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FRETAST (Disease study) General_1.0.xIsx
BABIEHZS (Cohort study) General_1.0.xIsx
--------- Study DAC
M EIEXIAZ (Cell line related study) Cellline_1.0.xIsx
BioProject
J IEARIRIAESS (Clinical pathogen) Clinical_pathogen_1.0.xIsx
.. erT—— -
[ Individual ] AEREERBHF (Human associated Human_associated _metagenome_1.0.xIsx
metagenome)
______ NEFEEE X3
Sample Sample ILLUMINA FASTQ, BAM
BioSample PACBIO_SMRT HDF5, BAM, FASTQ
£ ) £ ) Oxford Nanopore FASTQ, BAM, Fast5
xperlment xperlment COMPLETE_GENOMICS Complete_Genomics_native, FASTQ, BAM
BGISEQ FASTQ, BAM
BIONANO BNX
[ Run } Run [ Run } Run ABI_SOLID FASTA/QUAL, FASTQ, BAM
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O 45ME M &R ZNclonotypesSFEIHEAMEE T 100,000%F, BZRHF7xclonotypesFIHEAMIET10,000%), B HE
FA/DF1,000,0001288, BHEANUFEMET2Gbp (HFHERMclonotypefIEN N : BEBAKHEKAER
FHEAEERIEENF, EEREIRAVIVERER, FRFCORIXIEESHHEAYRTFS)

2 bulk RNA-Seq
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BIG Sub /| GSA-Human / New Submission

New Submission

BioProject

Study Files Overview & Submit
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Submitter Information

* Do you want to assign another person as Contact Person?

liGSA for Human

© | want to provide new contact mlormatinnl ") No, | am the contact person
anome Sequance Archive I

 Both the Submitter and the Contact Person, if you filled, will receive the e-mail from GSA-Human database.

4 \
St u d y DAC Alternative Contact Information

J
* First Name Middle Name = Last Name
[ gsatest2 v ] [ middle name v l GSA v

4 N\

o0 - * Email
Individual

[ gsatest2@big.ac.cn

‘]

\
+ Institute/Organization + Department
[ NCBGC v ] NGDC v I

-

S I * Street * City State/Province
amp es [ No.1 Beichen West Road,Chao "] beljing *’I

\
# Postal Code # Country/Region
[ 100101 "] China -

Principle for the Access of Human Genetic Resource Data in NGDC

Experiments

Ru n S The GSA-Human Database of NGDC is designated for the collective management and access of human genetic resource information. There are two modes of data access in GSA-
Human, namely Open Access and Confrolled Access. The Open-Access data can be downloaded and used directly, while the Gontrolled-Access data can only be acquired after
applying to the original data submitter and getting authorized.

* Rights of data submitter
. The data submitter has the right to restrict the specific usage of the submitted raw sequencing data and related metadata of China's human genelic resources acquired in
accordance with ethics.

| AT, semsmmEe
| ERAAEIEEEAN

8]

. The data submitter can set the time of dataset access and release, even if the related research result has been published or the intellectual property has been obtained. The
detailed release conditions should be decided with consensus of the data administration committee (DAC) of the data submitter.

Sequence
Files

w

. The data submitter and the DAC have the right to Agree or Disagree for the applicants of the data access and usage.

* Responsibilities of data submitter

1. The data submitter is the person responsible for the dataset submitted, which should be the group leader. Before submitting to GSA-Human, the following conditions must be

I have read and accepted the items above.




BioProject

GS A forHuma

A
éﬁunumu Sequence Archive

Study

Individual

Samples

Experiments
Runs

Sequence Files

GSA-Humanigas:

BIG Sub / GSA-Human / Submission: subHRAD04464

Submission ID: subHRAQ04464
Submitter Study Information Data Access Committee Metadata Files Qverview & Submit

Release date

Raleasa diatel: following ciuration

® Release on specified date

2024-09-22

it

(yyyy-mm-dd)

y

4 )
AHRIE: SNAMmEZ ARYESRSENE

Basic Information

* Study title

* Deseription

* Study Type

" Disease siugy s a structured research investigation focusing on the mechanisms, progression, and treatment of specific diseases, integrating multi-omics, clinical
data, and patient outcomes to uncover insights for improved diagnosis and therapy.

* Disease Study Type
® Cancer O Autoimmune diseases O Other diseases

= Disease Name

© The name of disease should be chosen from Human Disease Ontology

* Is your study a longitudinal study?
®No O Yes

* Is your study a Parent-Offspring Trios study?
®No O Yes

© Diseasestudy | O Cohortstudy O Celllinerelated study O Clinical pathogen O Human metagenome O Ancients or Fossils O Other study

AEAETE; REBEHYERAF, AIBERT
fEBOZATE) D

4 I
BAX(SE: %R "Disease study” 1R

\ 4

BioProject Information

* Please select Bloproject number

OR Go to create BioProject

Data Accessibility

+ Data release policy

Opt Data  © Gontrolled: Data

© To access controlled data,users must get your permission through the GSA for Human database
+ Data sharing limitation, permitting user to do:

7] General purpose use 7 Non-profitable use 7] Commercial activity

+ Whether or not the comfirmation of the data user's institution is required when requesting for this data?

o NO YES

I have read and accepted the DATA ACCESS AGREEMENT

MRREE R HEBEXER
R B SICTRS —H D

BioProject{§B: IHE 2 ABioProjectfyg
B, sESYEEEBIoProjectiE
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GS A forHuma

Individual

Experiments

BIG Sub / GSA-Human / Submission: subHRA004464

Submission ID: subHRA004464
Submitter Study Information Deta Access Committee Metadata Files Overview & Submit

Release date

Release immediately following curation
® Release on specified date

2024-09-22 B

(yyyy-mm-dd)

Basic Information

* Study title

# Description

* Study Type
® Disease study Cohort study Cell line related study Clinical pathogen

* Disease Name

© The name of disease should be chosen from Human Disease Ontology

* Is your study a longitudinal study?
® No Yes

BioProject Information

* Please select Bioproject number

OR Go o create BioProject

Data Accessibility

# Data release policy

O Open-access @ Controlled-access

{» To access controlled data, users must get your permission through the GSA-Human database

* Data sharing limitation, permitting user to do:

(] General purpose use () Non-profitable use

O I have read and accepted the DATA ACCESS AGREEMENT

Sequence

Data Accessibility

+ Data release policy
Open-access @ Controlled-access
© To access controlled data, users must get your permission through the GSA-Human database
+ Data sharing limitation, permitting user to do:
[ General purpose use Non-profitable use ] Commercial activity

| have read and accepted the DATA ACCESS AGREEMENT

Save and forward

() Commercial activity

FURIBIEE

- IEREIRRANIN (RIhEEFARAE) SERRE




GSA-Humanigil: #EEEERES (DAC) R

BIG Sub / GSA-Human / Submission: subHRA000497

Submission ID: subHRA000497

Submitter Study Information Data Access Committee Metadata Files Overview & Submit &E “ No " , ﬁu&%ﬁ DAC

BioProject

Data Access Committee (DAC) is a body of one or more named individuals DAG Information
terms.
‘5 G S A for Human + Did you already register a DAC for this study?
. Genome Sequence Archive 1.ADAC is typically formed from the same or multiple organizations that collg ONo O Yes
( ) 2.Multiple datasets may be affiliated to a single DAC. [* DAG name
GSA_TEST_20200910 v
Study DAC
* Description
\ J DAC information GSA_TEST_20200910 v
( ) , . .
* Did you Mready register 3 DAC for this study?
Individual o PR e e
J
I * Email * First Name * Last Name + Organization Department Contact
gsatest1@big.ac.c GSA BIGD Beijing Institute of BIGD [-]
e ) : =
Data Access Committes @
Samples +Add DAG members
\, J
© Contact Person (Selected)
DAC DAC
DAG marme Email * Please follow the guidances to complete the required information.
f \ ACCEIRIGN I"e'-' R ONLY ONE member can be selected as the contact person to receive data access requests.
EX p er i m e n tS Please choose carefully and complete the contact phone number.
. * First Name : GSA * Email : gsatesti@big.ac.cn * Phone Number : 010-88888888
Ru ns HDACDN B —
. J
( )
Sequence
: AT\ u I~ AT\ n == =t <5 =
a3 =1="
Files WSREHEIGIEGIER “RHZiBE (Controlled-access)” , BEMMBREERR
\ J

& (DAC) FHREDACERRA, AEHIERMERISHIISIEN
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BIG Sub / GSA-Human / Submission: subHRAQODG50

[ BioProject ]

l§ GS A forHuman

7 Genome Sequence Archive

Study 4<DAC>
4 )
Individual
. J
, @
Samples
. J
( . )
Experiments
Runs
.
Sequence
Files

Submission ID: subHRAQ00650
Submitter Study Information Data Access Committee Metadata Files Overview & Submit

General Package

+ Upload the metadata file using Excel format

Please selected file Upload

@ Download Excel Template General. 1.0 spreadshest, edit, fave and then upload the modified template.

If you have any quegtion or would like to give us any suggestion/comment or report a bug, please feel free to contact us at gsa@big.ac.cn

# Study Type
® Disease study Cohort study Cell line related study Clinical pathogen Human metagenome Ancients or Fossils Other study

* Discase Name ARIEEPAIATREE (Study Type)

© The name of disease should be chosen from Human Disease Ontology

TSRS HRIBEIZEEEY (Study Type)
HITEHE, NERRRHRE:

it: BRIRFERLISP, IDPIREFRIRAFRME (Individual) RRIREIGEKER
(Demographic, Diaghosis, Exposure, Most Releated Family History,
Follow-Up, Treatment, Pathology Detail)



GSA-Humani23s: ciipER

L‘lGeneraI_l.O.xstﬂgﬁﬂ: EEEFB-TF ?Eﬁﬁﬁ?ﬁ F IZA?UEH&"E

. . This sheet is used for individual information.
B I O P r OJ eC t (‘ ‘GREEN fields are mandatory. Your submission will fail if any y fields are not
GREY fields are optional. Leave optional fields empty if no information is available.

ORANGE fields require that the individual accession number, like HRIO00001, already exists in GSA for Human database
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.
BLUE fields require for individual in Control set of disease study. Please fill in when the individual has disease information. The name of disease should be chosen from Human Disease O isease-ontol org/)
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 formatting 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.

1 2 3 4

8 9 10 11 12 1

.

~

§.GSA for Human Individual 3548

4 )

Study DAC _
) ’ ROV HRERER
r x 1:N BEANMFTIASHES MR, BEVEESMEFREXR. REBESHIMAMATHET.
Inetelus] BRI, —BHE, FETERRaEaRm.

< J
(. 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.

' N\ 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 I eS CAUTION: DO NOT delete any columns! But you can insert the custom attributes at the end of all column as needed!
p 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.

\ 4 1 2 3 4 5 6 7 8 9 10 11

[*IDY  *sample_name | “tissue ¥ ¥individual_ID_ age age_unit *public_description ¥ “sample_title i ‘*collection_date | *biomaterial_provider : culture_collection
S1
( )
Experiments 1 15 1 =
R uns karyotype | phenotype | _ population custom_attributes_1 Sam p I e %ﬁ

\ J \_ BEXFE

s N
B2 : SRS IR R BREREEN=ZEESERE. SBNERTRESENESR

Segiulggce individualflsamplefIZ#Rch A1 MLETXY, WFEEREHZ. dSRAHARRRGEEHAEEEEN.
BiEZiH M2 TS 2Rk iR MESBFITLFHAmA, TEENRIMEXER.

1

- J




GSA-Humani23s: ciipER

PAGeneral_1.0.xIsx#af5l: FEBTF KiBiAT 1 PATIHR

g = (. This sheet is used for Experiment information.
B I 0 P r OJ 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 Platform (column 4) is Helicos HeliScope, 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 5 6 7 8 9 10

1 2
G S A KDY “Experiment title v *sample_ID “Platform “Library Construction / Experimental Design ___: Libraryname | *Strategy “Source *Selection “Layout
for Human £l

G

enome Sequence Archive

( ) 11 12 13 14 15 16

Stu dy DAC \_ | _‘Readlengthfor matei(bp) 3~ Read length for mate 2(bp) T insertsize (bp) _{_ Nominalsize (bp) Y Nominal standard deviation (bp) Y Planned number of cycles EXp eriment %*g
\ J BRI PR B2 EEERIESHRIFRIIERIERE
1°N I WRBMEFRASHNRFREE, WHEFRS FlanB A RA, STEStrategy T

M Z M Experiment; Experiment§RunZ RNA-Seq. Sourcei®#ETRANSCRIPTOMIC
Individual BRI RB -, SINGLE CELL, FffRSICRITRIES—E

f This sheet is used for Run information and needs to be created after Experiment sheet.
GREEN fields are mandatory. Your submission will fail if any mandatory fields are not completed.
BLUE fields require for paired-end data only
s ~ 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 controlled vocabulary. Once specified for one row, these values can be copied-and-pasted down.

Sam p I eS 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

& J 1 2 3 4 5 6 7 8
| *IDW *Run title 1 *Experiment ID *Run data file type *File name 1 1 *MDS5 checksum 1 M File name 2 1 MD5 checksum 2 ﬁ
R1

( ) 9 10 11 12

A

EX p erl m en tS Reference file name i MDS for reference file Y Assembly Name or Accession | bly Accession URL R u n %E
Runs \_
4

ERERES: SR ERERES: B FR—EEE
Sequence ExperimentfllRun title ARIBIEBERFHE | XHRMLAS LEXH=ZE—H. MRA—H, FHR
Files SE, XHFNBREATESLRER ERBRRTEENM, MM LIRS AE0E=




GSA-Humani23s: ciipER

BIG Sub / GSA-Human / Submission: subHRAQ00650

Submission ID: subHRAQ00&50

BioProject

Submitter Study Information Data Access Committee Metadata Files QOverview & Submit

General Package

‘§I G SA for Human + Upload the metadata file using Excel format

Genome Sequence Archive

( ) Please selected file Upload L‘gtﬁ%%mﬂgiﬁ
Study

©@Download Excel Template Geners§ 1.0 spreadsheet, edit. save and then upload the modified template.

. J
If you have any question or would life to give us any suggestion/comment or report a bug, please feel free to contact us at gsa@big.ac.cn
4 ) \ 4
I n d |V| d u al * Upload the metadata file using Excel format

Shh gm= 4y n e
\. J General_1.0_us-GSATESTxIsx  76KB m Check "“El#{j EI‘; &gﬁ

©@Download Excel Template General.1.0 spreadsheet, edit, save ajld then upload the modified template. For more help, please see the Example File.

If you have any question or would like to give us any suggestion/c§mment or report a bug, please feel free to contact us at gsa@big.ac.cn

Samples
- / v s N
* Upload the metadata file using Excel format . Ey‘#ﬁm*ﬁﬂ , i%;ﬁgﬁ;%ﬁ(ﬂ%a&

( ) General_1.0_us-GSATESTxlsx  76KB o Checked OK.

Experiments @ EREEHLERE

@Download Excel Template General.1.0 spreadsheet, edit, save and then upload the modified template. For more help, please see the Example File.
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Submission ID: subHRA000497

. . Submitter Study Information Data Access Committee Metadata Files Overview & Submit
BioProject
File upload mode
Notice:
G S A Each file must be listed in the GSA metadata file you uploaded.
for Human
Genome Sequence Archive Unique file names should be used for all files.
( ) Files must be compressed using gzip or bzip2.
St u d y D AC AThis is not the last step of the submission. Please click the ‘Save and forward’ button on the bottom of this page and step into the ‘Overview’ page, where you can
overview and check the metadata you submitted and click the ‘Submit’ button to finish your submission.
. J TF) REE) BV SR
H-lgEmREoRO
=) AEEUE woey: | ==k
e N\ 7T ERERFIE.
*+ How do you want to provide files for submission? gE: P NEREN
Individual b swnane. FHUSHIES “subhra.cncb.ac.cn”
O FTP kE P mEREn R ' : :
. J i CABREBET
Use FTP client to upload files. FTP Usemame and Password are same to the BIG Sub account. W IGRATE B
AT (CA\
- N ‘You may upload your files to our FTP site using an FTP client software (such as the FileZilla Client) or using the FTP command. HE RS 2
Strawberry -
Address: ftp.//submit.big.ac.cn Recovery b=
Sam p I es Username: Same as you login the BIG Sub > | = programbata b
Password: Same as you login the BIG Sub Program Fles (x56) o
\ y Program Files {03
After you connected to the FTP server, please navigate to the GSA directory and upload your files here. DO NOT upload files to the “D'"L;g" i;:
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Submission: subHRA000497

Submitter ‘Study Information Data Access Committee Metadata Files Overview & Submit
N . Study Information
E I 0 I r OJ e Ct Study Title GSA_TEST_20200910
Description GSA_TEST_20200910
Data Accessibility Controlled access
Data use limitation Non-profitable use

Data access agreement document DAA-for-GSA-Human.pdf

BioProject Accession PRJCA003418

’ G S A f H Study Type Disease Study
N Or uman Disease Name immune system cancer
Genome Sequence Archive

Release date 2022-08-10

e )

St u d y Submitter Information

Submitter BIGD GSA
. J gsatest1@big.ac.cn
Organization Beijing Institute of Genomics, Chinese Academy of Sciences.
Department BIGD
r ~ Gountry/Region China
Postal code 100101
\ ) Data Access Comittee
DAC Offi I tact
Accession Name Email Organization Department ce s con!
members phone person
o ) Bel|
y jjing Institute of Genomics, Chinese Academy of o10-
BIGD GSA  gsatesti@big.ac.cn P BIGD o Yes

HDAC000225 DAC_TEST_GSATEST1

Samples 3 ogbgasen o o -

yanqing

Metadata Information

( ) Metadata file General_1.0_us-GSATEST.xIsx 2020-09-10

EXperI m ents Individuals & Samples

Individual Name Gender experiment_group disease_name ethnicity samples
R u n S GSATEST1_2 male case set acute myeloid leukemia Han Ghinese samples(
J
Experiments & Runs
Experiment Title Platform Sample Name Selection
GSATEST1_2_S1_E1 lilumina HiSeq X Ten GSATEST1_2_S1 CcDNA

Run Alias Run Data File Information File Type
Sequence
. GSATEST1_2_S1_E1_L001 File: human_f1.f.gz
Files

File: human_r2.fq.gz fastq

Total ltems: 1 ltems of 1- 1 Page size | 10 Page 1/1 <<First Last>> JumpTo 1 Go
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Accession Title Submission ID Release Date Package Status Access(Request) Operation
tni Delete
Unassigned aaaaaa sUbHRAOQ0350 2021-09-30 General detal Controlled(0) -
HRAD00165 fest subHRA000201 2024-03-22 Cell Line gﬁi‘;ﬁigj Open m
Update

- FREEZSXELIEAKSTIESMIGHTES. MBEHETRRE, WiPMAIEIIBQQRE ( 7215534025(548170081 )
i, sKiETE FlB{tosa@cncb.ac.cnBXE (]
- HIRVER, BREE—RIFESIS (Accession ) HEMEMBICZHER



mailto:gsa@big.ac.cn

GSA-Humanigzs: #iEsS|H
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The raw sequence data reported in this paper have been deposited in the Genome Sequence Archive (Genomics,
Proteomics & Bioinformatics 2021) in National Genomics Data Center (Nucleic Acids Res 2024), China National Center for
Bioinformation / Beijing Institute of Genomics, Chinese Academy of Sciences (GSA-Human: HRAxxxxxx) that are publicly

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

IBIRIRLA BT | FEA RIS E
« The Genome Sequence Archive Family: Toward Explosive Data Growth and Diverse Data Types. Genomics,
Proteomics & Bioinformatics 2021, 19(4):578-583 https://doi.org/10.1016/].gpb.2021.08.001 [PMID=34400360]
« Database Resources of the National Genomics Data Center, China National Center for Bioinformation in 2024.

Nucleic Acids Res 2024, Jan 5;52(D1):D18-D32. https://doi.org/10.1093/nar/gkad1078 [PMID=38018256]
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1 NErRCEEEID

0 ABEARIEFH@INE T AEUEERS ( GSA/ GSA-Human / OMIX #UiERS) , TSWARFIAE
NEWEERBAIEA (FFARIBFundingtZHUESRIIN B 5RE1S)
Data availability

The raw sequencing data generated in this study have been deposited in the Genome
Sequence ArchiveZ® at the National Genomics Data CenterZ, China National Center for
Bioinformation/Beijing Institute of Genomics, Chinese Academy of Sciences (GSA-Human)

under accession code HRAQO8519 (https://ngdc.cncb.ac.cn/gsa-human/). Access to these
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10.1007/511427-024-2695-x
10.1111/acel 70082
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O BEDEKHARITE] (IDP) BIEUEIRE https://ngdc.cncb.ac.cn/idp/introduction#std

O IDPEUECZSTRIBFIFiEHiEHR https://ngdc.cncb.ac.cn/idp/introduction
O IDPEARSEUE LA tER AT E https://ngdc.cncb.ac.cn/idp/submit
O AXEEFREERERE https://ngdc.cncb.ac.cn/hgrip/help

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

human/document/Principle_of Accessing Human_Genetic_Resource Data in_ NGDC_V1.pdf
O ANEEXRFEIREIESEZMTERIRIE (GSA-Human)

https://ngdc.cncb.ac.cn/gsa-human/document/GSA-Human_Submission_Guide_1.1.cn.pdf

O IEAEEXRFIREIESEIMTERIRIE (GSA)
https://ngdc.cncb.ac.cn/gsub/document/GSA-GSA_Submission_Guide 2.2.cn.pdf
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