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Overview of the CNCB Data Submission System

Genome Sequence Archive
https://ngdc.cncb.ac.cn/gsa

Genome Sequence Archive for Human

https://ngdc.cncb.ac.cn/gsa-human

CNCB
Submission Genome Warehouse
System https://ngdc.cncb.ac.cn/gwh

) GenBase
https://ngdc.cncb.ac.cn/genbase

Open Archive for Miscellaneous Data
https://ngdc.cncb.ac.cn/omix

A set of omics data repositories, providing data submission, storage, and sharing services

CNCB-NGDC 3



GSA is a public repository for the archiving, retrieving,

GSA: Genome Sequence Archive

SGSA T L
and sharing of non-human raw sequence reads
... , equivalent
..... s .'::“" SRA DRA
G4 IES WS 3812 Sequence DDBJ Read ,\IlEuropean
i & i etadiiia e . . ucleotide
= W . L8 Read Archive Archive Archive
@NCBI @DDBJ @EB|
International Nucleotide Sequence Database
H \_ Collaboration (INSDC) )
o || ;:, G
NA = coeaL GSA was selected as one of the Global Core Biodata

1 . -;Eiz'-: BIODAT,
O Resources (GCBR) by the Global Biodata Coalition (GBC)

Genomics Proteomics Bioinformatics (2017, 2021, 2025)
https://ngdc.cncb.ac.cn/gsa

7 CNCB-NGDC




GSA-Human: Genome Sequence Archive for Human
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Genomics Proteomics Bioinformatics (2021, 2025) Yi Chuan (2021)

CNCB-NGDC

(Focuses on Human related \
omics sequence data

» Authorized as the national human genetic
resource data management platform

» Features two data access mechanisms

* Controlled access
* Open access

» The “Request and Provel” model for the
controlled access data

» Data Access Committee, DAC
* Review the data application, grant data
access permissions to data requesters

\_ _/




"+ CNCB-NGDC

GWH: Genome Warehouse

GWH is a public repository housing genome assembly data for a

wide range of species, delivering a series of web services for genome
data submission, storage, release and sharing.

{. y Umitvelia BioProject
@Mv' w ‘

PRJC
' A \ BioProject BloProject BioProject
N‘_‘ n & ..';":.n:m;

-.;...... O Doy / SAMC \ BioSample BioSample 3 BioSamgple
1 2
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& ] o ) & = Assambly Assambly Assambly
GWH ' 2 3
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3=l T SRt X h Ownesx . Oevieax » (TWOER ) XD0089000 +
B¢ 3 y Ao § 1A - Assambly Assambly Assembly
2 -‘,’,, .’: .u‘.‘ P77 St g s Hod color profx of accession numbers
\ ’ Mirghe cobor uptinte veesion numbers
Structured organization and management of
Homepage of GWH, https://ngdc.cncb.ac.cn/gwh/ 9 9

genome assembly data like INSDC

Genomics Proteomics Bioinformatics (2021, 2025) Nucleic Acids Research (2017-2025)



GenBase

GenBase is an open-access data repository designed for nucleotide
sequence archiving, searching, and sharing. It supports the submission of

MRNA, genomic DNAs, ncRNA, or small genomes
# Submitted Nucleotide (Cumulative)
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Genomics Proteomics Bioinformatics (2024)
https://ngdc.cncb.ac.cn/genbase/
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OMIX: Open Archive for Miscellaneous Data

Generalist repository for multimodal
biological data

« Supports 10 main categories, 32
subcategories

Open Archive for
Miscellaneous Data

» Supports 2 file upload methods:

= HTTP online upload
= FTP pre-upload

« Supports 2 data access policies:
= Open access

N e e e e e e e e e e e e e e e e e e e e e e e e

L = Controlled access (for human data
only)
9.020 6,048 54,254 1,544 165.30 + Certified by FAIRSharing and re3data.org

Genomics Proteomics Bioinformatics (2021, 2025) Acknowledged by over 420 Journals, supporting 1544 articles

7 CNCB-NGDC



https://bigd.big.ac.cn/omix/

Data Flows

Visits & downloads

« 86.6 PB Raw reads

* 98,108 Genome assemblies

* 1,264,944 Sequences
* 18,000+ Submitters

e 780+ Journals

* 5500+ Supported articles > 25 million Page views > 2.2 million Unique IPs
> 200 Countries/regions > 19PB Data downloads

& CNCB-NGDC



International Submissions

Country/Region ~ Submitters Datasets Country/Region  Submitters Datasets

United States 48 64 Israel 2 2

140000 200 Germany 14 16 Netherlands 1 1

o Republic of Korea 10 24 Switzerland 1 2

120000 W File size (GB) 183180 Singapore 9 10  Argentina 1 1

e Submitters 160 France 8 16 Austria 1 1

100000 140 Pakistan 8 54 Belarus 1 1

120 Australia 7 37 Belgium 1 1

80000 Canada 7 9  Chile 1 1

100 Italy 7 7 Holland 1 1

60000 80 Japan 7 13 Indonesia 1 1
Russian Iran (Islamic

40000 60 Federation 7 85 Repébuc of) 1 1

20000 40 United Kingdom 6 8 Iraq 1 1

20 India 4 4 Jreland 1 1

0 0 Malaysia 4 4 Kazakhstan 1 1

Denmark 3 3 Monaco 1 1

2016 2017 2018 2019 2020 2021 2022 2023 2024 Korea, Republic of 3 3 Philippines 1 1

Sweden 3 3 Qatar 1 1

Thailand 3 5 Spain 1 1

Brazil 2 21 Sri Lanka 1 1

Eqgypt 2 2 Zimbabwe 1 1

183 international submitters from 40 countries/regions, 410 datasets submitted
As of Dec 2024

CNCB-NGDC




GSA Endorsed by International Publishers
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Ressacch data policy ' you take oertan actons. Athcugh much research dala v dosemingled 38 part of jownal artickes, a host of other 2ona 13 0ot made avalable Hrosgs wide
e swe lebry smerures atication. Osr research dota policy sats 3 framework for how me can and sl support ressarchers 10 miske thew sesaarch ditn aesibble. Some pormee
e — ey adogt thee own data stneg pobcles and thees can be found In yor oemal’s gue for mithors: Please note that as of Ostob 73, Edyevier has
changed Pl poldicy mcommendation, stonng that ooty should Be given 10 research instiuies’ own #1a sharing poscies that sum houd follow As o
Setnitve futs
om ate

MseUenoe, pieate conuder Me reoommendad resoorcen baoed mithin tho reoced 3t 2 noo-eshaurive ln of segpesied resoorces for dale deposivon

RELATED STANDARDS (3)  RELATED DATABASES (92) >

Genome Sequence Archive

https://www.springernature.com/gp/authors/research-data-policy/repositories- https://www.elsevier.com/researcher/author/tools-and-resources/research-
mandates/19540364

data/data-base-linking#repositories
CNCB-NGDC




INSDC Data Mirroring & Integrating
» Automated pipelines are developed to download data from INSDC, and

integrate them to the local databases
« Data search, browse, visualization and download functions are provided

CNCB database INSDC database Data type Integrated data

36,513,811 experiment

GSA SRA Raw sequence reads 38,712,098 Run
24 PB files
GenBank Genome assembly 3,235,203
GWH o
Rerseq eference genome 569,560
assembly
GenBase GenBank Nucleotide & Protein MUttty 278800508

Proteins: 380,993,958

& CNCB-NGDC



Connectivity of the Depositories

Biological
projects

BioProject

A 4
SSO User BioSample

Biological
samples

GSA

GSA-Human

GWH
GeneBase

OMIX

%9 BIG Sub

https://ngc.cncb.ac.cn/gsub

@ = |
- - @ »
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Contents

GSA Data Submission & Sharing
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Data Model and Supported Sequencing Platforms

ILLUMINA FASTQ, BAM

PACBIO_SMRT HDF5, BAM, FASTQ

Oxford Nanopore FASTQ, BAM, Fast5

COMPLETE_GENOMICS Complete_Genomics_native, FASTQ,
BAM

BGISEQ FASTQ, BAM

BIONANO BNX

ABI_SOLID FASTA/QUAL, FASTQ, BAM

Data model and data standard: In accordance with the
INSDC standard

& CNCB-NGDC



Accepted Sample Types

Pathogen

Clinical or hosi-seacciod For samples related to pathogens (such

Environenental, food or other aS COVID'19), thiS type iS preferred.
Microbe
Arvmnl

Model arganism or anemal

Arsmal for TOM syndrome

& Human A
i p— —_ For samples related to human, please

Pt submit to GSA-Human.

Yirus

HIAGEROMaENYIrormenia iple (G50 unsupporied)

Use for metagenome/environmental
samples when it is not appropriate or
5 ST rowe s Sompts OUC W Soipion) ‘ advantageous to use the GSC

s ' e s (Genome Standards Consortium)
MIMS (Minimum Information about a
MetaGenome Sequence) standards.

human-gut

1cd https://www.gensc.org/pages/standards-intro.html

wator

" CNCB-NGDC




Data Submission Portal : BIG-Sub
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https://ngdc.cncb.ac.cn/gsub
https://ngdc.cncb.ac.cn/gsub
https://ngdc.cncb.ac.cn/gsub
https://ngdc.cncb.ac.cn/gsub
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CNCB-NGDC

Data Submission Process

Title Whele genome sequencing (WGS) study
n kidnery cancer

| Title Transcriptome peofies of cold-treated
nce at the booting stage

|t {4 {4
\ e e
| | ~—— BioProject |— K y,/ )/;
|
| |  {
Normal Cels Cancer Colls
from Four Pasents from Four Pasents on n &n 10n
Type Human sample ‘ Type Plant samplo
Organism Homo sapeons Organism Oryza satvo
Count s ~——— BioSample I count s
Aliss | NomaiCels || CancorCels | Allas [on 1| 20 || sn || 30n |
P1|P2 |P3|Pa| P P2 |Pa|Pa o1[02| (29[22 [s1]82] [101[102
perim: K
Ex i = - Experiment# 1 2 2
Exp.Allag | _NomeiCols || CancorCels |
P Pi[P2[Pa[Pa [P (P2 [ P3| Pa Exp. Alias o | B O | | T
E= =1l 2| [21]2:2] [51]52] [10.1)102
—— GSAMetadata —
pRun# 2 2 2 2 2 2 2
= o ExpRun# , 4\l ¢ AW i 4
Normal Cells Cancer Cells
Run Allas P1.1/P2.1 P31 P41 P11 P21 P31 Pé oh 2h 5n 10N
P12 P2:2|P32 P42 | P12 P22 P32 P42 RunAliss 15 T62] [21]22| (53] 82] [101/102]
GSA Sequence _-.,.' GSA Sequence = ’
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Create a New BioProject Submission
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https://bigd.big.ac.cn/gsub
https://bigd.big.ac.cn/gsub
https://bigd.big.ac.cn/gsub
https://bigd.big.ac.cn/gsub

Step 1. Submitter Information

CNGDC Home DBocumentanan & Weicome. GSA =

0 a il )
Submitter Ggl Project Type Nbgln | mng'am

Submitier Information

* First namn Miditle nams * Last name
354 | BiGh
* Emnll Emall (vacondary)

pemiestIQtg o on

* Ovganization Organization websiae * Dupartmuont
Bating Instihule of Geromioe. Chi it Wy 4G nc cr pIGD
Fhone Fax

* Strem * Clty StoteProvince
N0 1 Bachnn Wes Rond Chisoy Animg

* Poatal codo * CounuyReglon
100101 Chnn

& CNCB-NGDC




Ganeral Iofoemasor

Sebaas N

L

Wored rovirr

Progert

Project tee ¢ Bbenacis

* Dwerpeion

CNCB-NGDC

Step 2. General Inf

&ndn‘lh“

j=2 1

* Agency

External lek

Lk descnpmon

Arateet promcty

Atzession

ACCESSion N ANt SMIDGE

SEEAOn

Save and forward

Progrem

URL

Oescription

Oatabigse name

o

"

ormation

¢ Grat 1D

Geartt Tite



Project type

Progect et typo

\Whihe (parasim hacgiere vy

[
Partrm
(xen
Nad spercrre

1Vt e o Ciae ity

Twpwsed Lisesn
Trametegesme o0 Ciarm wepeests)

Vatwtane

Haw wvpiatve (60
Caatatim sopmteery

Adserrtdy

Madagoecara. aasarmidy
iyt Vet niam)

Viw et bon nr i mmarnal
Y

Step 3. Project Type

03 04 05 :
Project Type Publication Ovarview & Subunit

* Sampio scope

Moncesolaw v

Sample scope choices @

Monoisalate:a single animal, cultured celllne, iInbrad popuiation (or possibly 3 heterogencous
populaton when 3 singke genome assemby 15 ganerated from the pocled sample; not predered )
Mustiisotate:multiple indvidusls, 8 popuialion (representalive af 8 species)

Mutti-species: sample reprasants multiple species

Envirenment the spocias content of the sample & not known

Synthetic:the sample is synthatically created by a machine

Single celltha sample s

Ingla call seguancing

Otherspecify tha sample scopa that was used

Save and forward

CNCB-NGDC




Step 4. Publications

04 05
Publication Ovetview & Submit

Publication

PubMed ID OR DOI

& CNCB-NGDC



Overview

Submitter Information

Submitter

Organization
Department
Country/Reglon
Address

Postal code

CNCB-NGDC

Step 5. Overview & Submit

nission: subPRO0ES277

05
Overview & Submit

General information

Project title o512
Rolevance Agricuttural
Description test2

GSABIGD
gsatest2@big.ac.cn Release Date 2027.-09-30
Baijing Inst#ute of Genomics, Chinese Acadomy of Sciences
Grants Agency

BIGD

No fundng support
China
No.1 Baichan West Road, Chaoyany District Bejing

100101
Project type

Project data type Whole genome saquencing

Sample scope Mutisolate



Submission Completed

BIG Sub ' BioProject

BioProject accession numbers
Create BioProject Remember this number. It will be used when submitting the GSA later BioProject Quick Start Guide(US) BioProject Quick Start Guide(CN)

Accession Project title Release Date Status Operation

PRJICADAT180  subPRODBO277  test2 2027-09-30 finished confidential mm
PRICAD38910)  subPRO058697  test_20260508 2027-05-08 finished  confidential [ Edit | Deleto |
Unassigned subPRO00D6710  xx 2026-11-28 unfinished  confidential m m
PRJCADDABSES  subPRO0DOGTOY  Disease study 2021-02-26 finished confidential m m
PRJCAOO1016  subPROOD1G07  rice project 2020-02-03 m

"CNCB-NGDC




Create a New GSA Submission

Comgusing Ans

& 3
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https://bigd.big.ac.cn/gsub
https://bigd.big.ac.cn/gsub
https://bigd.big.ac.cn/gsub
https://bigd.big.ac.cn/gsub

Step 1. Submitter

03 04 05
Gunergl Metatata Filen Overview & Sutinm
Submitter Information
* First name Middle name * Last name
GEA BiGD
* Emadl Emal {secondary)
Pty 1V, PEMG. 2 1 T
* Organtzation Organization website + Department
Bevirg rstitute of Genomics, Ct BIGD
Phone Fax
+ Street « City Stae/Province
N Bakchen West Road, Chuory: i
* Postal code * Country/Reglon
100101 hinn v

m Save and forward




Step2. General Information

General Metadata File Upload Overview

General information

Release date

= After the approval is passed, release immediately foliowing curation (recommended)

@) Release on specified date The release date is the date your data can be publicly
accessed. If your submitted information need to be
protected for some time, you can set this date to a
B future date within two years.

= Release Policies and Disclaimers
1. A date can be set by authors to withhold the release of new submissions for a specified period of tme

L

[~

T

41

release date can be changed through the GSA submission portal (hitp#bigd big ac cnigsubisubmitigsasubstitute your GSA accession numberjicontents)

w

if 2 paper citing the seguence or accession number is published prior to the specified date, the sequence will be reieased upon pubication. Otherwise. GSA will release
sequence dala on the specified date

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

9 jacceptit. '_ |dontacceptit

CNCB-NGDC




Step 2. General Information

Title And Description

* description

Project Information

« Please select Bloproject number Select an existing BioProject number
or go to create a BioProject first

OR Go 1o croato BloProject

Sampie Information

# No GSA reilated SicSample Information was created
GSA related BioSample information has been created

Select whether the related
bioSamples has been created

0 1 you have not crusted CYA misted Balogical Sample(s) muse seiust Bw Mo C3A relalet Mo Sample infurmation was crusted’ end cresli IS SETpNTY " W

If you have airoady created OBA relaied Siologueal Samglels), please select the ‘G 1A refaled SioSample Information bas boen croated

J#.” CNCB-NGDC




Step 3. Choose a Sample Type

03 o i = or
Lumple Type Altrsiiee Mataninte Tike Cevrviom A iime
Saerzie Hpe

Fathogen

I Clizicel w bot-assceterd I

Errvretrmanial, 1000 e Ol

Wacrcbe

A

Model mpasier cr arerssl

Akl for TEM syncrome

Pl

Vras

Netzperons Ty konmenss Sarpie (GR0 NIVG stsepportsd)

NeageoomeEny Fonments Sange (GEC NIV Complsny

eran-gut
wal

water

CNCB-NGDC




.

Step 4. Sample Attributes

05
Metaitata

o7
Ovelview & Submit
Attributes of clinical or host-associated pathogen

Upload BioSampée batch submission flle using Excel format that includes the attributes for each of Samples

Click here to download the BioSample submission template
e file, fill it out and upload it
© Download BioSample bsteh submigsion template Pathogen_cl.us. isx. then 1l in and doublie-chack T before upioading
For column explarations and exampias, please see the e.9.Pathogen cl.us.xisx
For more Information, please see the Help

This is an example file. Note: Please do not edit or upload this
file

This is @ submission

t of "Clinical or host-associated pathogen™ to the BloSample database
GREEN fieids are ) Wy Your submission will fall if any mandatory fiekds are not
GREY fields are optional. Leave optional Tiekds empty If no information is available,

YELLOW columns have drop-down menues that allow you to select from a controlied vocabulary. Once specified for one row, these values can be copled-and-pasted down
Organism (column 5) and host (column 11) Please Ml in the name of the sclentific species In the Taxen category of NCBI

CAUTION: DO NOT delete or Insert column!

1

Be aaare that Excel may avtomatcaly apply formatting to your data. In particular, take care with dates, incrementing awsofills and special characters ke / or -. Doublecheck that your text
3

B Rk IR 10
1 isolate 1 strain T

=

xNote: The Sample name needs to be consistent with the
sample name in the experiment sheet of the GSA metadata file

T A G )

hLJ
type " hawt_sge T host_sge_ vt ’
yoar

pathogen_cl.cn.xIsx



Click here to download
the error report file

The error messages
displayed online

Step 4. Sample Attributes

Attributes of clinical o bost-asSocinted pathogen
* Uploaded BioSample batch submission file using Excel format that includes the attributes for each of Samples

Pathogen clus s KB Doote Choce

ch imormation oolme [f the fre chackad CK, please dick fa “Save and forweed” (o corplatn your submisson If not

sed o axamiration

20

* Uploaded BloSample batch submission file using Excel format thet Includes the attributes for each of Samples

0 chck the “Check™ bution to very the submitiod b

dalete the file first, then modfy and relcad unti

o Pk

AU htes of chinical 0F host-assacisind pathdgen

Fathogen_cl.us afsx KB Dowte X ERROR:

Checked error, delete the uploaded
file, fix it as prompted, re-upload and
re-check it

PLasurGORNIDRT 1o ervor Al

ow 11, colurm 5 “or e {"human®) Human dals plasss sutmil i

254

* Upk d Bl balch s flle using Exced format that includes the attributes for each of Samples

hips ingde cnch ac enigsa-human

Artriutes of chmical ar host.associated pathogen

Famogen_cl.us.xisx K1 Dwdetn Chockod O

© Pioase dlick the "Chedck” bution 1o verfy the subamitiod banch Information onling. ¥ the fle checked OK, ploasa clck the *Save and forward” 1o cormplute your submmission. # not

ploase celata tho fia frat then modity and reload untd it passed tha axaminaton



Step 5. GSA Metadata Information

x Z
Metaduta Ties Thewrview & Sanmmt

GSA Mytadels (ifurmanon

* Updoad e COA batch subintasion fle using Excet fonmat.

Uphoost Click here to download the GSA metadata template file, fill it out and
upload it
O Downinsd GEA hatoh subiméssion sermpion] GRA Temgpiate ws atxs | an (5 ) 30 Goubin <hack it Bodom vploasing
" e B T e This is an example file. Note: Please do not edit or upload
For more nfamanca, phaose we the Heip this file

Thes sheet In u-nu ’m Experiment infcemation -nd neads to be crouted aftor :l-lhng BloProject and u-os.-pu
[l Submmmsion we ted.

GREY buide . s.u ‘n".'m
Y arw opoonal. Nal Rt eopty IF o i - mn

BLUE fanids require for

YELLOW columns have drop-down menues mll Alow you 10 seloct from a VoL y. Once 105 ONe TOW, IReLe VAIUSS CAN DO COPWa.ANa pasted down
When the Platicrm e the of cycles 17) e roq

CAUTION: DO NOT delele of Insert column!
B e that Excul muey soomaticully spply formatbng % your cets n purdcule, tike cere with dutes. meremeenng wutofi s wnd specwl churnciens bhe / of - Doutiecheck St yuur text Slw is ace
a 7

]

Exporiment  Rumn | Please Read First)

¥Note: The Sample name needs to be consistent with the sample name in

. the Biosample metadata file
Thli sheet is mod for Run Info'mauon and needs to be

fieidn are mandatory, ummunmmm-.mm
on:vnda-m memmpqlm

un dat; mmmu select bam. If you want to submit your reference file to our FTP Site, you need 1o fill in the Reference file name an:
Y LLW columns have drop-dcwm menues that allow you 1o select from a controlled vocabulary. Once specified for one row, these values can be copled-and-paste
CAUTION: DO NOT delete or insert column!

Ba aware that Exosd may mn(wnuln_ullv pply farmattng to your dati ln parnicular, Lake cane with datak, incrementang auofills and special charneciers ke / or - Double

.mumﬁl,_ ,:WIP__ -7 Rundata file type

GSA_Template.cn.xlsx

Expornment R Ploase Road First!
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Step 5. GSA Metadata Information

[ 07
Filon Ovetview & Submit

GSA Metadata information
+ Uploaded GSA batch submission file.
GSA_Tempiate us. xisx 41KB Deloto Chacked OK

O Please dick the "Check” bution to venty the submitted batch indormaton oning. I the fle checked OK, please dlick the "Save and forward” to complete your subrrpssion. If not,
plaase delete the fle first, then modity and reload until it passed the axaminaton

CNCB-NGDC




Step 6. Upload Sequence Files

[ 2%, -

[ S o
T T 1 Vew  Tieaiier  Seven  Badkesads  Help

Z BT EONO . TAYS

s Quccoressr  w
Masce
) The Mwnawmn ne MDS core of Boe cotnaded Men rrant ek st you oo Mled 71 Bve M Setde
Arwnsm W0 awwn (hual [0 vl b w0 i wd 108 (0h By Serupae MAETIEIN
- — ” S P v vy  prarin |Lscal see ANEMT WNGOC . 151250, - | Rareae we
s e v 1 e s vt s b e e s sy ey S Aot frve o st s X
Fhenee rieice Farare Poesize Fint_ Lawh modeed
A1 8 AL gag 46 4N
. L R LT 2602 S0 0ot o G L LU T TR
u Cats M 1o Mhat unt Lews Ly A@dad 1T v BE Sy ttuar 4 CONTERT RS M des e aoate! (e welen el 2k a2 V151 56, 72 s 1572 1200 B cxA 2W_ 2L020G% 10
CARTON T Sl vrt 280 o T O 18
A Thos in no Se tent steg of e satrwienion. Mlasse Sick e Sare 800 oramt! DB o0 S BotIo of 1AL Sage 0 SR 1713 the Uareum’ 2856 WA JIU TI0 DRNIY MW B8T Sheck
Por s eeted avd (b e Bates] btee be eeal e sitwsiater

11 B Dotel w294 M550 tywes b dwctoris

Cumind S Faind barwions  So\shs et

R ve
* Mow S0 pow warnt S0 provide e for suaTteene?

fle name a
consistent with those filled in the Run

chaat
SHEET

e rm

FimDta Chert

It is recommended to upload files using a FTP client
A PR g ATt F KCLE AW software.

Note: Please upload in binary mode

Aspora Command Line

Oowrinas Aspeis Cosnect are mistar o try)
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Step 7. Overview & Submit

L4
Dewrviow A Sument

Sk TevaTeasan

Sibrunaien 10
e
Arrenptan

Reterie AW

Nelwmdte 18 brrabans

T e 4 YR
Grwustyegac cr
Orgaruaten g inanee o
Cofabe T
CoumryRegon ™
Aoy "t tes Vst Pt Chanywng DS Sery
Prate code
e,
Savoie type LT T T pe———
Sizzarpde stztutes fve Patogen_cizaatss
Metute ne S5A Tewvpize.us sia
Experveant e LT Noripie Mirve T [
e MW He 1000 gt B L T L R T oA
Ren Akan Rur Data Fue Trarmaten Foe Wpe
bt to . g wry

[ woen | After checking, click "Submit" to complete the submission

CNCB-NGDC




Metadata Submission Completed

Waiting for check | i 1§} ~
O SA Quick Start Guige (US) CSA Quick Start Guide (TN)
Accession Submission 1D Title Create date Release date Status Operation
\ =
Unassigned IBCRAOG 1627 test_20250508 2025.05.08 2027.05.08 oy [ Dwints |
;:_,:_,,.- .w UbICRADZ 7044 tost_1 2024.06-03 2027-05.08 S.zzc,"ef' 2_:
The GSA number assigned to a successful submission, which can be cited in an article |
Data Review Process
Phase 1 : Manual Review Phase 2 : Data Association and Quality Control
Metadata double check Data file association i ]
Metadata review: : The file processing
Data quality control cycle is related to the

Verify associated relationships 1-2 Working days.
size and number of files.

Data quality analysis

Verify completeness of metadata

Please ensure that the relevant files have been uploaded. Wait until the data are verified and archived. If the data validation fails, please make

the necessary corrections and resubmit the metadata or re-upload the files.

& CNCB-NGDC




Data Retrieval and Access

enome Soquence Archive )., CRADDOT 2, CRUOOGESD; BRXIOGIS668. hrma

* NGDC  Home Subsmit Drowse Guarch Statlutcs Bupport « Slogm G Register M .
Sendto:V
Ceontor Search rasult o tn W
« INSDC (7261700) ol Ihniire. THI36AT | therves 1 0F ov 17815878 : ool - Choose Destination
« NGOG (251857
Downloadable Title vaBaq BOOO parred and mequencng |Land wee ranstion eitects on soil morodsomes oF"e
Accession: EF 14504
« Non.downloadable (1076540) Plattor e ILLUMIBA PRy RN B
« Dosmboadabie (6437011) Sustogy name;  Genonie Boloction name:  RANDOM ownload 5804385 items.

File type Farmat

e Ihurrsna NovaSeq 6000 pared ond sequenong Lard use tranwbon elfecis on scd mcroboomes  Accession List §
S v) 4 Acoession: EAX 145680 =

|
o it 387} Plattorm name:  ILLURSAA Source name: METAGENCM) Runinto
o SRA (G185011) Strstegy name:  Gonoma Selection name:  RANDOM DataSet Accession List
o urchelned (1074665)
Title Murrsna NovaGag 8000 paredd and seguencong Land ose ransion effecs on soll morobsomes
« axfordnanopore_oatve (5) } Accession ERX11 10
+ pachin_sequal_natve |19) Platfonm neme ILLUNNA Source name; METAGENOM)
o fasig (240870 Strmegy name: Ganomo Selection name:  FANDOM
o Nasta (502)
Tle: umina NovsSag 8000 pared ond sequencng Land use rankbon aflects on soll microbones
* bam {5186) 1 Accession: ENX 1145085
o Bam (1157) Platform name:  ILLL Source name: ME TAGENOMI(
Platform Stratogy name:  Ganonin Belection name:  RANDOM
o ULTIMA (3897 e utrina NovaSoq BO0O pested ond segunncing Laedd use transition slfncis o sod recrobsmes
» wnpectied (7AH72) 5 Acoession ERXVASEST0
o ML LIAINA ST Platform naene;  ILLURSNA Source name: METAGENOMK

7 CNCB-NGDC
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E) GSA-Human Data Submission & Sharing
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Data Model and Supported Data Types
ata Organization Model

Solid tumor Solid_Tumor.1.0_us.xlsx
) Disease Hematologic tumor Hematologic_Tumor_us.xlIsx
. _»' Study i ' DAC study Autoimmune diseases Autoimmune_1.0_us.xlsx
Other diseases General_1.0.xIsx
BioProject Cohort study General_1.0.xIsx
i ' Cell line related study Cellline_1.0.xIsx
Individual
P Clinical pathogen Clinical_pathogen_1.0.xIsx
> = 2 Human associated metagenome Human_associated_metagenome_1.0.xlIsx
=TT~ Sample | l Sample :
BioSample l ILLUMINA FASTQ, BAM
!‘ ‘. | PACBIO_SMRT HDF5, BAM, FASTQ
Expe”ment |\ Expenment Oxford Nanopore FASTQ, BAM, Fast5
COMPLETE_GENOMICS Complete_Genomics_native, FASTQ, BAM
“ “ BGISEQ FASTQ, BAM
Run ’ Run Run Run BIONANO BNX
: ABI_SOLID FASTA/QUAL, FASTQ, BAM

To organize metadata and data files centered on "Individual”. - , — ,
For more file format information: https://ngdc.cncb.ac.cn/gsa/support/standardsGsat#file_1

CNCB-NGDC



https://ngdc.cncb.ac.cn/gsa/support/standardsGsa#file_1

Pre-Submission Notes

APl account is required to make the submission — the data responsible person
= Principle Investigator (Pl), Full or Associate Professor of a research institute
= Full or Associate Professor of an university
= Chief or Deputy Chief Physician of a hospital

= Department Manager of a company
« The metadata to be submitted must be desensitized (no subject privacy information)
» Submitters should set the data access method upon submission

= Controlled access (default)

= Open access

» For the controlled access data, information of the Data Access Committee (DAC) and
its members are required, and a DAC contact person should be designated

CNCB-NGDC https:/ngdc.cncb.ac.cn/gsa-human/document/Principle_of Accessing_Human_Genetic_Resource_Data_in_NGDC_V1.pdf 41



https://ngdc.cncb.ac.cn/gsa-human/document/Principle_of_Accessing_Human_Genetic_Resource_Data_in_NGDC_V1.pdf
https://ngdc.cncb.ac.cn/gsa-human/document/Principle_of_Accessing_Human_Genetic_Resource_Data_in_NGDC_V1.pdf
https://ngdc.cncb.ac.cn/gsa-human/document/Principle_of_Accessing_Human_Genetic_Resource_Data_in_NGDC_V1.pdf

Data Submission Process

C Start )
I

Supplement Pl information

\ 4
Fill in Study-related information

v

Register Data Access Committee (DAC)
information (if data is set controlled access)

v

Fill in and upload metadata table, and
complete online verification

v

Upload sequence files

Overview & Submit

v
C End )

CNCB-NGDC




Create a New GSA-Human Submission

Quumuqn — rermmr—— (- S

et After logging in, please complete
the following personal information:
* Professional title, personal

homepage/corresponding

- publication URL, and institutional

homepage information.

= *  The email on the personal

homepage should preferably be

PR L s consistent with the account email.

| * Submissions from unqualified

= - - \ accounts will not be approved )

https://ngdc.cncb.ac.cn/gsub/ S

CNCB-NGDC



https://ngdc.cncb.ac.cn/gsub/

BioProject
ti QEA for Human
Study —<DAC>
Individual
Samples
( )
Experiments
L Runs
(. R
Sequence
Files

CNCB-NGDC

Step 1. Submitter

New Satersanion

e mey e e

had -

( )
PO I It is recommended to add contact person information. If
g e ey Dot P not added, feedback on dataset issues will only be sent
@ P 16 it e 1 Cirasst Possan, Yo . WY P 16 St s A PO B to the registered account. Since data submission and
issue handling may not be done by the PI personally,
—e adding a contact person ensures both parties receive
= [P Lt s notifications.
pedwil v - v A
- . J
sy - e v
et b ee Qg
=S v sioc v
» B = ManPrramne
M Bk Wt RasdCius 7 wire ¢
o otk Gt + Cortrpmogus
Lall L4 Cume

ey

IR P At e Bt Shve

Before proceeding to the next step, please
make sure to read and accept our data
management rules.




Step 2. Study Information

Tetrvnsar (D 3 bnEARI4IL
—— - L e —— - —

Release Date: Any date within 2 years can be

selected.

—<DAC>

BioProject
6{0 "ga'hHljmn
Study
Individual
Samples
p
Experiments
L Runs
4 )
Sequence
Files

e

N ]

Basic Information: Choose the study type and its

relevant information according to the research.

s

A 4

- s et iy

.

.

BioProject Information: Select an existing BioProject

number, or jump to create a new BioProject.

N e v hat — ! gd 5w prrvaan v g b (ST (4t h—
- Dus Wiy b, sy e b e

[Ty —— Vo bl Lo

® 1 hers et ot essosed e OATA ACCERS ALAKEMENT

Data Access Methods

» Select data access method (Controlled-access / Open-access)

and usage restrictions.




Step 3.

BioProject

§

S A for Human

[ Sp—

Study —<DAC>
.
Individual
.
Samples
p
Experiments
Runs
"
4
Sequence
Files

CNCB-NGDC

Data Access Committee (DAC) Information

Submission 10: subHRADICAST

R o A aarany R e Mniss P Uiverems & ltwe

Duis Accses Cormmifies (DALC) & & Dody of rie 3 raars Narteed ndhetuil aho Mo readutale 120 Sl rehedas 1o lemel reduesion Seeed on corees! dral'or Matinet Messarth Elrecs
wirs

T ADAL m [ppedady fuvramd born P same o malishe crgae(abin Tl oRscied e Sanphet 4nd Qeneritind any Waoused snatses

2 Narspie Zonnsets may So e and to o singe DAC

DAC Information - ~

* Did you already register a DAC for this study? 2N Choose "N0" , and create a nhew DAC
) No Yes ¥ 2
Data Ackess Committee —

DAC DAC

DAC name Emall Or
accession Members ——
Beyn
iDACO0 S
HDAC000165 o . >
— g = "

If "Controlled-access" is selected as the data access method, a DAC must be
established and a DAC contact person designated to review and authorize data access
applications after data release.




Step 4. Metadata Information

Submussion ID: subHRAQMD0ESE

BioProject
Sutertter ey Niateaten bt Awwt Camrtm Matees i Owwryves & Satersy

Conoarwl Pockage

Uptoad the metadata o wsieg Excel format
6 GS A forHuman
A S Yo o 2o

ekt

's ) '
Study _<DAC> In(.\_wm.-m E108! Tumplate Gencral | 0 ,.w.-u-v;l S 5800 and then ugiead the medSd waptate
. J T1 YU TR Ry QISr]Or Wiassl T 51 R Wk W1y Segpeeion ' Cor v g w by s fowl bae U contecy us 4l geaSibig ac.on
. w Sty Ty
IndIVIduaI . !.’..A... it hon sy of Brve celalng sbuy sl pathoge Harman retapuesome rcherts o Fassls e W,
\ v
o Study Type of research information
Samples PR v,
\ y. I yun whaly @ fongmaiingl study !
N
(e |
Runs Disease study General_1.0.xIsx r N\
h g Cohort study General_1.0.xIsx The metadata template is
Cell line related study Cellline_1.0.xIsx automatica"y matched based
( )
sequence Clinical pathogen Clinical_pathogen_1.0.xIsx on the Study Type, to adapt to
Files Human associated metagenome Human_associated_metagenome_1.0.xlsx .
L ) different research needs.
. J

CNCB-NGDC




Step 4. Metadata Information

Taking General_1.0.xIsx as an example: Mainly used for Disease studies and Cohort studies.

r This sheet is used for individual information.
GREEN fields are mandatory. Your submission will fail if any mandatory fields are not completed.

B io P ro J ect GREY fields are optional. Leave optional fields empty if no information is available.
'ORANGE fields require that the individual accession number, like HRI000001, already exists in GSA for Human database
YELLOW columns have drop-down menues that allow you to y. Once speci one row, these values can be copied-and-pasted down.

CAUTION: DO NOT delete any columns! But you can insert the custom attributes at the end of all column as needed!
Be aware that Excel may automatically apply formtting to your data. In particular, take care with dates, incrementing autofils and special characters like / or ~. Doublecheck that your text file is accurate before sending to us
3 4 5 6 7 8 9 10 11

1 2
[IDY " Findividual_name “gender existed_individual_accession “experiment_group disease_name disease_stage 1 treatment T survival time is_smoker is_drinker
D1
6 GS A forHuman
I3 SRR RN iy 12 13 14 15 16 17 18 19 20
_height(m) " body_weight (ko) ] body_mass_index(8M) Y ethnicity " province " occupation Y " race ' birthplace }7 custom attributes 1

- ~ Custom column Individual Sheet
Study DAC

- 7 Common Issue 1: Corresponding Relationships

p R 1:N one individual — multiple samples. Be sure to pay attention to the affiliation of each
. . sample. This is the part where problems are most likely to occur, since metadata is

t Individual ) organized around "Individual", any mistake will affect all metadata.

f This sheet is used for Sample information.

GREEN fields are mandatory. Your submission will fail if any mandatory fields are not completed.
GREY fields are optional. Leave optional fields empty if no information is available.
e \ 'YELLOW columns have drop-down menues that allow you to select from a controlled vocabulary. Once specified for one row, these values can be copied-and-pasted down.
Sam ples CAUTION: [BJ;Jal:v(a);[e?::l;(:;y;:;n::;::\:;gﬁ:;::;; ii:rsr:;:“lnhgetgl;zluc:lg:tlat.ributes at the end of all column as needed!
In particular, take care with dates, incrementing autofills and special characters like / or -. Doublecheck that your text file is accurate before sending to us.
- < 1 2 3 5 6 7 8 9 10 11
[“IDY " “*sample_name “tissue Y “individual_ID ¢ age age_unit “public Y “sample_title | ‘collection date provider | _culture_collection
S1
Experiments 12 13 14 15
R "karyotype _|__phenotype | _ population | custom_attributes_1 Sample Sheet
uns _ Custom column
~
Common Issue 2: Sensitive Information Note: Ensure metadata is complete and accurate. Comprehensive
Names of individuals and samples must not information provides sufficient background and context, which is critical
Sequence include full or abbreviated Pinyin of subjects' for administrator review, reviewer assessment, and future data reuse. If
Files real names. existing columns cannot describe information in detail, add custom
_ fields.

CNCB-NGDC




Step 4. Metadata Information

Taking General_1.0.xIsx as an example: Mainly used for Disease studies and Cohort studies.

= = f This sheet is used for Experiment information.
B I O P roj ect GREEN fields are mandatory. Your submission will fail if any mandatory fields are not completed.
GREY fields are optional. Leave optional fields empty if no information is available.
BLUE fields require for paired-end data only
YELLOW columns have drop-down menues that allow you to select from a controlled vocabulary. Once specified for one row, these values can be copied-and-pasted down.
When the 4) is Helicos Heli the Planned number of cycles (column 16) is required.
CAUTION: DO NOT delete or insert column!
Be aware that Excel may automatically apply formatting to your data. In particular, take care with dates, incrementing autofills and special characters like / or -. Doublecheck that your text file is accurate before sending to us.
3 4 7 8 9

1 2 5 6
(DY “Experiment title bl “*sample_ID “Platform “Library Construction / Experimental Design Library name
(S GS A forHuman
S g 200 .

“Source S

{ R 1 12 13 14 15 16
\ “Read length for mate(bp) | _Read length for mate 2(bp) | Insertsize (bp) | Nominalsize (bp) ; __ Nominal standard deviation (bp) _ : _Planned number of cycles | E H t Sh t
Study DAC Xperimen ee
- o Common Issue 1 : Corresponding Relationships
. If multiple sequencing strategies are used for one sample: 1 Sample — N Experiments
4 N
Individual Relationship between Experiment and Run: 1 Experiment — N Runs
\ s f This sheet is used for Run information and needs to be created after Experiment sheet.
GREEN fields are y. Your will fail if any y fields are not
BLUE fields require for paired-end data only
7 ~ PURPLE When your Run data file type (column 4) select bam. If you want to submit your reference file to our FTP Site, you need to fill in the Reference file name and MD5 for reference file (columns 9-10). If your r
YELLOW columns have drop-down menues that allow you to select from a y. Once i for one row, these values can be copied-and-pasted down.
samples CAUTION: DO NOT delete or insert column!
Be aware that Excel may automatically apply formatting to your data. In particular, take care with dates, incrementing autofills and special characters like / or -. Doublecheck that your text file is accurate before sending to
\ v 1 2 3 4 6 7
DY “Runtitle Y “ExperimentiD 7 “Run datafile type | *Fne:amﬂ ] “MD5 checksum 1 A File name 2 1 mD5 2 1
R1
( ) 9 10 11 12
Reference file name MDS5 for reference file Assembly Name or Accession Assembly Accession URL
Experiments Run Sheet
Runs \
\ J N\
Common Issue 2 : Sensitive Information Common Issue 3 : File Name Consistency
p . Titles of Experiments and Runs must not include full or File names in the metadata must be exactly the same as
Sequence abbreviated Pinyin of patients' real names. uploaded files. Inconsistency will prevent the system from
Files File names must not contain such sensitive locating files during subsequent quality control, affecting file
L ) information. processing and archiving efficiency.

CNCB-NGDC




Step 4. Metadata Information

[ BioProject ]

‘S GgA for Human

( )
Study —<DAC>
. J

{ N\
Individual
Samples
4 N\

Experiments
Runs

Sequence
Files

CNCB-NGDC

Submussion ID: subHRAQQ0ESE

Satertte Sty nirmeesn Datd Accwnt Camerits et i Cweryres & Sater

Gesarwd Pockage

Upioad the metadaa (1o wsieg Excel format

| toiowd | Upload the completed metadata table.

S Download Eacel Template Oonerd | U soreadihost o sav and en ugioad e nediod wagtate

M you havw mevy qasation o weat e 5 grm us Wy seggeedon'commert o ¢

\ 4

* Upbaas the macadats e saing Fcost Sarma

Cenatsl_| & us-GUATESTales  TEKS s

| croce | Click "Check™ to verify the fo

ODswwiond Excel Torgeats Gorers | 0 soroaishont. 65¢, sren sl Tev 4o 1o Faste) Weghem Fo mae help weess 1ee 1o Exavgie i

1 yu N ary paAT OF AR S T G i ATy Rageewn tllrvvart o roport m e, PV fed e I CORANS G 1 RGN AC SN

rmat.

[ e P I
- AR -
Vo i r Vtihs i | | WAty A s ol b ] 0 P et b e e aee Be aarn | e
y e e Y A e N (A b o by

After successful verification, click "Save and
forward" to proceed to the next step.

« |If the metadata review fails,
modify the information
according to system prompts
and re-upload for verification.




BioProject

‘S GsA for Human

Step 5. Sequence File Upload

)

-
Study
Individual
.
Samples
p
Experiments
Runs
Sequence
Files

Fubmission D' sutHRA004ET

L EX s o Cws bnmes Darvemm Mty T Ivwres 4 Lew

11w agtens wende

Mobee:
P e maast e ated 1 10e GEA vetacats e i upsaades

Utayen The Aavms shoursl be ned for of s

i rrew e STEIIIGAL Lrg GUP > bagd

A TR W wad o La o) OF Ton SLEevauwamy Flmane (06K e Nawe and T Bathas o (s Boflins o DV bage 264 63 W1s (T Dirarvies’ sage, wiwes you as

Sarrnibm w0 Pk Toe outaiNTE ot KaTTETRE B08 SRR The Wabent” Bullen W VEal) poed S oteebe s

T S Yo Nosie Somet- Pocbnie Holy
* Maw 20 paw Want 15 Jrovias e Sor susoseson w0 ey

A T e [ W Ferrravior r—
e

feahi Lt

g 1 et Fill in the host information as "subhra.cncb.ac.cn

~eam
[ Ty — P — A —————————
yoot -
c» »
1
| [P -
T — -
1
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Step 6. Overview & Submit

[ BioProject ] —

65_ GSA for Human pelinies

s )
Study —<DAC> ol
" J ——
' R _‘:_"
Individual e
§ J
' ) ‘ B B ‘
Samples | .
. 7 ——
( " h B g B g ian ~iiem i
Experiments . : S ——
Runs emmalli g
J — L it S
( ) =
Sequence .
Files

@ Be sure to click "Submit” to initiate the data review process. Wait patiently for feedback.

CNCB-NGDC




Metadata Submission Completed

Data Review Process

-

Phase 1 : Manual Review

Authenticate user identity

Check sensitive information

Verify associated relationships

Metadata review:
1-2 working days.

~

Phase 2 : Data Association and Quality Control

Data file association

The file processing
cycle is related to the
size and number of

Data quality control

The assigned

accession number

) , files.
Data quality analysis
Verify completeness of metadata
Accession Title Submission 1D Release Date Package Status Access|Request) Operation
Unas: o $33334 12105 } Ganarsd ContraiiediO) m
: 2 Checked OK Dk
e 240022 Call Line e Dpen =3

+ Please ensure that the relevant files have been uploaded. Wait until the data are verified and archived. If the data

validation fails, please make the necessary corrections and resubmit the metadata or re-upload the files.

» Accession Allocation: After data archiving, a unique accession number will be assigned.

CNCB-NGDC




Access Type

Open
Access
Data

Controlled
Access
Data

GSA-Human Data Access Permissions

Qn‘n.- TR G e, e DAL e

6 GS_ A Vfor Human 4 | g

Data Status

* Meets open sharing
criteria*

* Does not meet open
sharing criteria

» Meets open sharing
criteria*

* Data application
submitted

* DAC approval obtained

. Meets open sharing
criteria*
. No data application

submitted or DAC
approval rejected

. Does not meet open
sharing criteria

Access

Permission
Categories

Accessible

Inaccessible

Accessible

Accessible

Inaccessible

Metadata
View

Full

Partial

Full

Partial

Partial

Sequence
File
Download

EEGELES

Download

Full Allowed
Partial Not Allowed
Full Allowed
Partial Not Allowed
Partial Not Allowed

*Note: "Meets open sharing criteria" refers to data that has been registered in the Human Genetic Resource
Management Platform, or is foreign data, or is data of clinical pathogens, ancient humans/fossils, or
commercial cell lines.

CNCB-NGDC

o The metadata information
il can be viewed partially




GSA-Human Data Access Permissions

Access Sequence _— [Sejoenl
for Human | &
Access Type Data Status Permission vae‘ifta 3"03?‘?2;2 File ‘SGS A 25
Categories Download 1 |
Open ’ xf:::isalgpen sharing Accessible Full Full Allowed »- R WO i )
Access T e e e e o e T
Data ° PRI e MEE Ol Inaccessible Partial Partial Not Allowed ma - ; TN
sharing criteria > <o Open Access Data
» Meets open sharing
criteria* . ?‘”'".'.If."A{..'"j".:.:,‘" - o Sequence File
» Data application Accessible Full Full Allowed S e e e Download
submitted
* DAC approval obtained
Controlled ) .
. Meets open sharing - e - - -
Access o,
Data criteria -
a . No data application Accessible Partial Partial Not Allowed - -

submitted or DAC
approval rejected il =5 e s

: Doe§ not r.'neclat open Inaccessible Partial Partial Not Allowed The metada_ta information
sharing criteria ; can be viewed fully

*Note: "Meets open sharing criteria" refers to data that has been registered in the Human Genetic Resource
Management Platform, or is foreign data, or is data of clinical pathogens, ancient humans/fossils, or - e -
commercial cell lines.

CNCB-NGDC




GSA-Human Data Browse and Access

(“} GSA forkuman

@

.....

Controlled-access datasets require application and review.
Only researchers at the Pl level (e.g., Professor, Chief
Physician) may apply for access.
Review process:
« Step 1: The system administrator conducts a formal identity
check.
» Step 2: The DAC performs the final review and decides on

authorization.

~



https://ngdc.cncb.ac.cn/gsa-human/browse/
https://ngdc.cncb.ac.cn/gsa-human/browse/
https://ngdc.cncb.ac.cn/gsa-human/browse/
https://ngdc.cncb.ac.cn/gsa-human/browse/
https://ngdc.cncb.ac.cn/gsa-human/browse/
https://ngdc.cncb.ac.cn/gsa-human/browse/

Controlled-Access Data Application

A wizard that helps you to make a data
application step ty step

Fawc mreTaton Tesoarch Inommanon Stugy nxematon Owivew Ayoement

Basic Information

Samic ariorTation fsseach mtnmaton Sty ™ .
Request title
! Research information
fwe ey v >
Research Activity Title Reoquested study

P\ Information
it $3r he

Study Accsanlon

Emadl HRALOU0A T
Choose research period :

First Name" yoss v Study Tite
MLy Chstecienzaton of Gestine Cances Lyt

Middie Name * Research purpose

Uses and Limitations

Last Name General purpose uss

Country/Region

Whethar or not the confirmation of the data user's insbtution is required?
Institute/Organization NO

* Me s & techniques
Departmesnt had o Dsta Access Agreemen

Title/Position 4aid

m | have 19ad the dats access agreement. and | sgree it

CNCB-NGDC




Controlled-Access Data Application

S P - ——— -
.......
B Satas o

Mg et inhe

(S o -
it Maww

Wbt M

Last e
_ LA L R e . ~ R

T
CowvryPugion
( | Proren

o 75 Step4 Overview

Usasbams A1l Qs Con

iR It summarizes all previously entered information—

Pernarel Horsegage  Covmapandwg Mtdmias US| R e L

oot | rgndioitiia Nusiegigs o Spioy i ivioy Basic Information, Personal Information, Research

Information, and Study Selection—displays notices

Pissart trvrrmenr

Resmsmh Aetoty Tite and contact details, provides the Data Access

Amp el r W Aadinid
=t son.

Agreement for review and consent, and lets you

=" Lproceed via Save and forward. e

Mittads & wevvaens
TS e USSP SIS S ——

CNCB-NGDC




Controlled-Access Data Application

Baik miymanon Fecosmn imoomanon Ensoy emlcmanon Overviow

Agreemont

| have read the following GSA-Human data policy.and | agree it

1 Rights of data user

1) The (ala 12320 can make applications for Ihe dala néeosd Iough the GRA-Human Sysissr

2) The cata user can dowrdoad e oala in certmm Hime after

alloctual proporty of the subsequent research resut

gata user has

J) The

ie %p or Aspera

which 15

3 data by o

4) The data usar can downicad the appro

2 Responsiblities of data user

1) The data user should

purpese, an

if the cownloaded o

coment and sciealinc validity

Gownioaded catased froer

1 yser pubiish a papef us
it e nevie that the riata ran e armnired from RSA.Hisman

Choose signature type

Dlning the approval of accessing the o
3s50d on e calasot

designated by G

e af applicaton

1 qistnbution 10 othey

laset ¢

SA-Human the data accession number miust be In

Onbine sgnanwe ® Onine sgnange

“Gopx )

e i

gnature

ase!

SA-Human

The dataset Is re

Dy hus Tt oam

~

(StepS Agreement
+ Check to agree: Read the GSA-Human data policy and
tick “I agree.”
* Choose a signature method (required):
* Online signature:
» Upload a signature image (recommended), or
» Draw a signature with the mouse, or
» Generate a signature automatically;
« Offline signature: Sign offline.
NOTICE: If the data submitter additionally requires the
user’s institution to sign the DAA, the agreement must be

completed offline with signatures and an official

J

\institutional stamp.




Download the Approved Data

i * e ORO L. FTA

o

Mouer | burman Beg s on ILw-'r..n» QUi Sy . Faramcrs SeRsRaes ]-‘n'r:

Staux Iramcure sarver, it does not suppoct FTP ower TLS
e Logged in
Seamie Retrievisg drecian fuing
S Diractory lating of */~ successhel
Lota! she: | 7, Remote she |/
-l T WRATOOTIS
o E
- F
-
Flaname Fienice Fletype Lavi modfied * | Flerame Fileser Fletype

SRECYCLE N

Gystam Volwme teform.
L L=

qroachs

aMDuaniosd

DOOOTE deCO
.

0 Slas and T dhrncnones. Totsl wae 11,805 670 bytes

Servertoce fle

Queved files  Faied rarslens  Sectensi banslers

CNCB-NGDC

HRACLO219 =

Diract: Remote Sle

k local pane to download

~

Quick Guide (FileZilla Download & Transfer)

< Download & install FileZilla Client from the official site

BFileZilla._._

Overview

e L

Coemeean k|
» * Chan

. 6i5en FiIeZiIIa:- fill ih the'port and élick “Quickconnect”

+ Set Host: human.big.ac.cn;
* User/Password: the Pl account that made the

application;

* In the local pane, choose the destination folder for

your downloads

* In the remote pane, open the your authorized dataset

folder(s) (e.g., HRA000219) and drag files/folders to the

J
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3 GWH Data Submission & Sharing
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What Types of Data does GWH Accept?

« GWH accepts full genomes of eukaryote, prokaryote
(including/excluding organelle(s), plasmid(s), etc.) and
metagenomes data

* You can submit all genome assembly data associated with the
same BioProject and publication simultaneously in one batch
submission

’ - P - 1:n
BioProject L BioSample Genome

”  CNCB-NGDC



GWH Submission Pipeline

NO

Register an account?
l l Yes
Go to register —>  Create a new GWH submission
NO l Yes
Pre-register BioProject
l l Yes
Go to create BioProject — Assign BioProject Accession No.
l Yes
NO Pre-register BioSample(s)
l l Yes

Go to create BioSample(s) — Assign BioSample Accession No(s).

v
Submit the GWH meta file

'

Upload FTP files

!

Finish GWH submission

'

Assign GWH Accession No.

CNCB-NGDC



Preparation 1: Metadata Files

-@ U}&tj ?{[{:Q"’ - Data Resources  Computing Analysis  Data Network  Standards

News

—
a GWH ha3 updated the qualty control process

080
S

You can download the metadata file in here:

Note:GWH accepls genome associated data submission, but we are not responsible for the accuracy of the submitted data. The submitter should be responsible for the data accuracy.

1. Download GWH batch submission template file GWH_Assembly en xlsx / GWH_Assembly ch xlsx, then fill in and double-check it before uploading.
2. For column explanations and examples, please see the e.g.GWH _Assembly en.xisx / GWH Assembly ch.xisx,

3. Downioad the GWH assignment information template file chr.csv / plasmid.csv / organella.csv and documentation, fill in and double-check it before upload it through FTP (optional).
4. FAQ for GWH submission, please see the pdf.

5. For more information, please see the Help.

CNCB-NGDC




Preparation 1: Metadata Files

The latest version of the GWH-batchsubmission-English.xlsx template file

| &The file is the meta information table for submitting "Genome assembly” associated data, Please use English input method to fill in

' EThe sheet should be filed after created retated BioProject and BioS ampie roc

I
i

Accesslon

szmvnb ]

rds i1 NGDC

i

2. Be careful when you use the Excel “autefil function” to prevent unnecessary filing errors, 8.9, date or npumbers ‘
carefully before submitting to save your batch submission review time |

MWnM ‘-
Note: 1. Do not delete or insert any entry column!
i #The Gmycodumn is optional, if not avalable, it can be feft blank )01 the Excel “autof

9 10 1"

12

Amnllvlwd © Genome sequence | Genome sequence |Genome annotation
file name file MDS code file name

‘annolation file

Genome

MDS5 code

Note: The explanations for the

filled-in items can be found in the

instructions.

CNCB-NGDC

Note: Do not delete or insert new

rows or columns.




Preparation 2: Data Files
» Genome assembly file (Required, fasta format)

\/

seq 1|description line
ATCGATCGATCGATCGATCGATCGATCGATCG
ATCGATCGATCGAT

Sequence ID:
(1) Start with a letter
(2) Letters, numbers, - _.:*#

A genome only has:
* One genome assembly file
* One genome annotation file

» Genome annotation file (Not required, gff/tbl format )

= gff format

For example,

1. Sequence D,

2. Annotation information source (null value is .’);

3. Feature type, eg: gene, transcript; 128

4. Start position of a feature on the sequence (from 1); (:h‘J’ 1:11

5. End position of a feature on the sequence (no more than sequence ctg123
length); ctg123

8. Score (null valueis ''); otg123

7. Strand; ctg123

8. Frame of a CDS (0, 1, 2); clg123

9. Attributes, additional information about each feature; agian

CNCB-NGDC

gene 1000 4000
TF_binding_site

MRNA 1300
axon 1300
axon 2000
CDS 1300
cDs 2000
UTR 3602

3020
1500
050
1500
3901

3020

ER38QUBNCcH-Tegon cig123 1 1497228

. 1D=gens0000 | Name=EDEN
1000 1012 ' Parem=gana00001
. ID=mRNADOOO 1 Parent=gens0000 1
1D=exon0000 1 Parent=mRNAGOOO 1
1D=6x0n00002 Parant=mRNADDOO 1
ID=cd50000 | Parent=mRNADOOO1
1D=0a500002; Parent=mRNADOOO 1
ID=UTRO000 1 Parent=mRNAODOO1

co o




Preparation 3: Assignment Information File

> Assignment Information File (When the assembly level is complete or
draft in chromosome, chromosome assignment file is required)

Sequence ID Chromosome name Complete Circular

chromosome assignment file

organella assignment file

plasmid assignment file

seq_l

1

true

false

Sequence ID

Type

Complete

Circular

seq_2

Mitochondrion

true

false

Sequence ID

Plasmid name

Complete

Circular

seq. 3

pBR322

true

false

* The Sequence ID in the assignment file must come from the Sequence ID in the genome sequence file.
For example, if the genome sequence file contains: ">ctg1 chromosome1”, then the sequence ID is
"ctg1".

* In the chromosome assignment file, "Complete=true" indicates that the sequence represents a certain
chromosome. "Complete=false" means that is associated with a certain chromosome but has not been
localized to a specific position on the chromosome.

CNCB-NGDC




Online Documentation about the Preparations

CMIOC Ahrm @Tewess  Qfeesh  O0mwitied  Oidmey Aok M D POmummitebn B et

&

G sion
data prep

GWH accepts whole genome assembly aats (ncuding'exduding erganaiiers |, plasmidis) otc ) Individual organefiaplasmid genome, viral genome, and gene ragment sequence data
e d 12 tha Genllase database of the NGDC You can submil all genome saammbly data assediatod with the sams BlaProject and puliication simultaneously in 008 Bakch
SaTraseon

[ @ Susnission prociss description (1dw] N
(%) Sign up an account and Login

Detailed description of (21 Sueret et dot
the submission " Crasmm o o trsnsion

Fillin sgm1-3
pl’OCeSS * Upload Baich Meta el Fila™ e stopd and vabdate it und B passes the onling qualiyy control
* Go 10 e overviaw pags in wepS snd chck the Finkdh" button th cormpletn the uplosd

13} Upicad Nes theough ftn

(@) Resturns to the sutenission st hitps:fngde onch ac ovigwhisubmit'subemission, cick Be “FTP fnsh upload” button of the conmespondng Balch 10 After that. $0 system wif
trigger automsatc gualty conbol systam (o audk & Please do not dick iepoatodly %o avold axception

15 Vait for the data sudt, and the audt resclt wil be intoomed by emal

*F e st Bas pass quality control syatem e Mmisaon Matas will L M0 Socciasld” Aad GV will asign an wigus genems assanlly actsssion No for aach
4

g sssritly 0 & batch s
+ On the contrary, the submission states wil tum info “Eiror” And GyWH wil send emor report 1o submvtor frough emall Submitier needs to check and be sure that ol eoos
\ e aftachod repan Ses we feed. and resubmits the conecied Bas it your convenienc J

apare Tin Adowey iformaton

Prepare the

'
. )
following 3 Ganame Saquescs Fila
H . . I > A Gaouvme Assctation i joptional)
I nformatlon . § Assignment Information Fle {requeed Soc cortam coodition)
. Uploading Files Bwough #1#

T Metagenoeis data selanission
8 Haplorype data submissbon

Biobrogect and BooSample sccession number
Bench Meta Flle

CNCB-NGDC



https://ngdc.cncb.ac.cn/gwh/submit/prepartion

Create a New Submission

A batch submission is required to be associated with the same BioProject and the same article

& Webiiom shuscmmtmp@ig e TR s ﬁ?'ﬁﬁ%’ et e g

New suboressan

Note: (TWH accapms 0anome sssociiad dula sube 0, UL Wl R ROL1RAPoss 1id e accurmcy of e subeszed dite The it ihoidd Be rasponalbla 1or the data scauracy
1 Downboad GWH barch sutnsiasion template i C G u. en dsx { (WS4 Assembly choskax mnﬂnmo:ubh-m«kdmmm wpbading
2 For D‘Wﬂl‘mm:udmnmle' vemo--lr»qg Asmerritly o0 ik | GO Assemdly th s
3 Download the GWH assig tamplate o che Cov f planinid oy | ngunalia cuv and 000 aton T8 in and doubla-chack k before upload & through FTP (optional)

4 FAQ for GWH sutwmission. plosse see the e
5 For more information, pleace see fe Halp

2 =

Accussion(s) BachiDd ) Tithe BoProject Relunsn date Cruatwd Upetatnd Statim Opmration|s)

DO WANAYI INUAT R TEVE LY Wane M soono

Log in to the submission system through the GWH [@: Log iin to the submission system of

the GWH through the NGDC
https://ngdc.cncb.ac.cn/gwh/submit/submission submission

https://ngdc.cncb.ac.cn/gsub/

CNCB-NGDC



https://ngdc.cncb.ac.cn/gwh/submit/submission
https://ngdc.cncb.ac.cn/gsub/
https://ngdc.cncb.ac.cn/gsub/
https://ngdc.cncb.ac.cn/gsub/
https://ngdc.cncb.ac.cn/gsub/
https://ngdc.cncb.ac.cn/gsub/
https://ngdc.cncb.ac.cn/gsub/
https://ngdc.cncb.ac.cn/gsub/
https://ngdc.cncb.ac.cn/gsub/
https://ngdc.cncb.ac.cn/gsub/

Step 1. Submitter

Sp 1 1 ‘
Subimitter {
- First name Middle name - Last name
= Email Secondary Email {The recipnts of
ShaoruntonaObic.acan feedback email such as students) . .
' o Note: The email address of the Submitter
- Ovgantzation Ovganization URL - DoparmeR will be used for information communication
hentoy Aot 8 NGO during the subsequent submission process.
Prone Fox If necessary, please also fill in the
Secondary email address to be copied.
« Street - City State/Province
- Postal code + Country/Region




Step 2. General Info

“Subemiasion Title
Note: The title is only used by i
users to distinguish multiple B

submissions in the submission list,

o Paliios immealy i ot cimmmendod and will never be made public o O it

Hedoua a0 spccified date
AN gt vk i - M

Moo Reloase of BoProgct and BloSample I ofa0 tapgered by the reloased g
e Pt ot s Note: Please_, pay attention to the
Ve Release Policies and Disclaimers

3 13 peper cRing he S00USN00 OF SLCESEMN TUTRG & putisdod peior
sequence duta on the speciied dhn
£ As Soon it K avalathe . pheicie send the Al poatilication date-of suthors e joumal volurme pages and S -0 e lolodeg adthens (rebcarationitagacon

| scoopt 4 | doevt mconpt #
Note: Controlled access is used for
human genome data resources only

CNCB-NGDC




Step 3. Reference

Asthors: Ruterntsis MH
Joumek Tha Joussd of plasacy wnd pharmacshigy

= : -
Note: Here is the information of
_ — — — T the article that published the
: _ ors: @i o genomic accession of this
submission
st name Mdhe nare Last name Dmadl i ozt

s Bk Putdod o

+ Sequence author: Only the name is disclosed at the
time of data release, not the email address Note: Please confirm whether
« Contact person: Publicly disclose the name and F—— the detailed information
email at the time of data release provided corresponding to the
PubMed ID is accurate.

CNCB-NGDC




Step 4. Meta

Upload the meta-information file (multiple genomes can be submitted in one batch) and verify it online

f— . - o . sy £ 3 - e —" o o

= -—no
Batch Meta Submission
1% ssusTEN STITERSAn T (rsing it Temal Tial IOUKES the IR DLEs (27 €A GENCITE Aiserminy I l o ]o °
o o fail ——
L e (DSelect a local file and upload it ‘ Error message:
Tt (QAfter successful upload, verify - (@D Download the file
online @ View online

pass

« Error message: must be modified
and resubmitted

=N Emoen (|0 « Warning message: can choose to
make modified and resubmitted

Z®. CNCB-NGDC



Step 5. Overview

e P “ _
+ Dhafroject scoossen PILCALOLND
o Bebiooe tew 15397

Overview » ' coverilbed accoes I'aiea
T B i o _
Tew

Sttes . o Sessance mrhoin itas mesey

This WGS Surrbiacn will b comans @ oot 20250807 { 175 Gyt Dt bewr] O putdoation. dapesding o wischh b st o Putbuaon viotes orptet et

OF EROprome 1 and ER0n0nnpho B de0 ggered by 1w releaded of WGS G v Relwmevs il o

FTP account and the

» Post scddrsan siterd big ac on

g b ey e 1re

o Liner nare shesnsterciibg s o

o Passwortl $he savm fo b soer pvoosesnd that o fog s OWHEKED, ep 723458 flle upload Iocatlon e A i

« Fams (OWHBace2e8

o Senph octwmbn Cvgeedery Lavarity rxre Arvendty mout Lwwnrw soqoescs S twew o Lanorm veretor e rave Hefwrmacn scowm

Mote U FTH clert soltwars St as FieZis Clect) ty bog bt FTT SANCLESX Y o G drwvmare rwe el gerars te wa L)
Al s watwridon pesns cick i FTP Flabeh spioest” ttan b yost rtmiossn Rt (S peivgee crvci e covigwiisstaetisaterdsnion) 1 iehamm us 1o chack yost strmicion

oI,/ description of the unique meta-

< Mo wisiott information attributes of each genome

+ Emal stacesebegfiteg acon bl
o Subettng erpaaiation Masond Gesesscs Duls Cortar Exfeg Yudte of Oeoormcs. Onrase Acatanry #f Bchenun | Cring Neberel Cante e Bordermaion m assel I I y

CNCB-NGDC




Step 6. Return to the Submission List

After the Meta information is submitted online, return to the submission list

My Submissions Deleted Submissions

Search:
8 Submissions
Accession(s) Batch ID & Title BioProject Release date Created Updated Status Operation(s)
Batch0031050 abc PRJCADD1233 2024-07-31 2024-04-23  2024-04-23 ERROR | |
| |
Batch0088496 ddd PRJCADDB260 2024-05-31 2024-05-24  2024-05-24  Waiting for files ﬁ
Batch0088499 cc PRJCADDB260 2024-05-31 2024-05-24  2024-05-24  Waiting forfiles

@ CNCB-NGDC




Step 7. Upload the Data Files via FTP
L S - e - I

o T Quickromes - J

D

onrecser € . messa0e

e I L2
. 99<

pr—

) H
e D5tiow [ S———

+ ==

; T GerSase
e ormen

Upload your data files to the GWH FTP site:

1. Host address: submit.big.ac.cn

2. User name: the same as the username used when logging in to GWH, eg:
chenml@pbig.ac.cn

3. Password: the same to the user password that you log in GWH, eg:123456

4. Click "Quick Connection" (port 21)

5. Path: IGWH/Batch00xxxxx , eg:/GWH/Batch0090866

CNCB-NGDC



Step 8. Trigger Automatic Check

* Return to the submission list
« Click the "Finish upload" button corresponding to the submission

Note: GIWVH acowpts e e & inlend dota subrrsssion DUt we are 1 - Dhe for the accunacy of Sie submitted dats The sutimitier should be responsibis for the
1. Download GWH batch subemission termpiate file i Assembly & H I x then il in and doubie-check it before uploading
2 For column explanations and examples, plaase see the e g y
3 Download the GWH assignment information template fila J Tl f o and documaentation, fil in and double-chack & befors upload & through FTP (optional)
4 FAQ for GWH submission, please sea the

ptierdrit bl aangs ks Note: Please click the
operation button to trigger the
system's automatic quality
. control and archiving.
Remember to check your
email for the system's
abc PRICAD01233 202497-3 202490423 2024-04-23 ERROR " u Te automatic feedbaCk on quallty
G 3 control errors or passes.

Accession(s) BatchID |4 Tithe BioProject Release date Created Updated Status Operation|s)

ddd PRICADOE260 2024051 20240524 2024.05.24  Waling for fies

PRICADOE50 2024050 024-05-24 20240524 Waileng for Ses -_

CNCB-NGDC




Step 8. Data Validation and Feedback

> If failed: please check the attached file that reports the errors

R QL NREE B MM WM Y aeeE T T e [T LR B

Fevcbuch validaticn sbout Sate 20026423 (PRICADM24Y|
Pbaratan

@ Please resubmit the metadata/data files after modifying the
errors report in the attachment

L - @ Modify/resubmit under the original submission number
—r—— @ Recalculate the MD5 code of the data file if it was modified
K i s e i @ Re-upload the modified data file in FTP

T ® Return to the submission list and click the "Finish upload"
button

APer SEBLII0N CHATK PrOCHRRITE. We Tuive COMM BETRE NOORE IRaans WHACH MVGUTE YOuT AIRTEON

Vot rmasl b shamed aend bon nare ot ofl avents b The atachadt rapert ey are Nomd

sabenk, Nt

- ' g R Lt AR STT RN
-.:{rku the Tizhh apboad tumcn in Wy Dabrensbery m}u 9830m 59 10 chech joux sabremaize.

At vannavsl Tt 4 1) S gt L T~ [ )
L L T S P




Step 8. Data Validation and Feedback

> If passed obtain the accession number

Arisntios sigjrreert 51 IO G WHEITFTONIZC0

NRR: TR s AN SHEw S easE T om * oows oMn 4 =
Accunsion asigement for Batch026423{CWHEESPOC000000. 1, PRICADODASS)
Mr"m' A ’ : Arcessionds| Baxch 0 Tide BioPreject ﬂ:“. Created Updmed Status

The email will contain:

» the assigned Accession number

» data citation templates when publishing
articles

sAlos
CAVHAZFMO 100000 | 15 ' X PRICADDEZEY 20241218 0240471 20040473 | SUCCESSFIR
Coved bumnan CHN Wahan S5 2000

Ve infoom thae your subreisaion bes passed sor cument sekileson check

eese cow e Tearsbes 1 100 1100 (Vi (ommmn il o BATTING Thate (oA 41 the
Matarias a0 Methads section of e pape]

| The whioks pascrrm sequenoe s rep et 16 s (et bave bees depes fedd 16 Tre Secmtre Warstouse 0 Natroed

(@ Display the assigned Accession number
e @ Display the current data status as “Successful”
@ Supported operations: Generate reviewer links,
Release the data immediately, Modify the
publication date and so on

Bateaicm

1'] Generee Warstioess: & Puliic Rapoanony Hauwrr Geeommaces Dets. Gerorezs Mrotssmicy Sreefrmates 2021
SR4) SALANN [PMCI0E PMC 0 L)

2] Dutatons Resoarces of the Metosel Geserracs Oats Cormee. Chins Maional Carner for Bisinlsrmation b1 20 Kociele
Araty Mes 1024, 5201 D180 PPRCCSNC 1001wl
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How to Fix the Errors?

NGDC ®Home @Browss QSearch @ Download @Submission S Tools L Statistics 7 Documentation & Raquest

& Welcome chenmi v

New submission

Note:GWH accepls genome associated data submission, but we are not responsible for the accuracy of the submitied data. The submitter should be responsible for the data accuracy.

1. Download GWH batch submission template file GWH Assembly en xisx/ GWH Assembly ch.xlsx, then fill in and double-check it before uploading.
2. For column explanaﬁons and examples please see the .9.GWH Assembly en.xisx / GWH_Assembly ch.xisx.
C emolate file chr.csv [ plasmid.csv / organelia.csv and documentation, fill in and double-check it before upload it through FTP (optional).

4. FAQ for GWH s&bmrssnon please see the pdf.
5. For more information, please see the Halp.

Please click here to see the manuals

CNCB-NGDC




Prokaryotic Genome Reannotation

Genome annotation is the basic of functional genomics research.
GWH establishes a prokaryotic genome reannotation resource to
support scientific research. It can effectively enhance the utilization
value of submitted data.

Preprocessing and annotation Archival Featu res
Genome size | Accession assignment . . . .
Checking . 3 Mbpegenome Saeaa Mol _— « Unified and standardized pipeline: 1,108
putlios " Genoma seusnos FASTA e Result staistics organisms, 9,646 genome assemblies
: ¥ Topology and location
e < Sequence » Improved annotated percentage: 1.5% -> 88.4%
+  Confirm or comect User submitted taxon name . i . .
Toonneme: [ Ui e me Release + Various genomic features: protein-coding genes,
SN st VAL e — tRNA, rRNA, sRNA, CRISPR elements,
I ¥ Qrganism in genusispecies lavel
BOAR : Nemontng genes s GRISPR b D:eam" pseudogenes
i - wnioad H
annotation - Gene funclon » Completeness: gene structure, protein products,
The process of reannotation and sharing of prokaryotic genomes in GWH gene name and gene function, etc.

J#.” CNCB-NGDC




Data Access and Retrieval

* Browse with multi-condition filters

= — = =
- —— = e
o -
-
B i L h— L v —— ik W -
" o L
..... - — 4
-
-

https://ngdc.cncb.ac.cn/gwh/browse/assembly

CNCB-NGDC

» Advanced search with 20 types of conditions

S —— = —
Multi-condition
combined query

Search S o—— Search
result filters | .. ... result filters

T e &y RSN SOITR

https://ngdc.cncb.ac.cn/gwh/search/advanced



https://ngdc.cncb.ac.cn/gwh/browse/assembly
https://ngdc.cncb.ac.cn/gwh/search/advanced

Access the Prokaryotic Genome Reannotation Resources

- Browse page

Cvarcat Nawredss o
» preRTEESO. Sazevely Lave Gerave M Ov SC corsere (% ame cats  Source remase dme
s e WMA DR Pewei
A -~ A A
A A ES &
A a A
& A A L

» Detailed information of an Assembly

naconchac cn o v A 1
Scientific Name  Aceloanaarobiwm stceianay
Common Names  Costidum sscxlands
Bioproject  PRICAOTEZ
Bicaample - SAMC2Z3540
Accession No. . GWHOPCNOOD00000
GWH meannotation accession SWHRA DPCNODOOOOO 1
GSA raw roads
GVM variationa of the species = -
Submitter Organization  Marng 156 saance. Ooean University of Crina
Contect . Hn C NG
Sequence suthor(s)  Han C
Released Date = 2023-07-21
Assambly Level = Drafl genome in scaffokd leve
Gonome Representation = Ful Genorme
Assembly method = maxbin 226
metabat 0.32.0
concoct 1.1
Saguencing & coverage  Tlumina 10

Nanopore 30
oo [T I A )

Publication(s)

https://ngdc.cncb.ac.cn/gwh/Assembly/64710/show



https://ngdc.cncb.ac.cn/gwh/Assembly/64710/show
https://ngdc.cncb.ac.cn/gwh/browse/assembly
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GenBase Submission System

submission system with online real-time validation,
alongside expert curation to ensure the quality of archived data

A Dbilingual

S IIJST!! saomizsion
& rad-sma vadkdation Process

Sequenco rtegrason

1t

Daily update
=)

Expert curation

sqn file

=
+ Aavanced ¥earcs

Share

+ Sgecian

+ Mieouls type GanBase Submission
« Diwa type

« Data vooros

Genenc sequence SARS-CoV-2 sequence

INSDC Compatible Data Model

‘&' CNCB-NGDC

Exchange




Preparation 1-Fasta File

« FASTA files can contain one or more sequences and can be consolidated into a single file

for upload

« Please use the FASTA format, starting with a definition line followed by sequence lines
» The simplest definition line requires a ">" symbol and a Sequence ID

Sequence ID+——

Sequence ID:
(1) Start with a letter

For example:

aaccgatatagagagagga

Note: The definition line only
recognizes the Sequence ID
and organism information

=5eq2 [organism=Homo Sapiens] Definition Line for Seq2
atctgaatagagatiatit

(2) letter number - _:*#
(3) shorter than 13 characters

CNCB-NGDC




Preparation 2-Source Modifier File

« Template: GenBase Modifiers.xlsx
https://ngdc.cncb.ac.cn/genbase/download/template/Genbase Modifiers.xIsx

« The document contains relevant controlled vocabularies to describe how, when, where
you obtained the samples and the relevant information about the samples, etc

‘f{-’oenBase Arome  BSubmirr  #Search  BDownloads™ ATooks~ ©Swtistics [ OStandards~ | Bielp~

Feature Table

Nudealide
Annotabion Fie Speaficaton
@9 C_AADD1106. 1. MHD11443 1. GBO0D39G2
Standards
Source Modifiers Source Modifiers
Rugumd Modiars . o
The design of source moafiers in GenBase 15 Inspred by source modifiers table from GenSank

© Optional Bt recommendod and acd our speafic modifiers. The Mcrosoff xisx template 1s provided o the users n the sun
vocabulary

0 Oitional User should fll in e “Scurce ModiNers Tabie™ sheal in iha tampiate fie. If tha value of modiar

ihe value n the workshest named contral word

The Mod#ers can be dvided inlo three pants




Preparation 2-Source Modifier File

A
i [#!Version: 3.3 |
2 #DO NOT MODIFY HEAD LINES AND EXAMPLE LINE! | A S48 S b 0 b Rt i !
3 #!The first column contains the Sequence_IDs used to identify each saquence in the nucleotide FASTA file. || 5 - OS] U B IV R FASTA 1 BN IT 1) Sequence_ID.
4 #!Specimens are identified in the Source Modifiers Table by the same Sequence D used in the FASTA file. || Specimens (1. Source Modifiers Table *#ili FASTA L1 {2110 HI[ Sequence ID 14 1ML,
6
7

1=}
m
n

#!The heading for the first cohumn mupst be exactly Sequence 1D as shown in the befow. | 30— 444y W& 301 1E 4 1L Sequence 1D, W | I¥n.

#!Each specimen in the set must have a fine ity the source modifiers file, even if there are no modifiers 1o apply 1o the specimen. | L1115 171 4= - source modifiers 811 M2 4) 1y, WHLEL

{isource moditers v/ ] 1 H 4,

#!Each Sequence_ID may appear only once in the source modifies file. || 5 7 Sequence ID (% source modifiers L {1 Wik %

g

HIFill in the data fn the line begitming with “##number”. 1 it is not enough, you can append lines by yourself, || 1177 ELeww 80 = 0L A PR RN . W B AS8E, arBLr 416 .
9 #Reference: https:/ngdc cnch.ac.en/genbase/standards ; https:/www. nebi nim h. gov/'WebSub/htmlhelp/genbank-source-table htmi#modifiers
10 #Uf you do not know what 10 fill (s the optional modifiers, please leave it Mank isstead of Nllng in characters sach as "Na™, "nuli”, "unavallabie”... | #REF M 06 0T of G Momners, JHIEXWE T, RAZRAT N7,

11 ##Color Code | required | optional (recommended) | optional |
2 #5Cobluun Number £52 273 =4 ] 246
13 ##Header Collection_date Country/Region Clone |_ Host | Host_sex
the specimen was collected country where the sequence’s organism was bocated. May [Namse of chone from wiich sequence was When the sequence submission b |Sex of Most
) be am scesn or major sea. Additienal region or lecalify  |abtaimed. typically 2@ alphanumsenic ID. from am organivm that exivts m 2
ST b bwk firteean v SHAT W6 it paene I Wikl 210y 1 st b after the counery wams sl vparsted symbistic, parasitic, ar sthar special
. For example: USA: Kiverview Park, Ripkontsun, relationship with some second
Avnifatde values oo by found af CommrodWends sheet. arganim, the ost' modefier can be
wsedd (0 ientily the tsme of the
Bost gperies.
14 ssDescription
13 E¥Esample(do not defete) Seql | 2001-01-31 or valwe in ControlWords sheet Chinn or vahx in ControfWords sheet C.Grant Homo Sapiens Male
16 an)
17 &2
18 #83
19 #8584
20 wss

CNCB-NGDC




Preparation 2-Feature File

+ Template: GenBase Features.xlsx

https://ngdc.cncb.ac.cn/genbase/download/template/Genbase Features.xlsx

* You can upload annotation files in gff, tbl or excel formats

TBL: GFF3:

Festurs Sc_10 - i - -
{ 7000  REFERINCE by S e L
PubXed 2249441 1 #isequence-region ctgl2d 1 1497228
a 1050 germ 2 g123 gene 1000 5699 - 1D=pencGROa] ; Nane=EDEN
geno ATH1 tgl23 TF_binding site 1000 1012 - 1Dt ths0000] , Parent <gencD0001
<1 1008 Ccrs A tgl23 nRMA 1050 5900 . 10=nANAGODO] ; Parent =gene 09001 | Nasw=FDEN, 1
product acid trechalase S5 etgl2’ nlMA 1D=0ANAGOD02 ; PArent =pe e
product Athly 6 crgl2d nAMA ¢
cedlon_3tart 2123
<1 10%0 nRAA
product ackd trahalare 3 ctgl?l e
10 g123 , NRANAGDIO3
11 c¢tgl2s “xXor 000 S00p 10=exondDd0s ; Parent oRNADDOD ] , nARARGORZ , nINADDDO Y

CNCB-NGDC



https://ngdc.cncb.ac.cn/genbase/download/template/Genbase_Features.xlsx
https://ngdc.cncb.ac.cn/genbase/download/template/Genbase_Features.xlsx
https://ngdc.cncb.ac.cn/genbase/download/template/Genbase_Features.xlsx
https://ngdc.cncb.ac.cn/genbase/download/template/Genbase_Features.xlsx
https://ngdc.cncb.ac.cn/genbase/download/template/Genbase_Features.xlsx
https://ngdc.cncb.ac.cn/genbase/download/template/Genbase_Features.xlsx
https://ngdc.cncb.ac.cn/genbase/download/template/Genbase_Features.xlsx
https://ngdc.cncb.ac.cn/genbase/download/template/Genbase_Features.xlsx
https://ngdc.cncb.ac.cn/genbase/download/template/Genbase_Features.xlsx
https://ngdc.cncb.ac.cn/genbase/download/template/Genbase_Features.xlsx
https://ngdc.cncb.ac.cn/genbase/download/template/Genbase_Features.xlsx

Preparation 2-Feature File

\%‘9 GenBase “+» @Home [@Submit~ #Search [HDownloads® AToolsw @Statistics | @Standards~ BHelp~

Source Modifiers

Feature Table
Nucleotide v Searct

ch wced
Annotation File Specification

e.g. C_AADD1108.1, MHD11443.1; GBD0O3962

Standards

> Feature Table

Feature Table

O Locations

The design of the feature table in xIsx format refers to the TBL In text format from NCBI . Consistent v
0, A the INSDC standard. Users can get tips from different feature and qualifier combinations in the table, in
© Quaslifier hints Locations

1) Chr
¢ Header of each sequence, starting with the Feature field

2) Start and end.

O Description of each feature

CNCB-NGDC
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Preparation 2-Feature

A 8 C D E F G

File

Feature table xkix can be regarded as a nucleic acid annotation format with meta mfcemation. The user needs 1o fill in the correspondmg ammotations m the
corresponding cohanns A ~ G. Where feature (column E) is the structare name of this tvpe of sequence. qualifiers (colomn F) is the atmbute of this structure. most

1. The feature information should be filled in columns Ato G

Feature table xisx®— R RN R A REIRRT, HAERFIREAASH URALAMCH . M Featare (column E) £ i /55|F — A £1815
{¥, qualifier (column F)EXMEREASHRY . X FAENERE, FOREEENE, MEARENELEE. 2HP®%E THEEASHER
1%, Qualifier hints¥ SR LMUETEN, THHRFRL, WHEIFBHRSqualifer value (column G)

Qualifier hints (H57%)

Locanons m Attnbutes M)

sequence id start end completeness feature qualifier qualifier value

3. Please fill in the specific information here

2.Hints area, according to
the prompt to fill in G

CNCB-NGDC

column content, for your
reference




Create a New Submission

There are two ways to enter the GenBase submission system

0 Frepaaien  TTRESRC SN

‘j\"’ﬁmﬂm . Search  BDownicod®  XTokr  @lormetics  Owdarsy  BHept | Lo}
MR Sutemedenn P 3 . b ¥ -

GenBase » 3 QOIS S Ny S o saterevnam

(DRMA. oo DA ncRINA. OF SIsal anommmes SUCN 25 OImeles, vwases,
pheomads. phagen bor any srpassm) and ikegrnes dak from INSDC

https://ngdc.cncb.ac.cn/genbase/ https://ngdc.cncb.ac.cn/gsub/

CNCB-NGDC



Create a New Submission

@%GenBase *neoc  @Home B Submit~ #Search BDownloads~ Toolsw  #pStatistics

Nucleotide v Search

eg. C_AA001108.1; MHO11443.1, GB0003962

Submission Type

Generic Sequence Submission SARS-CoV-2 Fast Submission Controlled Data Sequence Submission

Click here to start submitting Controlled sequence submission:

Only human data can be used for controlled
data submission through this submission
module

CNCB-NGDC




Step 1. Submitter

¢ o) o) o) o) 0 o 0 o)

® v Name MO Heiw ® Lt e

negty;

If any problems occur during the data information review and file archiving process, the information will be fed
back to the submitter's email

CNCB-NGDC



Step 2. Reference

© © O] © ©) © O) © ©) ©

Submission #0000099

Corresponding Author{n) (Note: The infortnation of professon of Associse Professtns is recommendod)
st Nave *Lant ave e Remine

Weoe NN

..M,

g Ot 5 o If the data is archived and the article is published, you can
send an email to genbase@big.ac.cn and we will update

N the paper informations for you

CNCB-NGDC



Step 3. Technology

® ® ® ® ® ® ® ® © ®

Submission #0000099

Sequencing Technology

Tres (nformalion & requicsd ¥ you M SUDMITINgG over S0 sequantes of If yOUY SOSUSRCES WENS DENerdied UEIng M l-gensldlon Sequencing 1chnelogy.

Assembled sequences

—p | Unassembled sequence reads

Assembled sequences

Here to choose Assembled sequences or need to
submit to the GSA rather than GenBase

CNCB-NGDC




Step 4. Nucleotide

© © © © © O © © © ©

Nudeotide

Submission #0000099

After the corresponding article is published, the data
Submission Release Date . - .
hen o e rtenee vour secoence ecorgy Wl D€ @UtOMatically triggered for release

~.~  Release Policies and
Sevommleppmemuastmy ||| 2 o]

Submission Short Title

* o o Set the submission title and try to make it have a true meaning
— BioProject ( optional )
, e e - «  Funding information

CNCB-NGDC




Step 4. Nucleotide

Sequence(s) and Definition Line(s)

ﬁMoleculo Type: Oaoric DI = ) C alan -
Topoleqy Lingar « \
Strand: Tés il Circular

v

Single strand

To which compartment does

the one you submitted belong? | oo onana

Mixed strand

® Yes

Are you submitting the No

complete sequence of an rwcleolide
organelie genome, virus, viral mitochondria
segment, virold, plasmid, or Pastid

Qlonmu vector?

Nucieotide Sequence Format

Doubie strand

genomic DNA

MRNA [CI2NA)
genomic RNA
wecursor RNA

It is necessary to ensure that the data

= a " submitted in one batch is consistent
cRNA ! with the above situations

iranscriboc RNA
Oiher genetic: RNA

ed f you ;. Other genebic: DNA 5. If not applicable, please leave it blank

Miple genetic companment types, you should Submill them separately

Sequence cata f

ormat

FASTA sequences [not an alignment, most comman data format, FASTA neip)

of Seq1

0 Sapens] Definilion Ling &

o Sapens] Dehnition Ling for Seq2

Example of nucleic acid sequence

£ which are ysed 1o gescnbe eadh sequence should be nCuded w

N your sequence oty




Step 4. Nucleotide

| [y ———————— ) Three methods are provided for
uploading nucleic acid sequences

[ Upload 1ocal file | 20 s seppdried The manmam shiowsd upiosdad e see s 168 ]
[ ® Uploag tiy FTP (woen He s2e > 1GE ]
* Fie Name * MD5
Note
Flagse manamitting your data files 1o the GenBase FTF slte (downdoad FleZilla chent) We recommend you transer tha file via FTP firat, then il the file name and mds hare and chick
continue

Addreas. 20 Subited g ac cn
User: Same as you logn he GanBase

Pasaword: Same % you logn the Ganflase

CNCB-NGDC




Step 5. Organism

®
©
©
©
fo
©
®
®
®
®

Organism

Submission #0000089

Fill in missing Organism information

You O ROt Inchate T8 RaTie Of the SAGIRIAT HOm ATEEh 158 SSUEITE WIS (30IAINE 3ae DAKOW. TIES38 SRIET 198 ORIV 22re SATW, [TFOF HLNE SQIENcE SUSEINIIENT. S6 3are 32 Use She FASTA formae |
DIWVIGII IEITAN WNIW 190

= i | Please fill the organism name as precisely

- e caton e as possible to the "species"” level
[.umu:m- m ]

CNCB-NGDC




Step 6. Set/Batch

Submussion #0000099

A5 SA0UATORE 10 [ AT AVEST D6 ITOR UVe SINVE JENAIONES AN 218 A4DSCITRE 15 DF IRISe0 31 THe SIME L
Tlaass sefect 3 so e

PEPUlIDOR 31Uy’ 4 661 07 SOLEOCES T wEre S6ne Dy SSRUONNg [N SAEe Jas YOum JEEren S0MEES Of 19 S3T0 (r(ivE
PrATOQenadc SILy: 4 1t of BELETERT 1At ATIE SHTvt T DOTLETICTY] Tl YAFM (J8RE YT SEMwT DgEITuTS
MEt3000 JRSYT 2 W o BECIMACHS 128¢ ware DTG DY SOGMMGIG THISEE FIEtENITE OF § UNGe Fene

EMTOR et SILly. 3 200 Of SeSutries Al MO 00rand Dy WRSUOOCIng Tt S8 Qaee YN 3 JOSUMNOD OF GOCARISON0 OF MM 0w (W Oirne

T your NOT 2l trom e same gensioces ang NOT imsenced 12 e relessed 31 the same Sma, then choose Tatzly Seloe

N Sy ‘ Matyte sliied suchohe sepaarces T &

Whether the data comes from the same batch or set

CNCB-NGDC




Step 7. Category

O © © © © © © © © ©

Category

Submission #0000099

* |s the sequence the original submission or a third-party annotation
« Third-party annotated data can only be made public after the article is published

Z®. CNCB-NGDC



Step 8. Modifiers

O) ® © © © © © © © ©

Submission #0000099
- Modifiers file template

1 Dowstoad Souce NOIBs usmesson eopaelile Gonflsse Mooters 0w o0 1E Sind G0U (Hack € bk 4Hcosng
: A ARG 6 0 CETiwed RIOTTers Mo

* Are these sequences derived from organelle genomes? (such as Mitochondria or Chioroplast)

® yes T/ no  If yes. please fill In the Organede/Location column in GenBase_Modifiers xisx Choose yeS or no based on
Upload the file In Exced format that includes the aftributes for each sequence Wh ether the Seq uence comes

A Vs ot e of

o0000ss_messtervsx [ from the organelle genome, 'FESEEE
such as mitochondria or -
chloroplasts

!
CNCB-NGDC

=

Successtul verification!




Step 9. Features

© © © O © © © © © ©

Submission #0000099

Note

A

Select the type of file

If no annotation file is uploaded here, the final archived page will be

marked:
GenBase staff is unable to verify sequence and/or annotation

provided by the submitter

CNCB-NGDC



Step 10. Overview

© © O) © ©) © © © © ©

Confirm above information

WAL Ehe M SO AT Y TAT Aegannie TE Yeu COR EOnERan FRiah, bel w ARpRLl pus read 13 Shack e aegannce hetie oy Saan

Click " Finish Submission " and wait for the page to display

Z®. CNCB-NGDC



Step 10. Overview

Review Records of Your Set

Below pleass find your 1 GenBase submission record(s) for your review,

You can download the complete set as a compressed ZIP file,
Warnings: there are some warnings in your sequence file. We suggest you check the sequence file before you go ahead,Download whole warming m Cl ICk tO d own |Oad

Severity Sequence Error Title Description
Name

Luciota_fillormis  SEQ_FEAT.BadRRNAcomponentOverlapTRNA  tRNA-rRNA overlap FEATURE: tRNA: Leu [Icl|Luciola_filiformis:c12483-12402] [Id|Luciola_filiformis: raw, dna len= 16864]
Luciola_fiMormis  SEQ_FEAT.BadRRNAcomponentOverlapTRNA  IRNA-rRNA overdap FEATURE: IRNA: Val [icljLuciota_filformis:c13787-13725] |lc!|Luciola_filiformis: raw, dna len= 16864)

Lucicla_fislformis  SEQ_FEAT. TransiExceptPhase transl_except qual out of frame. FEATURE: CDS: cylochrome ¢ oxidase subunit 111 <113 [idjLuciola_fiformis:4654-5438] |
Luciola Riformis 6)

Check for the yellow warnings and try to make changes (optional)

CNCB-NGDC




000142 2
000142 1
0014
139
000158 Genome-Wide Anal

XK10

t w  enfries

CNCB-NGDC

Awaiting review

Created Time

2022.10-2% 22

n
>
b =
'
=

2022-10-26 15:25:21

2022-10-24 18:38:43

2022.10-24 15:34:55

2022.10-24 135441

2022-10-21 16:08:70

2022-10-21 15:57:29

22.10.20 22-26:50
&d 2 2220:00

~n

2022.10-20 16.06.57

2022-10-20 10.28:26

Submission successful, awaiting review

Update Time

2022-10.27 113107

2022-10-26 23:02:34

2022-10-24 184112

25 154833

2022.10-24 154245

2022-10-21 16:14.54

2022-10-21 16:.05:54

2022.10.21 08:58:39

2022.10.20 194226

2022-10-21 16:.01:55

2022-10-24

2026-10-24
2023-05-M
AN 2919
2023-12-12

2023-10-0%

2022.10.20

2022-10-20

Status

Unfinisheg Mogifiers

Unfinished Modifiers

Unfinished Ocganiss

Unfinished Features

Unfinished Overview

Unfinished Modifers

Unfir od Features

Unfinished ModinNers

Unfinished Mo




Data Release

Submission #0000089

Submitter Organization  Zhejlang University
Released Date  2022-08-26
Sequence author(s)  Xu Haljun,Zhang Jinli
Sequencing Technology Sanger dideoxy sequencing
Molecule Type mRNA (cDNA)

2 nucleotide sequence(s) have been submitted

The assigned accession listed as follows, which can be cited In the published paper

seq! C_AA001111.1 GBFF Fasta_]

seq2 C_AA001112.1 GBFF Fasla

Accession numbers

It can be written in the article

® . CNCB-NGDC




Data Search

\%ﬁ@.naas. woe  fHome B Submits #MSearch  BDownlosdss  KTools* @3tatistics @Stndards*  BHelp- Regiater @ ELanguage =
N5 2 A4

GenBase i a genetic sequence databinse that accepts user submissions

(mRNA, genomic ONAs, ncRNA, or small ganomes such as arganelias, vwuses,
plasmids, phages from any organism) and ntegrates data from INSDC

— .
» .¢Wn¢.m;:mmc;c_mm-’

E0 2

Advanced Search

Add terms to the query box
Muclectide

Protein - Nucieotide v | All Fields v | Enter a search term
All Fields i

Q'Jery box Accession Add with AND
Author Add with OR
View your search query hate BioProject
BioSample Add with NOT
Breed
Cultivar
Division

mn Data Source
® Click on "Search", enter the keywords, then click “Search ", and the search can be completed
® Or you can conduct the search through the advanced search page

CNCB-NGDC




Data Search

Search Result

s . Summary ¥ 10 per page ¥ Sort by Default order Sendto: ¥
v Species
Backeria {326)
Found 1 to 10 of 340 items
Fungi (12)

Animals [1) Select All Total 34pages <<Fest |1 2 3 4 6 6 7

Plants (1)
Helicobasidium mompa isolate ZWY-4 large subunit ritx

549 bp DNA
Accession: ONOS5754 .1

omal RNA gene, partial seguence

« Data types

Nuckeotde (340)

» Nolecule types

DA [ 340)
Helicobasidlum mornpa isclate ZWY-1 large subunit ribesomal RNA gene, partial sequeance
~ Sequence length (bp) 2. 583 bp DNA
Accession: ONOSS750.1
« Revision date
Falsiroseomonas belia strain CON31 1635 ribesomal RNA gene, partial sequence
9
= v 489 bp DNA

Accession: MTSE733481

CNCB-NGDC




Data Download

N

. Click Send to

Summary ¥ 10 per page * Sort by Default order ~ . Sendto: ¥
You can select all of them here 3. Choose an appropriate format
Format
und 1 to 10 of 3,588 items 4. Click to create a file \
Format
7 Summary
Select Al < 1 2 4 5
= = 2 Summary
1. Select the items that interest you reate Fle
\a WO 2021206054-A/15: Genome maodification method and genome modification Kit Summary
; D 2021208054-A/15: Ge = modificatio sthod and genome modificatior GBEF
20 bp RNA FASTA
Accession: PA342009.1 Accession List
CI List

8 WO 2021206054-A/16: Genome medification method and genome madification Kit
2
“+ 20 bp RNA

Accession: PA342010.1

@ Homo sapiens isolate TWH-2683-0-1 truncated mutant tumor protein pS3 (TP53) mRNA, complete cds

3. 1,182 bp mRNA
Accession: OL856015.1

CNCB-NGDC




Contents

D OMIX Data Submission & Sharing
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Accepted Data Types

Methylation Profiling by NGS

Expression Profiling by NGS

Non-coding RNA Profiling by NGS

Genome Binding/Occupancy Profiling by NGS
Chromatin Accessibility Profiling by NGS
Other Type of Genomic Data

Genomics

Methylation profiling by Array

Expression Profiling by Array

Non-coding RNA Profiling by Array

Genome binding/occupancy profiling by Array
Other type of Microarray Data

Microarray

Protein 3D Structure Data
Proteomic Data by Mass Spectrometry
Other Type of Proteomic Data

Proteomics

Metabolome Data by Mass Spectrometry
Lipidome Data by Mass Spectrometry
Other Type of Metabolome Data

Metabolomics

Demographic Data
Clinical Research Data
Other Type of Clinical Information

Clinical Information

Genetic Biomarkers
Karyotype Biomarkers

Biomarker Protein Biomarkers
Chemical Biomarkers
Condition-specific Biomarkers
Magnetic Resonance Imaging
Imaging Behavioral Video Data
Other Type of Image Data
Neurobiological Data /
Flow cytometry /

Raman Spectra Data

Spectra Data Other type of Spectra Data

CNCB-NGDC




Recommended Data Formats

Formats Preferred Non-Preferred

.9z, .zip, .tar

For single files =2 50 GB, please use .zip compression. rar

Compressed Files

Binary files such as

Post-NGS Analysis Data Axt, .tsv, .csv, .mtx, .bed bedgraph, bigwig, etc.

Microarray Data Raw Data: .cel, .idat, .txt, .csv, .tsv, .chp, etc. -

Metabolomics MS Data Raw Instrument Data: .D, .BAF, .FID, .YEP, WIFF, etc. i
Analysis Data: .mzML, .mzXML, .xml, .txt, etc.

Raw Data: .D, .BAF, .FID, .YEP, .WIFF, etc.

Peak Data: .mzML, .mzXML, .mdf, etc.

Results Data: .mzldentML, .mzTab; Database Search Results:
xml, .pepxml, .protxml, .txt

Proteomics MS Data

Image Data JPEG (.jpg, .jpeq); TIFF (.tif, .tiff); MRC -
Video Data .MP4, .avi -
Spreadsheet / Statistical Data Xls, .csv, .txt -

CNCB-NGDC




Data Submission: Online Upload

Registration

Q
{  Online Meta-Information Entry \I
1
| eee———— |
|
. | - \
: : - Data Info: Enter basic metadata, include Title,
1 .. .
| : Description, Organism, and Data Type.
S : R . + BioProject Info: Select the associated
| | .
: Online File Upload : o BioProject access or jump to create a new
. . .
, | ot BioProject.
: : + Release Date: Set when to make the data
| |
- ’ " A public — immediately after submission or
, . ( on a specified date.
! I . Cilac . .
! System . Manual | e L Files: Upload data files online )
1 Check Review |
1 y.
\ ;
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Data Submission: FTP Upload

Registration

Online Metadata Entry

o

Manual
Check | ¥  Review

2
)
-
]
3

— - - ————

N ———

o B— [ e -

select pre-uploaded files

complete the metadata

Unlike browser-based uploads, FTP lets users
select those pre-uploaded files directly in the
interface, then add a file title and sample count
for each, completing the pairing of metadata
with the data.




Data Browse and Access

- [ .. - LIRS meana e Teaen

= 4]
OMIX '
; The Open-access datasets can be fully viewed and downloaded by anyone.
Q
—
e U - el Lo gom Anews Yo s P Lesena -
5 Controlled-access datasets require
| S g ol . ) |_, application and review
[+t]
(=]
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https://ngdc.cncb.ac.cn/omix/releaseList

Contact Us

GSA
GSA-Human GWH GenBase

OMIX

gsa@big.ac.cn gwhcuration@big.ac.cn genbase@big.ac.cn
gwh@big.ac.cn
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THANKS



