map and BioCode : BiOSample %&*EI—E‘— , iﬁﬁ “?:Eg£1:§it” ﬁlj E*HF_‘Z&

BioSample
Discriptions of biologicar source matesials used in

= Sample;

LHHEHAR (Sample) HE=10 4, HEERA“S
ZIRX HITRBRERHESANAR, ER Y
P R s e e o) ks S SR EHE R,

® g “EHIER” WA, B GSA BIEERE
Genome Varistion Mae (GVM) Blocode, A GSA #3EE S, FH5E =N Experiment 1 Run

A dala repository of genome variations. Archive bioinformatics codes for open source projects.
SEREA

Genome Sequence Archive (GSA) Genome Warehouse (GWH)

7E: GSA BUEERIEER Accession Number
73 CRAxxxxxx, METF[E— BioProject A ffEF[E—iit BioSample FI%#E, AEZE8E—
GSA HIEEE.

%—: B3 BioProject
MR Z AN B ET BioProject, KEBLITEEE, #H A BioProject BIEER|E
BioProject HEMMEXERIES:


http://bigd.big.ac.cn/gsub/submit/bioproject/list
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%9 BIG Sub

BIG Submisson Portal

Home Documents Data Manager A Zhang G logout

Select a data type to be submitted BIG Sub Quick Start Guide(US) BIG Sub Quick Start Guide(CN)

The BIG Submission (BIG Sub) is a unified submission portal . It facilitates users to submit data in a single place and accordingly delivers a one-stop service for data submission to
BioProject, BioSample, Genome Sequence Archive, Genome Warehouse, Genome Variation Map and BioCode.

BioProject BioSample

A collection of biological data related to a single Discriptions of biological source materials used in
initiative, originating frem a single organization or from experimental assays.
a consortium.

Genome Sequence Archive (GSA) Genome Warehouse (GWH)

A data repository for archiving raw sequence reads. A centralized resource housing genome-scale data.

Genome Variation Map (GVM) BioCode

A data repository of genome variations. Archive bioinformatics codes for open source projects.

Databases Tools indards. Publications About

£ BIG Sub

BIG Submisson Portal
Home Documents Data Manager & Zhang & Logout

Gsub | BioProject

BioProject is an overall description of a single research initiative; a project will typically relate to multiple samples.

BioProject Submission Help(US] BioProject Submission Help(CN)
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BIG Sub / BioProject / New BioProject

Submitter

= First name Middle name * Last name
Zhang middle name Sisi

= Email Email (secondary)
zhangss@big ac cn secondary email

= Organization Organization website * Department
Beijing Institute of Genomics, Ch hittp/fwww.big.ac.cn BIG Data Center
Phone Fax

* Street = City State/Province
Beichen West Road Beijing

+ Postal code # Country/Region

100101 China El
Save and forward

[17]
General Information

General information

Release Date
Release Date F)i& ERTIE], B ARMRIEE EHEKHITR
@ Release immediatel lowing curation (recommendex =] >
® :e:ease on s::ci:'lez :;“te ’ o “ E, 1ﬂﬁﬁ$¥ﬁﬂ 2 ﬂio

Umbrella project

BAIZA RS Umbrella Project ThAER 3t E R Bk i
eGPS: evolutionary Genotype-Phenotype Systems biology ﬂﬁgﬂﬁ%lﬁ%& ! ;ﬁlﬁ E lttlﬁz{&z\i;g °

MMDB:Molecular Module-based Designer Breeding Systems

Proje.

* Project title * Relevance

* Description

Grants

* Agency Program Grant ID Grant title

pa ol
eGPS: evolutionary Genotype-Phenotype biology 7355 B Eh4E 214 1R 893t (L fR A SR ;

MMDB: Molecular Module-based Designer Breeding System A%S A 9 FRESRIG T EMEIFHERTIE .
5



Project type

* Project data type

[[]Whole genome sequencing
[[]Clone ends

[ Epigenomics

[[]Exome

[CImap

[] Metagenome

[] Phenotype or Genotype
[[]Random survey

[[] Targeted Locus (Loci)

[] Transcriptome or Gene expression
[] variation

[[] Genome sequencing and assembly
[C] Raw sequence reads

[] Genome sequencing

[[] Assembly

[[] Metagenomic assembly

[] Proteome

[] Targeted locicuftured

[[] Targeted loci environmental

[£] Other

* Sample scope

Monoisolate

Monoisolate

Multisolate
Multispecias

| Envirenment:

Vv

03 04 05
Project Type Publication Overview

Project Data type X3¥%i#%, Project Data type 5D E
FEROMEF A, TTLUEEE others FH# Project Data type
description H E{THRM.

Synthetic
.| Single cel

Other
AT

Monoisolate:

Multiisolate:

Multi-species:

Environment:

YT AL

About Us
People

Research Featured Conferences & Training

Topics & Projects Database Commons Conferences

E—#f AR —EEEER, TERTEGEYNRABRAE.

El—#Fe) 2 B E RN MERER

IMEHASE, HANMESENTEE, SATEERARR

Synthetic: 7ESEIR = B/ & R AIFEAR

Single cell: EAMANFSRINFFIER

Other: EARFEAR/TTEIAN L 2R BIHFRRAE AR

Publication

PubMed ID

OR Dol

Bb
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Overview

BIG Sub / BioProject / New BioProject

Overview
Submitter
Submitter Zhang Sisi
zhangss@big.ac.cn
Organization Beijing Institute of Genomics, Chinese Academy of Sciences
Department BIG Data Center
Country/Region China
Address Beichen West Road Beijing
Postal code 100101

General information

Project title test
Relevance Environmental
Description 1M1
Release Date 2018-03-13
Project type
Project data type Whole genome sequencing
Metagenome
Sample scope Multiisolate
Publication

a5 Submit Project 52X BioProject B3 .

Databases Tools Standards Publications About

BIG Sub

BIG Submisson Portal
Home Documents Data Manager 5 Zhang  gGlogout

BIG Sub ' BioProject

BioProject is an overall description of a single research initiative; a project will typically relate to multiple samples.

Create BioProject BioProject Submission Help(US) BioProject Submission Help(CN)

Accession Submission ID Project title Release Date Status Operation
Unassigned subPRO000893 unfinished  confidential Delete
PRJCAQ00618  subPRO000882 test 2018-03-13 finished confidential Delete

E: B P5ERK BioProject B35, Status IR7SJg Finish; Cofidential, RZe4%BE A 4R Accession number.
EEBRTEZEBN 28, FAFPAE BioProject & HEMERTHE L AIMIER AR €132 HY BioProjecte EIEREHHIBIIL/E,

Status JR7S ST A Checked OK; Cofidential, EARFIEEN A BEIE, £Z AL Checked OK; Public.



F=%: 8 BioSample

NREIEHEA (Sample) HE <10 1, BRBLUTSE, #AN BioSample HiiEESIZE
R HER BioSample FHEMEXERES:

HEIEEAR (Sample) HE=101, HHEXRA “S&EX HITHHBEERHES
AHIAP, FR1 “BUREEHME EEIRRE”

Databases Tools Standards Publications About

BIG Submisson Portal

EHBIG Sub

Home Documents Data Manager 3 Zhang glogout

Select a data type to be submitted BIG Sub Quick Start Guide(US)  BIG Sub Quick Start Guide(CN)

The BIG Submission (BIG Sub) is a unified submission portal . It facilitates users to submit data in a single place and accordingly delivers a one-stop service for data submission to
BioProject, BioSample, Genome Sequence Archive, Genome Warehouse, Genome Variation Map and BioCode.

BioProject BioSample

A collection of biological data related to a single Discriptions of biological source matenials used in
initiative, originating from a single organization or from ‘experimental assays.
a consortium

Genome Sequence Archive (GSA) Genome Warehouse (GWH)

A data repository for archiving raw sequence reads. A centralized resource housing genome-scale data.

Genome Variation Map (GVM) BioCode

A data repository of genome variations. Archive bioinformatics codes for open source projects.

Databases Tools ‘Standards Publications About

BIG Sub

BIG Submisson Portal

Documents Data Manager & Zhang a Logout

BIG Sub ' BioSample

BioSample is a description of the biological source material; each i unique il should be i as a single Bi with a unique set of attributes.
Batch submission: If you have more than 10 Bi in a single issi and prefer a batch submission offline, please contact the Database Working Group.
GSA: ig.ac.cn; GWH: ig.ac.cn; GVM: ig.ac.cn.

BioProject ission Help(US) BioProj ission Help(CN)

BIG Sub / BioSample / New BioSample

02
General Information
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02 03 04 05
General Infor mation Sample Type Attributes Orverview

General information

Release date

reiees s mmesies Blbving aursten = 'l & =E BioSample WA BHY, BEERATHTS

@ Releas e on s pecified date
180417 = BioProject B & HRARFF—H.

{yyy-mm-dd)

General information

T AEBZERHH% BioProject ID, MRAT AN GIEX T
OR Goto aeste BioPropt #1312 BioProject, IHHI{E BioProject BIiBEER{TRIEE.

+ Sample title

* Public description

v

03 05
Sample Type Overview

Sample type

Pathogen
Clinical or host-associated
~ Environmental, food or other
7 Microbe
2 Animal
@ Human
o plant P PAT4RE BioSample & ESE Sample Type 18R IEIR .
7 Virus
_ Metagenome or environmental
Environmental/Metagenome sample (GSC MIMS)
= human-gut
= soll

water

e Clinical or host-associated pathogen: P18 48 X H R AR

o Environmental, food or other pathogen: 1%, &MZFSEAIMEISGE.

e Microbe: REMEEMPMAMEY), BFEERFASFEHIE.

e Model organism or animal sample: R EMRINHS MAHEARMAR, WAR. MR, RIB. B, &K, FHHELEEE

LN AR



Human Sample: ZFF XA T REBFAEBMABERSMERER. WRFERZALZITHIE, EHKR gsa@bigac.cn 1§
#&12322) GSA for human ##EE.

Plant sample: 1B ARSI EY ML AR

Virus Sample: FTESHERIEXAIREHE, HIREMRYIZHA Clinical or host-associated pathogen.

Attributes of metagenome or environmental: EBIFFAETF Environmental/Metagenome sample 975 FE4R 4 YIHEA # i

Environmental/Metagenome sample (GSC MIMS): AAFREFEBEMHALIRE, TR=ENNEFHIBEBCREALERE. TEME

Vv

T AY%#E, Bl human-gut, soil, water,

04 05
Affributes Cverview

Afttributes of Human

# Sample name

* Organism Homo s apiens
.o f5il: Isolate: Prostate Cancer Cell Line
rae w  [5] B%RIE: SAMN06642685 (NCBI)

* Biomaterial provider

4

*Sex 1=
*Tissue Select from the hint list
Disease Select from the hintlist
Cellline

Cell subtype
Cell type Select from the hint list

Culture collection
Development stage
Disease stage
Ethnicity

Health State
Karyatype
Phenotype
Population

Race

Type

Treatment

10
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BIG Sub / BioSample New BioSample
05
Overview

Overview

Submitter information

Submitter

Organization
Department
Country/Region
Address

Postal code

General information

Project accession
Sample title
Public description

Release date

Attributes

Sample name
Organism

Cultivar

Biomaterial provider
Tissue

Age

Submit Sample

Zhang Sisi
zhangss@big.ac.cn

Beijing Institute of Genomics, Chinese Academy of Sciences

BIG Data Center

China

Beichen West Road Beijing
100101

PRJCAODOE18
test

11111
2018-05-28

2
Arabidopsis
1

1

leaf

2 day(s)

Databases Tools Standards

Publications About

%7 BIG Sub

BIG Submisson Portal

Home Documents Data Manager S Zhang i Logout
BIG Sub /' BioSample
isa iption of the bi source ial; each as a single with a unique set of attributes.
Batch submission: If you have more than 10 in a single and prefer a batch submission offline, please contact the Database Working Group.
GSA: ig.ac.cn; GWH: ig.ac.cn; GVM:

BioProject ission Help(US) BioProject Help(CN)
Accession Submission ID Title Release date Status Operation
Unassigned subSAM018848 1 2018-05-03 unfinished  confidential Delete

SAMCO016640 subSAM018835  test 2018-05-28 finished confidential Delete

E:  FPSER BioSample B /G, Status JR7SJ9 Finish; Cofidential, RZEIFE AR A% Accession

number. FEEIRGHIZIBE BT, FFAZ BioSample 7 HERERT & BCFIMIFR B €32 #9 BioSample o

BidfE, Status KES

Public.

11
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359 Checked OK; Cofidential, EiAFFI&ER A BHIE, £ Checked OK;



=|

nh

F=%: Bl GSA

KREBUTESE, #HN GSA BUBESE GSA H5EM Experiment 1 Run BIBIZEFMBX(E
HE, FER—HXIERZREIE, BREE—1 BioProject, —f&EI R EIE—1 GSA.

Databases Tools

Standards Publications About

%7 BIG Sub

BIG Submisson Portal

Home Documents =R ELEL T

Select a data type to be submitted

The BIG Submission (BIG Sub) is a unified submission portal

L Zhang G Logout

BIG Sub Quick Start Guide(US) BIG Sub Quick Start Guide(CN)

It facilitates users to submit data in a single place and accordingly delivers a one-stop service for data submission to

BioProject, BioSample, Genome Seguence Archive, Genome Warehouse, Genome Variation Map and BioCode.

BioProject

A collection of biological data related to a single
initiative, originating from a single organization or from
a consortium.

Genome Sequence Archive (GSA)

A data repository for archiving raw sequence reads.

Genome Variation Map (GVM)

A data repository of genome variations.

BIG Sub

BIG Submisson Portal

Home Documents Data Manager
BIG Sub ' GSA
GSA is a data repository ized for iving raw
i ive) and ple (a iption of bi

BioSample

Discriptions of biological source materials used in
experimental assays.

Genome Warehouse (GWH)

A centralized resource housing genome-scale data

BioCode

Archive bioinformatics codes for open source projects.

Publications About

Databases Tools Standards

&Zhang  @Logout

reads. Before create a new GSA submission, you should create BioProject (an overall description of a single research
source material) if needed. Please refer to the GSA Submission Quick Start Guide.

Notice :All data associated with the same project should be submitted to a single GSA.

If you have more than 10 BioSamples in a single submission, and prefer a batch submission offline, please contact “Batch Submission” button.

How to share and release your data

Batch Submission

GSA Submission Help (US) GSA Submission Help (CN)

12



New GSA Submission

H SAOIII:: description of GSA Alias %% T ﬁl}ﬁjjm F Izﬁﬁﬁ ’ m-lti&% !

* Date Released

2018-06-21

it

WE GSA % HA, EERIA TS BioProject )% T HAR<F—H.

(yyyy-mm-dd)

* Release Policies and Disclaimers

1. A date can be set by authors to withhold the release of new submissions for a specified period of time.
2. The release date can be changed through the GSA submission portal: (http://bigd.big.ac.cn/gsub/submit/gsa/[substitute your GSA accession number]/contents)

3. I a paper citing the sequence or accession number is published prior to the specified date, the sequence will be released upon publication. Otherwise, GSA will release sequence data
on the specified date.

4. As soon as they are available, please send the full publication data—all authors, title, journal, volume, pages and date—to the following address: GSA@big.ac.cn

ilacceptit. @ 1don'taccept it.

Save

£ Add Experiment £IJ# 3T Experiment, EETEHXELR;

Databases Tools Standards Publications. About

BIG Sub —

BIG Submisson Portal
Home Documents Data Manager

BIG Sub / GSA / subCRAD00498

Basic Information

Submission of GSA: subCRA000498 / test / Release Date:2018-06-29 / Project:/

* Alias * Date Released

oy
] i&
- e oo - FPTIER Update 1258, £
GSA ML AR,
Experiments & Runs Add Experiment
Experiment Accession Experiment Title Taxon Name Platform Sample Status Operation
Total ltems: 0 ltems of 1-0 Page size 20 ~ Page 111 << First Last>> JumpTo 1 GO

13



Meta Information

* Platform * Alias % Title
454 GS 20 v Some description of the experiment alias Some description of the experiment titie
* Project accession * Sample accession
PRJCAO00681 v OR Goto create BioProject SAMC025146 v OR Go to create BioSample

* Library Construction / Experiment design

Some description of the library design iEEﬁMT;‘J#* q:l ﬁ%a@]ﬁm*ﬁ* BiOProject *ﬂ

. . =
BioSample BJ Accession S y
Library
Library name % Strategy * Source 3 Selection
Some description of the library name WGA v GENOMIC v unspecified v

|
FRAGMENT *  Layout TR R R ERHEIR f 23R %t BB 5w A (Fragment)

FHMAF (Paired) .

Processing

Save

£/ Add Run 8JZ# Run: HEHEXER, #ELEEKA Fastq 3t Bam,
N FFR IR, ENRERAU LA NERIT LS.

BIG Sub / GSA / subCRAD00495

Basic Information

Submission of GSA: subCRA000495 / test / Release Date : 2018-05-28 / Project : PRJCA000618 / CRP000352

* Alias * Date Released
test 2018-05-28 = m
Experiments & Runs Add Experiment
E i it
xperm.len Experiment Title Taxon Name Platform Sample A i i Status Operation
Accession
SAMCO016640 Unchecked m
CRX019796 1 Arabid 1l HiSeq 1000
ol gt CRSD14282 Confidential I'm"
Total Items: 1 ltems of 1-1 Page size 20 ~ Page 1/1 << First Last>> Jump To 1 GO

%

14



E:

1)

2)

3)

BIG Sub / GSA / subCRA000495 / Run

Run Submission of Experiment: CRX019796 / 1

General Information

* Alias

Some description of Run

Fastq 43 RIEW gzip HE b2 BG4S, Bam BRAXEET

* Run data file type

fastq

| =Em wERLE

Data Blocks

* File Name for Forward

file name of the data

* File name for Reverse

file name of the data

Transmitting your data files to the GSA FTP site
Address:fip://submit big.ac.cn

User:Same as you login the GSA
Password:Same as you login the GSA

* MDS5 for Forward file

MD5 of the data

* MD& for Reverse file

MD5 of the data

WEIRFEEE MD5 BBET (MD5 checksum) , SEAEHRRERTIR

Please NOTE that you should upload files to the /GSA directory.
Please use the binary mode to transfer files. If you are using a FTP client, follow the tools instruction to set the
transfer mode; If you are using ftp command, type the “binary” command before the “mput” command.

Save

MD5 B EEZARKIEBERZNBIBEMNFZ NI IETERRANELR, ERARFMIEFEEMMK

EA N2 WEKEMNSR.

e Linux AFPEER $ mdSsum @45 ;

e Mac AFPIEFERS mds 4 E;

o Windows AFIEERE=FTE#ITIHE, 0 winmd5free.

YA Run B2, FRXTRZEY GSA R TEA MR, WMARHRERLAMIE GSA R, FEE

% GSA T 1E4H.

FFP5ERk GSA 325, GSA. Experiment 1 Run B Status AK7S /3 Unchecked; Confidential, F IS RIEHK

&8I FTP L&, K RES

ZiBEFHFERING, BREAS DA GSA BY Accession number. FEEIEHE

B)AEE, APNMRFEERHMREIEES, BHKR ga@bigac.cn.

15


http://www.winmd5.com/
mailto:gsa@big.ac.cn

R bR

FTP k%

EFEH FTP ZPimsft (ELan FileZilla Client) 235 FTP BR%58, PS5 BIG sub
KS—H.

FTP AR5 RS Mt :

ftp://submit.big.ac.cn
JEE: BFERECH) FTP S5/, St cd Y /GSA AR FEEEX . ERA_#HHIER L

15, HIREH FTP E It L1, 182 Z X A TIRE ; REH FTP a5 E1%, 1574 put 5 A,

SEIELT binary %

X#HF) FIRE) FE((V) &) REAS) BEE) #FanH)
Z-EFFEIokO % Fass
FEH(H): submit.big.ac.cn BFE): jss@big.ac.cn  ZIG(W); eessesss wOP): B

=T
e EEETIE.
S I T EERE El

AU |CAUsers\zhangss) - |Emes s
T~ Default Use - e
e [z
|| &R zhangss ~1 GUM
| Windows ? GwH
& D: (DATA) =
BE lfl
Sefirs SeiEAN SrfdER alin g |‘| S STiEAAN SRR mRE R FrESE/E

LM, BIE EIESEEEE, GSA RARGRERHTHRMMNEY, B USHHBIXTR
SRR R R %

thBh Ltg

GSA N FREIAFBEMBERZAFNER, FBTEAFTZMMHE LENHFERIE.

BB Z GSA TAE4R, MRFE: gsa@big.ac.cn; QQ LYER%: 548170081, HEEHEIRATRIZH
BHRBHEE R T E D GSA. BEH: It RHHHBAXIRAR | ST 104 S1%; BLRBIE:

+86 (01) 84097340,

[ R R BUAL b5 ER
WMRBFBFEEREARABM L, TR GSA TEARHENFEER.

16


https://filezilla-project.org/
mailto:gsa@big.ac.cn
http://shang.qq.com/wpa/qunwpa?idkey=61f3fb4bf0de81ee451a6684c2444d23763685bf9d91accab744bb7d97e77c58

HiEfE BHtE L5 1ER
LBERHEAR (Sample) #E>10 4, 7E5SAX BioProject Bl f5, EWB FER“S&ER"#
ITARBESHERN, BASRUNT:
1) i@id BIG Sub BESH—L A, FHAN GSA HiEE:

Databases Tools Standards Publications About

% BIG Sub

BIG Submisson Portal
Home Documents: Data Manager A Zhang o Logout

Select a data type to be submitted BIG Sub Quick Start Guide(US)  BIG Sub Quick Start Guide(CN)

The BIG Submission (BIG Suby) is a unified submission portal . It facilitates users to submit data in a single place and accordingly delivers a one-stop service for data submission to
BioProject, BioSample, Genome Sequence Archive, Genome Warehouse, Genome Variation Map and BioCode

BioProject BioSample

A collection of biological data related to a single Discriptions of biological source materials used in
initiative, originating from a single organization or from ‘experimental assays.
a consortium.

Genome Sequence Archive (GSA) Genome Warehouse (GWH)

A data repository for archiving raw sequence reads. A centralized resource housing genome-scale data.

Genome Variation Map (GVM) BioCode

A data repository of genome variations. Archive bioinformatics codes for open source projects.

2) =i “Batch Submission” HA “HtE LERKE” THE, BREBREREETEY
N BYRIGERFGF, B “HERRXFR" NEEMKER, 57505 Sample, GSA,
Experiment #1 Run, EIFRIELEZE gsa@big.ac.cn.

Databases Tools Standards Publications About

% BIG Sub

BIG Submisson Portal

Home Documents Data Manager &2Zhang @ Logout

BIG Sub ' GSA

GSA is a data repo: y iali for archiving raw reads. Before create a new GSA submission, you should create BioProject (an overall description of a single research
initiative) and BioSample (a description of biological source material) if needed. Please refer to the GSA Submission Quick Start Guide.

Notice :All data associated with the same project should be submitted to a single GSA.
If you have more than 10 BioSamples in a single submission, and prefer a batch submission offiine, please contact “Batch Submission” button.

How to share and release your data

m Batch Submission GSA Submission Help (US) GSA Submission Help (CN)

17


http://bigd.big.ac.cn/gsub/
http://bigd.big.ac.cn/gsub/submit/gsa/list
mailto:gsa@big.ac.cn

BIGD Databases Toals Standards Publications About

%5 BIG Sub v

BIG Submisson Portal

Home Documents Data Manager &2 7hang gylogout

BIG Sub / GSA / Batch Submission

If the submission contains more than 10 BioS les, a “Batch ission” offline is p . Please use the “Download Excel * button to download the submission

template table. Then fill in the table and send it to the gsa@big.ac.cn

Notice: Detail for Data File Upload

Select the package that best describes your sample

+ Pathogen &

Clinical or host-associated Download Excel See Example File
Environmental, food or other Download Excel See Example File
+ Microbe g Download Excel See Example File
+ Animal @ Download Excel See Example File
+ Human A Download Excel See Example File

WARNING: Only used for human samples or cell lines that have no privacy concerns. If there are human data requiring controlled
access, please contact gsa@big.ac.cn and submit them to the GSA for Human database.

+ Plantg Download Excel See Example File

+ Virus @ Download Excel See Example File

+ Metagenome or environmental g Download Excel

human-gut Download Excel
soil Download Excel
water Download Excel

Steps for Batch Submission:

Complete the batch
submission template table
" . Pleass send it back to gea@big.ac.cn -
Create a BioProject for Geag@bip. Waiting for check
your study and feedback
Users DO not need to create Please be patient and pay close
BioSamples in BIG Sub. Upload data files ]_ attention to feedback from system

FTP site: ftp://submit.big.ac.cn

NOTICE: Please use the binary mode to transfer files. If you are using an FTP client software, follow the tools instruction to set the
transfer mode; If you are using ftp command, type the binary command before the mput command. Please refer to Data File Upload

18



AR A& HLH 5 AR

BARAZ MRS, tHXH) BioProject. BioSample 5 GSA #IEEEBMEUTHALHE (A TE
PR
1. BioProject X i A&l & tHXEX BioSample 15 25 GSA HIEEREM;
2. GSA HiE&E%T, SHAREXKEX BioProject #1 BioSample 15 2R .
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