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Genome Warehouse

@ statistics SAMC I 1 H
BioSample BioSample BioSample
The Genome Warehouse (GWH} is a public repository housing genome-scale data for a wide range of species and + Infegrated Assembiies (SenSank 2,356,084, RefSeq: 41,6435 1 2 3
delivering a series of web services for genome data submission, storage, release and sharing. 15,465 Arimals 4,459 Plants 2,182 Profists B s S 1 T T
Submit Download Browse Documentation 17,913 Fungi 2,089,118 Bacteria 1 22,620 Archaea l O a ITI p G
Deposit meta-information Transfer GVWH data to your View genome information Find help documents to 185,099 Viruses © 11,743 Melagenomes
into GWH databases computer about the released data learn more about GWH ' g
* Release of Direct Submissions (Total: 55,643
2,873 Animals 2,246 Planis 951 Prolists
=3 rnm s e (L il TR GWHXXXX00000000 GWHXXXX00000000 GWHEXXX00000000
= =

i Assembly Assembly Assembly
irect Submissions (Total: 82.132) GWH 1 F 3
9,567 Animals 11,199 Piants 1,106 Profists

Data Resources 12717 Bacteria 130 Archaea 2,987 Viruses

Update

u pdate

Update

2,367 Viruses 44 519 Metagenomes G W }'l
User Direct Submissions GWH Reannotation Integrated NCBI Assemblies GYWHXXXX00000000. % GWHXXXX00000000. % GWHXXXX00000000 x
55,649 2,987 2,356,094
@SEMBL\ES EEEMBLIES @ GENBANK E GWH-supported Deposition ASSBFI'IDJ}F ASS&mbW ASSemb f}r’
o oy - .
& 2,506 9 359 @ aa1,543 Data submissions 1o GWH haves baen raporad by Red color: prefix of accession numbers
ORGANISMS ORGANISMS REFSEQ

multiple journals, including

Purple color: update version numbers

https://ngdc.cncb.ac.cn/gwh/ SEINSDCX & FE4HH MR HITE L AIZH LR F0
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Genome Data Standards

e N
\
1 ID System
2 File Format
244 Submitted data
2.1.1 Data format
2.1.2 Data format description
22 Downloaded data
3 Metadata
3.1 Submitter
32 Gneral information
3.3 Genome assembly files
34 Sequence assignment
35 Reference
4 Data Analysis
4.1 Initial validation processing
4.1.1 Genome sequence
4.1.2 Genome annotation
4.1.3 Sequence ordering and orientation information
4.1.4 Sequence assignment
4.2 Sequence contamination processing
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Data submission

Register account

|

Register BioProject

|

Register BioSample

|

Create a submission

|

Fill meta-data

|

Upload files
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Quality Control

Filename & md5 code

l

Genome sequence
» Sequence ID
* Sequence content

l

Genome annotation
= Gene structure completeness
* Gene structure consistency

)

Data internal consistency

!

Sequence contamination
(optional)

Archive

Accession assignment
+ (Genome assembly
+ Genome sequence
* Gene
¢+ Transcript
« Protein

Generation of downloadable
files & backup
+ Genome sequence
+ Genome annotation
« Gene feature
+ RNA sequence
« CDS sequence

= Protein sequence

|

Archival management
« Genome
+ Assembly
+ Download files
+ Genome browser
+ BIG Search

Release

: (] D | 8

1/Anas Platyrnynchos  (2/Artemisia absinthium var. calcigena (3 Bacillus licheniformis
4Papaver somniferum (5 Glycine max &Phrynocephalus viangalii

7 Kappaphycus alvarezii ‘8 Caulobacter sp. Populus alba var. pyramidalis
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Journals

HAFIEL 191 & 835

210 - Journals 1,000
Articles
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Horticulture
Genome Biology

Cell nature Science

NATUNE —<£_
COMMUMNICATIONS

sies PNAS

Research
2 frontiers GIgA"
CIEN:.E

in Microbiology
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LUNNES

Plant Diversity

Nature
Communications

BMC Infectious
Diseases

Plant Biotechnology
Journal

BMC Bioinformatics

Molecular
Horticulture

iScience

Horticulture
Research

BMC Genomics

Horticulture
Research

I E bR
Speciation, endangerment and adaptation in limestone rocky environment of

Urophysa (Ranunculaceae)

Reticulate allopolyploidy and subsequent dysploidy drive evolution and
diversification in the cotton family

Whole-genome sequencing for analyzing the transmission characteristics of drug-
resistant Mycobacterium tuberculosis in Ganzhou, China

Chromosome-scale haplotype-resolved genome assembly of the autotetraploid
alfalfa cultivar Bolivia

Blastn2dotplots: multiple dot-plot visualizer for genome comparisons

Smi-miRmTERF regulates organelle development, retrograde signaling,
secondary metabolism and immunity via targeting a subset of SmmTERFs in
Salvia miltiorrhiza

Functional proteomic insights into the lateral oviduct-associated secretions of a
bean bug

Plant resistance inducer AMHA enhances antioxidant capacities to promote cold
tolerance by regulating the upgrade of glutathione S-transferase in tea plant

Comparative transcriptomic and proteomic analyses of hypoxia response in wild
and cultivated tomato roots

A nearly complete haplotype-phased genome assembly of nerve plant (Fittonia
albivenis) provides insights into leaf color evolution
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HFLE: 1. KREE—THHSER

> 1FIR]JGWHE: https://ngdc.cncb.ac.cn/gwh/, T EF0E

Data Resources Computing Analysis Data Network Standards

News
GWH launches data request function for
controfled human genome assembly data.

% | Find an assembly

e g, panda; TKS; SAMC012932; PRICA000437; GWHAAAADO000000

o _[o]

#tHome @Browse QUSearch @ Download & Submission A#Tools  |#l Statistics 2 Documentation

SSOERER: PUMEE— 1 MUGEMIIER—IX, HAlLARENIBRROECHERE
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BETE: 1. KH

®cNeB s NGDC

> ShhBkEEIa0 S,

““NGDC Central Authentication Service

Enter your Username and Password

Email Forgot activate?
zhaoxuetong@big.ac.cn FF&
Password Forgot password? o
.......... AL
Check code

YRS

[ Keep me signed in

ritAk
il

ARSI SRR

> NEMARFRTEMBER
CNCB-NGDC

- TS

Databases Tools

Central Authentication Service

BioProject

BioSample

BioCloud

BioCode

GenBase

Database Commons

GSA for Human

Genome Sequence Archive (GSA)
Genome Warehouse (GWH)
Genome Variation Map (GVM)
Open Archive for Miscellaneous Data (OMIX)

Scientific Data Archive System (SDAS)

IESHEXER, RibloginZft




HETIE: 2. ERNHHES

GWH has updated the quality control process.

GWH v | EREEEAE
e.g., panda; TKS; SAMC012932; PRJCA000437; GWHAAAADD000000

Lz
E

AEN OHE QEE OTFH OOR%T FIE W&t 2 &FE & ¥%i¥ 5T zhaoxuetong@big.acenv & =/Language

blg R — (= ‘
= TASRXHTEAME
WE. OWHEZSEBERANIBRY, BRINTRTHBNEREITAS, BEERASRNERER .

1. FEHGWHt B3R HA S GWH_Assembly en.xlsx / GWH_Assembly ch.xlsx, EHEHFHEERLE
2. WERTFERATEAERMN R, 1525 LGWH_Assembly_en.xisx / GWH_Assembly_ch.xIsx.

3. FEXGWH b= (= E BB L IF chr.osv/ plasmid.csv / organella.csv Jz & 88 L1, EE FFak e aitr 1Py & L e (k).
4. GWHREZZHERE LA#EEE, FZ R/ pdf.

5. F£EE, B Fihrtk.

CNCB-NGDC




HFTIE: 2. TERXHES

TEEFI ST ABIGWH-batchsubmission-English.xIsxt&Etx 344

1 If-#ll'nﬁe file is the meta information table for su'bm'i't't-ing-"'-('Benome 'éssen"l_li'lgr"' assr

#The sheet should be filled af d related BioProject and BioSample r 3o 3 4 3]i5E =1
2 e sheet should be filled after created related BioProject and BioSample ri 1xT. ?ﬂlﬂl&ﬁ%‘% E

3 #The "Green column" is required

4 — *ﬁ@?ﬁiﬁ%\tﬁlﬁ Jo not delete or insert any entry column! ii : *gﬂﬂu Bﬁﬁ :|

5 #The "Gray cc

" - ' L Al
imevon 7 SBGITRIASER, o AEETFERFARUMEIT o taia mice sy oo o o s FRNFRAITTFIS
Version: 1. - =y <
T rEEREmEs P EIR

9 | 1 3 9 10 11 12
= m o TesSponding genome assembly 2 e g - e - =
Bmsa.mple Assembly D S R e Genome composition Assembly level |* Genome sequence |© Genome sequence |Genome annotation Gennme:
Accession name andil owercaseiletterss numberss and underscoresiot file name file MDS5 code file name annotation file
English letters MDS5 code

a. g, hg_CH han
When the submitted data is metagenomic, this
information should reflect the number/name of

it IESIRRIGRER R
il ERiRl, HERIES

13 |
14 |

o[ BMENGTRESERER, FENREL. TSR, ESHEZERE

T e —fTERIT—1'genome assembly

CNCB-NGDC




EEIE: 3. IR HES

>ERFBHERFIUE (0T, fastatgz()

>seq 1 |description line
ATCGATCGATCGATCGATCGATCGATCGATCG —NEEERE:
ATCGATCGATCGAT « INFHIH

" o IPMERAFEXH, ERNE
Soauence D SRS PR
(2) F8., #F, #x%-. TZE . =, §5:.. ES M#AR
0 EEF5RYsequence IDJgseq 1

>EEBFRE (JEpE, gff/tblfgm\)
o gfﬂ‘%‘t (FLF))

For example,

1. Sequence ID;
2. Annotation information source (null value is "."); 5 SRR SR
3. Feature type, eg: gene, transcript: EEUREICR TR0 &)
4. Start pos?:!z)r; ol‘ga?‘eatdre on the?s:equence (from 1); G o EI S ; . : = ol e Y
. 5 3 ctg123 . TF_binding_site 1000 1012 . + ) Parent=gene00001
5. End position of a feature on the sequence (no more than sequence ctg123 mRNA 1300 3920 + _ ID=mRNA00001:Parent=gene00001
length); ctg123 . exon 1300 1500 . + : ID=exon00001;Parent=mRNA00001
6. Score (null value is '."); ctg123 . exon 2000 3950 . + . ID=exon00002;Parent=mRNADOC0D 1
7. Strand: ctg123 . CDS 1300 1500 . + 0 ID=cds00001;Parent=mRNA00001
3 ctg123 . CDs 2000 3901 . + 0 |D=cds00002;Parent=mRNA00001
8 Frame ofa GBS (0. 125 _ ctg123 . UTR 3902 3920 . + 0 ID=UTR00001-Parent=mRNA00001
9. Attributes, additional information about each feature;

CNCB-NGDC




EEIE: 3. IR HES

> FHIMNEFMp RS H (B3 7KF Acompletedy & draft in
chromosomeBTWAZE, csvigT)

s . seguence 1D Chromosome name Complete Circular
76 05 R 5 N B F0 i 2 15t AR ST 1

gEH H@%%)?’ﬁu }AE %ﬂﬁi% iﬁ EH jz.ﬁ: Sequence 1D . Type . Complete Circular
seq 2 Mitochondrion true falze

}ﬁ*ﬁ}%ﬁ” }AE %n FIAFT% iﬁ EH jZ'fL'I: Sequence ID Plasmid name Complete Circular
seq 3 pBR322 true false

 Sequence ID: Wik B TEREEFFIZHFAISequence ID, BEIFFINXHH > SEEMNIETIZRERE

o SEEE: “Complete=true” FT/NZFINNRFTMENREAE, MR FN. EREEFIINBEIRAXXHH,
“Complete=false” R~ SHFERNRBAEX, BRAREMEIEEFLSFENE, FIIEMAA:SFIRN

o BEIMME: “Cirular=true” RRZFZEFIIARAITMUE (FIIEERISgap) , “Cirular=false” FTRNIZFF
HAZMSIAIMUFITINRE (FIEEAT S gap)

Ze7 CNCB-NGDC




SED QLR B S HE R

CWHEZ=FEHEE (TR aREESEn

s

%m%-gl*ﬁuf‘%l*ﬁ REERENEREABFFEHEE, B2 TEINGDCH] GenBase £3EE. B LA
LB 18 A A F =
iqéQEE(JTIEEf; VSR R R 2 5 F—-BioProjectf .3.
- - =>(o RTWERSE Ok N
=) (1> B
F15t08 |
I) b - GBFRE
- BEESES;
s ESBAE LEHECEE IS FRTE. ERTEIREES,
HEISESTFATANE. ExfinishigdTRi .
(2) Bifftp L& .
(3> RERZFIR, AExwBatch IDFFTPREREE . 25, RARMEEIRERSGHEEITER. BIAEEELS, UERHAS
(4) EEELHRE, £RLLHERDED.
* MERTRICEELRE, WRZRES Successful”. GWHERT EHRZHHS T ERABEFE— - E—RIEFHE HEEAccessioniz 5.
© BZ, BERAZTNEror. GWHBITEFESERRERELRTE. BTEEERENRENNEERELHFIFEEETCREZE, HEEHENEFELE LR
-

E% P\:I =>= ERATRUT Ll & TR

1. BioProject. BioSamplef4iS

2. #Efs Bt

3. EREA I

4. EABEEFE A (AR

5. FFIMNRREEICH GRPEEN P
6. FTP_EfEartt

7. LEEAHIERE

8. B{E AR RAE

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

CNCB-NGDC
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eaimiz. 1. BIEEFRAYIREAS

— MMt ERARERKEL[E— BioProject, F—mRXE

Data Resources Computing Analysis Data Network Standards

DataResources  Computing Analysis  DataNetwork  Standards

EEBIG Sub AEPRIRES B (BIC Submission, BIG Sub)R AR EAR SR R EV IR —

BIG Submission Portal AR, AR R RS -

Home  Documentation Siogin  @Register

BIG Sub £/ 78] BIG Sub Quick Start Guide

News
GWH has updated the quality control process.

e.g., panda; TKS; SAMC012932; PRJCA000437; GWH

BioProject
WESHSE MFMEASE R
(3

#E0 @NE QEE OTFH aEr FIE wEE  aE &HE & YT zhaoxuetong@bigac.cn~ i /Language

| Ll | 2 e B i S & .

RER: GWHERSEREMXNEERT, ERITYRZEEMEREF AT, BRIZE N ERAERERR.

1. FEHOGWHitERZZHI L GWH_Assembly_en.xisx/ GWH_Assembly_ch.xisx, HEESHFHEmER L{F . o Honwep BioCode

2. ERTERMAXERDSH, 52 LGWH_Assembly_en.xlsx / GWH_Assembly_ch.xlsx- ' R = - BRRELORSRETACHES
3. FEHGWHMBE BB chr.osv / plasmid.csv / organella.csv BE HHH, BSHFHEERSBIFTPY R LE(FE).
4. GWHIRZZHEXE Lia BEE, E2EI pdf.

5 FEEE, HEE T,

Database Gommons
OIEHRENE 28 R R

- F5E=. @it g—C 2 A OBIG Sub,
9 MRZIER %EGWHEE"]*EQ/%QE

HERS HERTS 1t - oo BioProject{i & KA FlE=A=s- ] BEEHAN -l e Bk
https://ngdc.cncb.ac.cn/gsub/

Batch0031050 XXX PRJCA001233 2024-07-31 2024-04-23 2024-04-23 ERROR

FiE—. BIEGWHERFRIRAZ A% https://ngdc.cncb.ac.cn/gwh/submit/submission

CNCB-NGDC



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

: 1. Meta(GRESEIRAE

B3 Bl B|his
HERFE Meta Pk

- BF thiEl 4 - B

Meil Chen 535 : SmeltterE,‘J Hﬂl-‘ %-ﬁj%ﬁﬁ

~ BLFdFiE B ERE (ER) F18 =334 12 ==HB
chenml@big.ac.cn 303329406@qqg.com < a:}ﬁz*?m)cﬂﬁi E,\] 1I:| e H*

= = o %, MEBEBEAS
Beijing Institute of Genomics, ( https:// The CAS Key Laboratory of Ge %*&% E,‘J % % $|-£ %ﬁ y %1& *E
v & LA R R AT

- i@ = Igkth &M
MNo.1 Beichen West Road, Chac Beijing

- WP HEET - BRbE
100010 | China

2 CNCB-NGDC



S| bk = $B5
fZEER HEER Meta R

E%iIIIIIIIIIIIIIIIIIIIIIIIIIII
—— : FRELAXSMATE, (XRTFH
R AR RIS RS

O HEFLES (EE)
@ EEAER

2024-05-23 5.?E : 1ﬁ /EE N |fﬂ 1% ;l:& *E&*EIE

Tl &R (yyyy-MM-dd) =+ == H
==
EEE : WESIExHHBRE 7 H A& BioProjectMBioSamplef1E 7 -

i EE R AN
1 AEEA LR E— B8 TT—IRiSERE iE M A R iR sz A e -
2 EinEHAE LR BEFERA R O#fTEek (https:/ingdc.cncb.ac.cn/gwh/submit/submission} -
3 NFE—Ro|AEdHAccessionEME N ERE SEFAFEEMETEE, ¥ ERISHFAFEHRF. « TN, GWHETERPEEREE QAT E#HE-

4 —BRE-. FE 2 EHXFE MBS T8 811 £S5 TENERHE%E, EEFEE: gwhcuration@big.ac.cn -

EEE. ErEs

I
¢

He
e
X

BioProjectflBio Sample

+« BioProject accessionii S

PRICAD00494: wer v g & = 813 BioProject

BioProjectZ B T 2RI B MR JZE 0 — N 5t RV EH it -

HIE . NRETEHELEEXMBioSample. SEEI# BioSample

RAHRGRANRE

~#iE R
® ke (EhA O Bz
HEE: RERATAXEERHERR

x: ZEVREIANNRT ALERBHFERIR

2 CNCB-NGDC



123502 1. MetalEEESIERS

FB=% FIWEE. BRRARXEREE

L4

b BrE B 55
jEEEs, ExiEs Meta i

-&F iE& - ¥R R it
ofgin  ofik:
mei test test@qgqg.com
FHIEA
~&BF PEE i 131 lli:ha: 5]
i ofgin Mk
mei test test@qq.com

FFOEE : BIREAMEHNATER, AFHFemail
FFONER RN . IR A AT 2 T % Memail

- XELRHRS

- XEEORE

@® PubMed ID=

E: A AR FRIZIRZHIE A
PR NERER

OFEH O EEBREFED Ok

123456

{E&: Grados OB

~ RS O

O TEDOIEE
O HEFEES

PubMed IDRI3E {5 5123456
#5580 : [The laboratory in programs for enteric infection control].

HAFl& $E: Boletin de la Oficina Sanitaria Panamericana. Pan
American Sanitary Bureau

T OF

X 1FHIARE#EIpubmed ID
SXNIFEMRERERR ERT
x, HEANEREIFMAINIL
E1EETIER

2 CNCB-NGDC
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1)

Step 1 Step 2 Step 3

Submitter General Info Reference

Batch Meta Submission

20240508-1 xIsx

Note -
1. Download GWH batch submission template file GWH_Asse!

Batch Meta Submission

Upload genome assembly batch submission file using Excel format that includes the attributes for each genome assembly.

20240508-1.xlsx

“e’ CNCB-NGDC

Step 4
Meta

2ot e eeepemeneea] (DUEFEAMI RS BT
Q@ LEfRmRING, ELERL

Checked OK.

1. Meta(EEBEZEIRAS

£ HERAFTERXY (—RIERARRZSITEREH) |, AESRS

-

Batch Meta Submission

Step 5
Overview

Upload genome assembly batch submission file using Excel format that includes the attributes for each genome assembiy.

Uploaded file - 20231129_1 xIsx successfully.

og -

o | @

Row Column Column Name: Column Value Message

The number of columns filled in row 11 exceeds the number of columns that should be
filled in the template, please delete the extra columns.

NA NA NA

i it . . y
2 Assemblyname | _tesis Need to start with English letters. only uppercase and lowercase English letters, digits.

H =
6 Sequencing depth ?&%E 1E '%\ : ons can include

6 Sequencing depth d be consist

AY A S
0 Genome sequence file \ I
MD5 code =we
. Genome annotation file . kY — annotation file
MD5 code =we I n I }IHI
Existing genome A m /] \ “nter the existing
accession —

Chromosome assignment

NA The value is required and cannot be empty.

>
~

. BrrorBIREEAFIE RS EFHESS
« Warning B3R 4E N A AR 4R SERR AR
15 B 1721 B
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wamitz: 1. MetalZRELZIRAE

Bh: nEX(EE, WALRERES

s s s s - 2
BEEE B2FER TEREE Meta i
- BioProject!f= PRICA000494
« EinHHE: 2024-05-23
— |y
E%H:ﬁ « F¥niEl: False

#2427 5 Batch0023947
irmE: test

$#has: Unfinished Step 4
APRRAIERIGT 2024-05-23 ( 8 R FEI AT ELAERELTER, HEATH R . « FEBMEE: mei null test
EAE: GWHEHE LSRG X B fIBioProjectilBioSample—E 475 - R

= XZHRE [The laboratory in programs for enteric infection control].

MEER

e - EEE
« JEHAEE mei null test (test@qg.comd
TERILLE R T B SR St B GWHIIF TPl 5
= FHltht: submit big.ac.cn |
e snre Ak 5528 & R 1 AR pEatn SNMNEREAEBENTEEEMRE
- T 5 RCWHNCDCH BT/ H 4, §94123458 FTP 77 aa 23K, 'E | —H.—H.ZQ - R ElSYE:S 7 E

= {3 /GWH/Batch0023947
BFEIEIGER £ 1

Fats: (FAFTPEFRE (f0FileZila client) BRFTPEFHR.
AT, ETEEARTSIF IR S ek L5 124 (https:iingdc.cncb.ac.cnigwh/submit/submission) , JEXIFEIIEREEEAHEZ.

BiosampleffS  #FETHE  AFEHR  HFKT ERARICURE . RRAFEXAE SEAEESS  SANCGWHEREARS  Chromos

SRR ) SR g i e i i

= 123 EE R Meili Chen
= BT #B3E: chenmi@big.ac.cn

= 1§38 {J The CAS Key Laboratory of Genome Sciences and Information, Beijing Institute of Genomics, Chinese Academy of Sciences

&R 10 - TR

2# 7 CNCB-NGDC




iEE*;II *E- 1. Meta{l:l: T?%?Ex

Meta(E B ELIR 3 ek /mIREIERAZIFR

AR GWHESSERAMTEERRS, BRI IRV EREIRE, B iRA RS

TR
BE:
TMEER
srge e B i BioProjec : | = EEs 2 -
page B tasspmem ojecth % H gl=2H EREHH T s
= H = HA Hi H
GWHAZPK01000000 e
B s bl = Hoo Bat 0128094 i a 07 2 A =
2 ﬁﬁgivl;— §AE  BaACN0018094 o CHN Wunan S5_2020  PRICA004241 20270726 2024-0423  2024-0423  SUCCESSFUL
A
Balch0023947 fest PRJCAD00494  2024-05-23 2024-04-23 ~ 2024-04-23  \aiting for files

v CNCB-NGDC




IR3STIE: 2. EUESSFTPIRES
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Feedback validation about Batch0026423 (PRICAD04247)
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Feedback validation about Batch0026423 (PRJCA004241)

gwhcuration Y
43¢5 chenml

A+ A: gwhcuration<gy

W A: chenml<chenml@
BdiE: 2024545118 (FAM) 10:20
v 5 KB

Dear Meili Chen,

We have received your batch genome assembly submission.

Submission title | Submission ID | BioProject

test Batch0026423 PRJCA004241

After validation check processing, we have come across some issues which require your attention.
You need to check and be sure that all errors in the attached report files are fixed.

Please resubmit the corrected meta, sequence (andlor others) files at your convenience. To resubmit the corrected files, do
not create a new submission. Instead, log back into genome submission portal,
https://ingdc.cncb.ac.cnigwh/submit/submission. Revise the genome submission by clicking the corresponding submission ID,
which is editable. Delete the files exist errors and upload replacement files, then click submit. Note that recalculate MD5 code
and revised md5 value in meta table, and you need to reconfirm metadata from step1 to step5 when you revise your

submission.o

Please log back into genome submission portal (https://ngdc.cncb.ac.cnigwh/submit/'submission) after file submission
hrough FTP; andlclick the "Finish upload” button in "My Submissions"” list jo inform us to check your submission.

Please send email to gwhcuﬂion@big.ac.cn if you have any questions or revisions about your submission.

Sincerely,
GWH team

CNCB-NGDC

3. Rt

R Ri%

OEWHRE, RFMEREIRRESEBEERSE
QFER KRR SHIZEFHIER

QWMBEX HAIZE, HEEEMTEXHMDSHY
@FTPAREFT_ R ISR BIE S i

GiREERZFR, s “SERLEfE”  (Finish upload) 1%l

Eid: g
HE | 23047
7N
s s : i BioProject #%H alzH RoEHH oS oy
s 4 = H HA H

% t PRJCAQ00494 2024-05-23  2024-04-23 2024-04-23 -

RATRIFENER e ==

BTHE1E1FEER, 211 Gt SUR

BrsE 1 1SR 10 (B 7 TSRS \:&*EJ:E \\% ﬂj “E )y (Eﬂﬁ%ﬂsn)
Y & RS rror RS

z




Accession assignment for Batch0026423(GWHBISP00000000.1;PRICA000494)
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Accession assignment for Batch0026423(GWHBISP00000000.1;PRJCA000494)

gwhcuration
%15 chenml, zhaoxuetong

o HREEIRENE BT
o Mi_EIET\Accessions
o ARNERRS|IHIER

We inform that your submission has passed our current validation check.

Please cite the accession number GWHBISP00000000.1 like this (We recommend you putting these paragraphs in the
Materials and Methods section of the paper):

The whole genome sequence data reported in this paper have been deposited in the Genome Warehouse in National
Genomics Data Center [1][2], Beijing Institute of Genomics, Chinese Academy of Sciences / China National Center for
References: 2

[1] Genome Warehouse: A Public Repository Housing Genome-scale Data. Genomics Proteomics Bioinformatics 2021,
19(4):584-589. [PMCID=PMC9039550]

[2] Database Resources of the National Genomics Data Center, China National Center for Bioinformation in 2024. Nucleic
Acids Res 2024, 52(D1):D18-D32. [PMCID=PMC10767964]

CNCB-NGDC

Bioinformation, under accession number GWHBISP00000000.1 that is publicly accessible at https:/ingdc.cncb.ac.cn/gwh.
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GenBaseE— i, #&ZEREEEITIEE, WR. FiE. &
B5HSms. ez, FRINBREREBRSFZEFTIRETIRERE

.\‘ Data Resources Computing Analysis Data Network Standards

@% GenBase AT BEIEET- #ikE BTFS-  O5Ht  OWf-  BEmE- {E=/Language ~

S e i - 2

GenBase s aF, #=0ERFFIENE, BSEPES (SEEALMENMRNA, DNA

N SRR GEREBRNASVNERSA, MARE. 55 Bh. BEEGS) eEBslIRETENE. B, B
EAHEEINSDCRIZEIERFFIZEE.

3 " Nucleotide Type your keywords

B iCx5EAE & EfFSIRGenBankE s
L ~ EIETHER: 2024-05-13
.) = R ITHER ik B 3,149
i LS & EeaEy 49,794
3” [ :. o -.: | GB00018913=#aRINCBI GenBank 2 GenBaseSEEH
(R ] i " . :
y S GB00026693FH#2FINCEI GenBank Egg%ﬁoﬂms "
ot =i i B 1331
592,355 372,555,634 598,805,212 GB0001146, GBO00302135#2EINCBI GenBank

HARYEEIEERZDR, https://ngdc.cncb.ac.cn/genbase/
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8.

& real-time validation

Submitter

Reference

Technology

Nucleotide
Set/Batch *
Category *
Modifiers
Features *

Overview

Sequence submission

Process

—
=

Feedback

+ Sequence format
+ Sequence content
+ Organism

+ Molecule type

+ Genetic code

{- Metadata check
+ Sequence duplication

+ Sequence ID
+ Sequence qualifier

content

Sequence integration

Daily update

CNCB-NGDC

Expert curation

[
I

sqn file |

Archive

nucleotide file

protein file

nucleotide

protein
- —

Accession database =

ES Index database =

Exchange

+ Meta data review

—| » Gene structure legality

+ Gene function legality

Release

—
=

Recall

g8, ARPRFHIERERFS

Share

Browse
Species
Molecule type

Data type
Data source

Search
Basic search
Advanced search

Download
Batch download
ETP
RESTful API

BLAST

Nucleotide sequence
Protein sequence

-
@m@

7.I
il
la 2



LB EFF SRR —CRNZEEE

Total Sequences

< 127 o Nuceotide mmprotein 1,218,303 12 _ A P ————————— |
e 10 A ——Nucleotide(released) L 10 2 : El-l 291/|\$1§‘z f%l 477 %}EHF' {0 5 S s 2 |
X —s—Protein(released) X i ‘ CenBase: A Nucleotid o

g 8 7] B 8 Z i - (Genomics Proteo: Ermn!arman;5202422 2as047)

E 6 6 £ T 3aeipen 5o B

o & i 20 fﬁ/ l\ BERE+TXER

o 4 -4 o ; o o i)

=) L : E

2 5 2 O ) q0arme (210584535 i :
T8 ! {
© oA . 0o Z 2024&3*!.*..%‘%%&*:&&
2 2022 2023 2024 2025.7

Year
SRR RIS AR ETRRIARSS EX E AR SRS Z I
e N EAESE, RFZRE
I NCBI GenBankf1RefSeq#i
GenBank ... sl Sio s
i BEIFFIREI: 271,531,375 G b EETHNERFRYEIES
T EOFFIZBEC: 340,131,119 S
Taxonomy - SRR ' #*Ejbaﬁgﬁ

2 CNCB-NGDC



REFREERET
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hERSEIFRIESwiRE (10609) ia 3711 (10609)

i \
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i 37/ N
' R 13 AP
BAS.2 -
: DV.1
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H#i173,656FKHEmEEEHRS

E’ﬁ&
Xt

X7 CNCB-NGDC



HEIE: 1 KFHES-Sht

@ GenBase “voc MER BEIEERZ- #HER BTR- XIR- 6Hit OiRgE BEEsdE-

. =y

GenBase =7, HErEERIIRE, ESEPISS (EIEEHTEAR

mRNA, DNAFER, JERRBRNA=/NERA, 4hiEss. frs. FBh. WEES) BBEIN
HiEsE, BEnt, B4 EEINSDCHEEIIERF TSR, ‘

Nucleotide v

Type your keywords

001108.1; MH011443.1; GB0003962° -

iEELanguage ~

ez R

mRIFEH

2024-12-09
n... ':
o< o »9 2024-07-25
.. .. .. %
4 - 2024-06-25
A Eo=!
380,069,817 664,750,416 2024-05-13

) . ﬁmc#\'

= : Q

mETELE MR, Wb,

P EERfThaE L. #ED,

GenBaseME{ELEA&FE (PMID:38913867), Y
51,

GenBasej@d FAIRsharingiAE

HUEREEMLE: https://ngdc.cncb.ac.cn/genbase/ HNAMUGHITERE

+ EfFEIEGenBank®E S

T HHB: 2025-08-07
R 6,129
EM%y: 73,303

< GenBaseiiEE
EEREHE: 2025-08-05
YZRE 10
EB8#: 14

«) FNTIEE

*&. CNCB-NGDC
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HEIE: 2 HRES

@% GenBase “neoc MET | BHIEERG- ;ﬁi BTFH- XIB- &%t Oingr BB

W mpe oy B "

GenBase = jup, sz FHHEZ

HiFRgiE, Fid, S2akBINSDCHZENEBFFIEIE.

o b .

8 iCx58s%iE

A
592,641 380,069,817

CNCB-NGDC

SRR (SR EYERR
mRNA, DNAFER. JERESRNAS/NERAE, WMiEsE. fvs. L. REKRS) BEFIE
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Nucleotide v Type your keywords

» . L4
40 'C_AAOB1108.1; MHO011443.1: GBO003962° -

'.-.‘ ',. -' -. ‘:. X

" .
= =
[ ] 3 .
.

RIEEH

mETETE HE, WER,

FrAERIhRE L4, #5810,
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HEIE: 2 HRES

BAMFFIEE SARS-CoV-2{RiEE3x SR FAIRERE

PR S

18R

BESIUTER:
1. EREE SBNEELR, 68, di, SiEEZHHH
2. {RArRR:
o [RREEER
o E—ERENZTFAIEEIRIER)
0 P Tany
3. FASTAIE B R 7
4_¥nEhes
5. TS A, $5l0: isolate, strain, collection date, country
6. 454652, 5I40: CDS (coding region), tRNA, ncRNA, gene

RS
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HEIE: 2 BiRES

@ BAERE: BELIN, FARER, HWER, SUERMBEES
@ FASTA*%EE*Z%E’&}%EU @‘a GenBase ¢ #Home BSubmit~ #Search BDownloads™ ¥Tools #Statistics

Sequence Validation

. *Uﬁﬁzﬁﬂﬂhnuxgﬁ'}'ﬂﬁﬁﬁugﬂﬁ ot P Influenza Genome Annotation
GenBaseTools(gbt) : https://ngdc.cncb.ac.cn/genbase/download/template/gbt

® Source Modifiers3{4: & &collection date, country, hostZ

@ Annotation Features3f{4: €&gene. CDS, tRNA, ncRNAZE
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HFETIE: 2 BUEHES-FASTANXI

- FASTAXZ (4, AJEE—RHSFRFS, BE2— 1 EHLE

- TBERAFASTATET, LUENITHIR, ARERFIT

+ RABRNEXITHER ">" fF5H—Sequence ID
Sequence ID -

TR EXIT(REISequence
IDFIFMER, HbERARNRA!,
HftERIB5E o ERMEREER
FR{AIL

For example:
Seq1][organism=Homo Sapiens] Definition Line for Seq1
aaccgatatagagagagga

=5eq?2 [organism=Homo Sapiens] Definition Line for Seq2
atctgaatagagattatit

Sequence IDAFREK:

(1) LAFEF:L

(2) =B, #=F. mx-. M . R 8§58 25*F#4E8
(3) BRT131N=ERF

aN_EEESIRIsequence IDJISeq T

2 CNCB-NGDC




EEITIE: 2 2R ES-Source Modifiers3 %

1RHRS44: GenBase Modifiers.xlsx
(https://ngdc.cncb.ac.cn/genbase/download/template/Genbase Modifiers.xlsx)

- GenBase Modifiers.xIsx3 S StEXEZIERICER, BT EAENE. @8, {FRbikE

T EBEE
¢$2KLX&1:$ZKE’J$E {lzl TONTS j @ GenBase #vwoc  fiHome  BSubmit~  #Search  BDownloads> Tools™ #Statistics [@sStandards™ | BHelp~
Source Modiﬂerg

Feature Table

Nucleotide v | Search
Annotation File Specification

e.g. C_AA001108.1; MH011443.1; GB0003962

Standards

> Source Modifiers Source Modifiers

o i i : e N .
Required Medirers The design of source modifiers in GenBase is inspired by source modifiers table from GenBank

© Optional but recommen ded and add our specific modifiers. The Microsoft xIsx template is provided to the users in the sub
vocabulary.
Q Optional User should fill in the "Source Modifiers Table" sheet in the template file. If the value of modifier

the value in the worksheet nhamed control word.
The Modifiers can be divided into three parts,

O Download

2 CNCB-NGDC



EHEEITIE: 2 #EESS-Source Modifiers3 {4

T EFIHGenBase Modifiers.xIsxt&Et:

1 |#!Version: 3.3 |
:#!DO NOT MODIFY HEAD LINES AND EXAMPLE LINE! || A~ %42 Mobr 18 £ Al 6 47!
|#1The first column contains the Sequence IDs used to identify each sequence in the nucleotide FASTA file. || 7)}"' -] 'J ﬁ."\’rHJ iR TR FASTA SCfF R4~ IF 511 Sequence ID.

Moo T ASTA £ e T Ao oo rherbh maama PrddbchEMAAIOE oo oo e 20

# Specimens are identified in the Source Modifiers Table by the sam-

;#'The heading for the first column must be exactly Sequence ID as 1 1?% IH] ‘*E%lﬂ H H

|#!Each specimen in the set must have a line in the source modifiers f == e . = Er . HTFEA.
|#!Each Sequence ID may appear only once in the source modifier fi #I ﬁé*EZﬁ M‘iEI - -@*EZ% ] &j& ¥Ijﬁ\ I ﬁ@*ﬁiﬁ H &Ijﬁ\

8 |#IFill in the data in the line beginning with "##number". If it is not enough. you can append lines by yourself. || #1*] [_J, FRECF AT P EE . AN, aTRLH AT IE .

9

#!Reference: https://ngdc.cncb.ac.cn/genbase/standards ; https://www.nebi.nlm.nih. gov/WebSub/html/help/genbank-source-table. html#modifiers
10 |#If you do not know what to fill in the optional modifiers, please leave it blank instead of filling in characters such as "Na'"', "null", "unavailable"... | #1 R &R HME N{TES o] & fyModifiers, FHHED, MARRE“Na”, °

=] |1 N | D

11 |##Color Code required | optional (recommended) | optional
12 |##Column Number H#1l #H2 H#H3 Hi#4 HHS BH6
13 |##Header Sequence ID Collection_date Country/Region Clone Host Host_sex
Sequence ID, MUST be (Date the specimen was collected. The country where the sequence’s organism was located. May [Name of clone from which sequence was When the sequence submission is |Sex of Host
consistent with the - also be an ocean or major sea. Additional region or locality  |obtained, typically an alphanumeric ID. from an organism that exists in a
fasta file It MUST be text format so that we can parse it without any information must be after the country name and separated symbiotic, parasitic, or other special
ambiguity. by a ':". For example: USA: Riverview Park, Ripkentown, relationship with some second
AMD. &\alla]}le values can be found at ControlWords sheet. organism, the "host’ modifier can be
used to identify the name of the
host species.

14 ##Description
15 |##Example(do not delete) Seql 2001-01-31 or value in ControlWords sheet China or value in ControlWords sheet C.Grant Homo Sapiens Male

17 il 25EESRFER, AZHfERL. 75BN, ESRPSFASE
i 3UBEBIFIHRE—MUSANSE, U isolate, clone, strain, laboratory

20 s identifier, ZVES—IR, LIKSSICR




ESTIE: 2 #iEESS-Source ModifiersX

A E (&
1 }Country_List OrganellefLecation Hissing reporting level Hissing definition
2 jAfghanistan mnitochondrion missing: contrel sample Informaticn is not applicable
3 |Albania mitochondrion:kinetoplast missing: sample group Informaticn is not applicable
4iﬁlgeria plastid mizszing: synthetic construct Information doesz not exizt ac
5 |imerican Samoa plastid:chloroeplast missing: lab stock Information was not collectec
& jAndorra plastid:apicoplast missing: third party data Information does net exist ac o
T |Angola plastid:chromoplast missing: data agreement established pre—-20ZData agreements were establis L CO u ntry LI St
3 Eﬁnguilla plastid:cyanelle missing: endangered species Information can not be report -_
9 |intarctica plastid:leucoplast mizsing: human-identifiable Information can net he report
10_jﬁntigua and Barbuda plastid:protoplastid ° Or ane”e/Location
11 |Arctic Ocean ruclecmorph SJ
12§Argentina proviral
13 |Armenia extrachromosomal

14 |Aruba nacronucl ear L M i SSi n g

15 lidshmore and Cartier Islands
16 |4tlantic Ocean

17 [Australia

18 |Austria

19 lizerbai jan

20 Bahamas

leBahrain

22 [Baltic Sea

23 [Baker Island

24 Bangladesh

25§Barbados

26 |Bassas da India

27 |Belarus

28 Eelgium

29 Belize

30 |Benin

31 [Bernuda

32 [Ehutan

33 [Bolivia

34 |Borneo

35 [Besnia and Herzegovina

36 Botswana

STEBouvet Island

38 |Brazil
39 [British Virgin Islands

| ControlWords | SourceModifierTable ._'_'-i-_‘:u
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- WTEENIR, AlIUNFRERFRYIDEER, JLAERE T EERXH
GenBase Features.xIsxtE5F &
(https://ngdc.cncb.ac.cn/genbase/download/template/Genbase Features.xlsx)
- WTERERE, BESF T RFIRFGSRIMGIER (TBLEER) mENIIFIRFTS IR
RN (GFF3183X) L&
TBLIER : GFF3f&3\:

sFeature S5c_16

@ d#tgff-version 3.1.26
1 TOOoo REFERENCE i
Publied BR4T441 1 ##sequence-region ctgl23 1 1497228
<1 1050 b 2 ctgl23 . gene leve 9S@0@ . + . ID=gene@@@0l;Name=EDEN
gene ATHL 3 ctgl23 . TF_binding site 1080 1012 . + . ID=tfbsB80@81;Parent=gencdddol
<1 1009 cos 4 ctgl23 . mRNA 1e5e Seee@ . + . ID=mRNAGBOO1;Parent=geneB@00l;Name=EDEN.1
product acid trehalase 5 ctgl23 . mRNA 1058 9@ee@ . + . ID=mRNAGBEO2;Parent=gencBB@01;MName=EDEN.2
product. Athip 6 ctgl23 . mRNA 1300 9@8e . + . ID=mRNAPBEBO3;Parent=genefB@dl;Name=EDEN.3
codon_start 2 7 ctgl23 . exon 1308 1508 . + . ID=exon@@@01l;Parent=mRNAGBOO3
¢l 1080 mRNA 8 ctgl23 . exon 1050 1500 . + . ID=exon@0082;Parent=mRNAGAEOL,mRNAGDOO2
product acid trehalase 9 ctui23 . exon 3000 3902 . + . ID=exond@O3;Parent=mRNAGOAO1,mRNAGGGO3
10 ctgl23 . exon 5000 5500 . + . ID=exonf0004;Parent=mRNABGEO1,mRNAGBEO2,mRNAGORO3
11 ctgl23 . exon 7000 9080 . + . ID=exon@B@@5;Parent=mRNAGOOOL,mRMNABOOO2, mRNAGBEO3

Ze CNCB-NGDC
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@GenBase ‘neoc  #@dHome  BSubmit~  #Search  BDownloads~  K{Tools~  @§Statistics | @Standards~| HEHelp~

Source Modifiers

Feature Table
Nucleotide v Search 1ced

Annotation File Specification

e.g. C_AA001108.1; MH011443.1; GB0003962

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

© Attributes the INSDC standard. Users can get tips from different feature and qualifier combinations in the table, int
O Qualifier hints Locations
O Description of each feature L
e Header of each sequence, starting with the Feature field
O Download 2) Start and end.

2 CNCB-NGDC
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T#E#JHGenBase Features.xIsx{=tR:

A , B | c , D , E | F | & H |

1 Feature table xlsx can be regarded as a nucleic acid annotation format with meta information. The user needs to fill in the corresponding annotations in the Qualifier hints (2715)

corresponding columns A ~ G. Where feature (column E) is the structure name of this type of sequence, qualifiers (column F) is the attribute of this structure, most | T e 7
2 | aftributes are optional for the relevant structure. and some attributes are necessary. After selecting feature and qualifiers. qualifiers hints (colimn G) will help you feature & : qualifier &

Ty > Y dae i
3 1(FHFIEIESIRE, SHERSRESEA-GY! e )
4 | Feature table xlsx B —FE TS S MEE RS, AAEEE I EESESHTHABGCH . BT eature (column E) BEHEAM—tptmgE | Example
- 1%, qualifier (column F)E RS fENEMEN . A TARNEMAE, BNEMEEER, MEDEENELER. SAFEE 7 ER TS ED
: &%, Qualifier hints'F = 3R FiXLBHME X . FHlshER, FENEERFIESqualifier value (column G)
/gene=ilvE
7 Locations {E%F} Atirtbutes (EHE]
8 seqnenceiid start end completeness feature qualifier gualifier value
9
E —
10 2. IE X
s=f= — ®
2 3. IBEIMMESRIMER IRiRERIEE G
: ~ & = > "‘Q ’ ——

13 AERIFRFRSL, 3738, ESiHRIBEFRS HE, (Hex
i‘; =, In"E

CNCB-NGDC
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A A | B | C | D | E | E | G H |
1 Feature table xIsx can be regarded as a nucleic acid annotation format with meta information. The user needs to fill in the corresponding annotations in the _ _ Qua.[l&l' hints (#75)
| corresponding columns A ~ G. Where feature (column E) is the structure name of this type of sequence, qualifiers (column F) is the attribute of this structure, _-_-_-_-_-_-_-_-_-_-_T-_-_-_-_-_‘ -----------
2 | most attributes are optional for the relevant structure, and some attributes are necessary. After selecting feature and qualifiers, qualifiers hints (column G) will feate q ! gnaties q'
help you prompt the format of the qualifier value. e ;

2 OO soor
4 | Feature table xlsxiE— M H70{E BRIEFEREN, AAFEGERERESE N WHAFIGH] . Hd feature (column E) B F7 h—1 3 BHIZHE e

. qualifier (column HEE EHENSHES. TTTIRANSHE, FHNELZREY, MANEENZHER. SAF®RIFTRENESEHD T T T T T T T T T
3 B, Qualifier hints$f SHFFFLEMHRE Y . RHSER, FIEERD iﬁgqlllliﬁer value (column G)

6 symbol of the gene corresponding to a
% Locations (4:#x) Attributes (JitE)

8 start end feature qualifier qualifier valge |

Here are the manual for using the xIsx feature.

The sequence of the example is KT216076.1 from
Genbank, which is a coding gene with multiple exons. 1. Any annotation locus should have a [gene] as a
The experiment has captured complete CDS, but it still | feature (in E column), and its attributes should at least
lacks a part of the 5 'end of the complete gene. : include [gene] qualifier (in F column), which
: corresponding value (in G column) is the name of the
: gene
If you have any comments and suggestions on the xIsx 12. For those coding genes, the [CDS$] should contain at
feature, do not hesitate to contact us: least the [product] attribute, whose corresponding
e-mail: genbase@big.ac.cn value is the name of the protein
qq: 629388189

Here are some written consensus

3. You can find a more complete definition of any
feature/qualifier in feature_inspection_sheet

FeaturesM{4tEtRA, sheet2/3
ﬁ?%i%?ﬁ%ﬂgiﬁgﬁﬁﬂ

myFeature example zh-example feature_inspection_sheet ‘ (&3] |
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A B c D E
L ‘ The comparison table lists all the features and qualifiers that can be filled in. More filling explainations can be obtained at
https=//www insde.org/documents/feature table html
2 -+
i definition feature qualifiers type comment
5 (Optmna}) ailele text
6 |
7
8 1 1) region at the 3' end of &
9 ' mature transcript (following
10 | the stop codon) that is not
11 | translated into a protein; 2) e o
12 | region at the 3' end of an
43 RNA virus (following the
147‘ last stop codon) that is not
15 translated into a protein;
16 |
17 |
18 (Optlcmai) trans sphcmg boolean
19 I (Optmnal) allele text
20 |
a4 1) region at the 5' end of a
2 mature transcript (preceding
e e
gg - not translated into a protein; (Ophunal} e it
2) region at the 5' end of an S'UTR NA
26 I T |(Opt|[mai) inference
27 | RNA virtis petortc (Optional) locus_tag
(preceding the first
28 | initiation codon) that is not
- translated into a protein;
30|
31
32 (O]Jh[maE) trans sphcmg
o ((_)lnt_lgpil_}_a_il_e_le_ ----------------------------------------- of 1 or 2 or 3, indicating the
= offset at which the first
S s e L e complete codon of a coding
36 [number]

- et s s s e feature can be found, relative
o Dicocon Sk to the first base of that
b feature; /trans]_table defines
sl the genetic code table used if’
4[}_1 [excephon value] i than the el
il genetic code table; genetic
42 text

------------------------------------- code exceptions outside the
4R coding sequence; sequence next - range of the specified tables
44 of nucleotides that is reported in /transl except
45 A [CATEGORY:]TYPE[ (same spec T L -
i correspondsl with t'he : e i qualifier; /protein_id consists
i - sequence of amino acids ina | i e e T R e T R of a stable ID portion (from

| protein (location includes 1 the end of 2018 new
| myFeature example zh-example

Featu re_inspection__sheet

Features{HERA,

sheet4ig{# 7 iF4RY

features, qualifiers, typesfjl, Bl{{&+F
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@% GenBase v MER

BERe- | BE BTH- XIE- ©fit OmE  BiEssuy

e

GenBase g7, £smEREFFINE, EZRPIRR

(EIEFEHTEMERMRNA, DNAKER. IFRRORNAZYINEREA, 4R L s b

[E88. "5, Fh. BEAS) ZBRFIIRETERNE. B, S | == = = 8 _ _ >
FBINSDCRIZER IS H F5IEEE, 2 AA001108,1;"MHq_11443.1;~950003962

L T b

mRiL

~ Nucleotide

R | SRER

B iCxs52aHIR &+ EfFEEGenBankES
. #HER: 2025-08-01
FEIRIALE, WOEM, S_g;ﬁ.i ot
x* ' o EEH: 339,302
3 h od 2% FRRUSHINEE 4. B,
ﬂ k : & «; GenBase#{iBEM
[ y
oy GenBase X B AT R HEA: 2025-08-01
e (PMID:38913867), Y0H3|E 7B 3
= o ° Al -
Y A3 =) B0
592,641 380,032,432 663,761,427 GenBase g FAIRsharingiAIE

GenBasexTl HUEIRAL
https://ngdc.cncb.ac.cn/genbase/
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l Data Resources

BIG Sub

BIG Submission Portal

o

Computing Analysis  Data Network

FVERIE AL (BIG Submission, BIG Sub)E Ezy BFEER PR LIRS 5
AL, HEFRE-ETEBERS

“'NGDC Home Documentation

BIG Sub £FHE

a TEIRIE S8 MR 2R e e T R PR PRl S

Alogin @ Register

BRI

FFRERE RS R%

BIG Sub Quick Start Guide RECTHHAT, SHEBRERRES. [TERL
ASEZ

SDAS

Genome Sequence Archive
PFRinz BESHS

00

o

BioCode
BeA RS TR

Database Commons

EARERE 5

BIG Sub GenBaseigaz A
https://ngdc.cncb.ac.cn/gsub/
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) GenBase Amm bR GRE O@it OFE BB

$23s

ay

Nucleotide v Search

S

&40 C_AA001108.1; MH011443.1

[ EAFSIE3Z | SARS-CoV-2iREER W SHERFIIRAE ]

RIEFHIRA
S FFIS 83T ATARRERFERE, REARNEIRET8EE

FZIRSIERHI TRIZEERR (AARFE)
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Rtz SR IERA(ISE (Submitter)
©

1. Submitter 2. Reference 3. Technology 4. Nucleotide 5. Set/Batch 6. Category 7. Modifiers 8. Features 9. Overview
Submitter
* First Name Middle Name * | ast Name
zhao xuetong
* Emalil Email(secondary)

zhaoxuetong@big.ac.cn

* Organization Submit Organization Url * Department
Beijing Institute of Genomics, Chinese Academy of Sciences https://

Phone Fax

* Street * City State
Beichen West Road, Chaoyang Beijing

Postal Code * Country
100010 China

REHT—5

;@Egﬁ%;ﬁgﬁ%ﬁ%%%, RpBAMENAREREE2EMEHER, IS EEREREE, thoEX
+ IZ
HUERERFZES X MAEEER LIV AR, ERBRIRERZEHBFE

2 CNCB-NGDC



Reference

Submission #0000099

N T - ANEEEINEAEE, RIEREERUNSERS
e o s - WMRHBBINEENELR, TLARERHE

/ genbase@big.ac.cniiffs, HEEHEEE
s . SFEAELEdhy

© Same As Correspending Author(s)
w Authors

REHT—S
rs, CNCB-NGDC




IRZiniz: 3 MFERAR(Technology)

© @ © © & © © © © &

Submitter Reference Technology Nucleotide Organism Set/Batch Category

Technology

Submission #0000099

Sequencing Technology

This information is required if you are submitting over 500 sequences or if your sequences were generated using next-generation sequencing technology.

What methods were used to obtain these sequences? e 1|
EiAFHIA:

Sanger dideoxy sequencing 1454 [0 Helicos
O lilumina O lonTorrent O PacBio O SoLiD

[ Other

Assembled sequences
. F ==
Are these sequence(s) : EE ElR E
Assembled sequences ~ |
— I Unassembled sequence reads

Continue 1%7?#1:_5 , As
. Assembled sequences

1X EELAssembled sequences
S EZIELEIGSAMIEGenBase

2 CNCB-NGDC



BZinte: T84 55 (Nucleotide)

© © © © © © © © © ©

Submitter Reference Technology MNucleatide Organism Set/Batch Calegory Modifiers Features Overview

IS EERERARTE =

SSul:)brnliss.ion :0?0009; t aﬁ%ﬁzzgﬁﬁ4ﬂz Help
W:enmnllj: I:t: releeas(:}ea ysoeur siqjence record? b JZ\IE?QEEE/ZA\;:F ! ‘Iflj- Blﬁ Ej{l%_aﬂlz Ej-l E?
o CHRINERESR, HiESETMLET

Release date must be after 6 months from today and before 4 years from today

elease Policies and Disclaimer ‘H A= & z fr & -Iﬂ E:I:H
F > =]
1. A date can be set by authors to withhold the release of new submissions for a specified period of time. = I & o fb H Q]‘ A, I

2_If submitters want to change release date, please contact GenBase group: genbase@big.ac.cn
3. If a paper citing the sequence or accession number is published prior to the specified date, the sequence will be released upon publication. Ctherwise, GenBase will release sequence data on the specified date

4. As soon as it is available, please send the full publication data--all authors, title, journal, volume, pages and date--to the following address: genbase@big.ac.cn
5. After the data is released, it may automatically synchronize to NCBI in the future, and submitters will no longer be contacted for confirmation.

\!"I acceptit. © | don't acceptit.

e R EISSITE, EEGETAN, IMSSTEESIRREN, @FRE, F2d

¢ BioProject

IS BioProjectiZ2 (Hik)
Grant(s) EESRMEEER, B5HE

*Agency Program *Grant ID Grant Title Remove

, ModEaaa/12345

Ministry of Science and Technology v National Key Technologies R&D Prt v 123 X

2 CNCB-NGDC



IR3ZiiiE: T84 Y (Nucleotide)

Sequence(s) and Definition Line(s) ;g:ﬂfgm) {RIEEA S RUNECIES
(Fromsitor g Yoo nS e Sl B RORE bR RG—

rRNA
_ cRNA 3
Linear transcribed RNA

Topology

Other genetic: RNA
Strand: . Thisi f_Circular | eq ifyou: Other genetic: DNA 2s. If not applicable, please leave it blank.

\ Single strand
pleaseMc Double strand iltiple genetic compartment types, you should submit them separately
Mixed strand

To which compartment does

the one you submitted belong? i

Are you submitting the ® Yes O No .
complete sequence of an nucleotide
organelle genome, virus, viral mitochondria
segment, viroid, plasmid, or plastid

Qloning vector?

Nucleotide Sequence Format

e N\ EERTHRSBERESA. w5, X
Sequence data format: ’%‘%s E*ﬁﬁ%B&ﬁ{Z’SE"Jﬁgﬁyu—?

FASTA sequences (not an alignment, most common data format, FASTA help)
For example:

>Seq1 [organism=Homo Sapiens] Definition Line for Seq1 *zgg,gyutgg&‘yu

aaccgatalagagagagoa
=Seq2 [organism=Homo Sapiens] Definition Line for Seq2

\ aictgaatagagattattt )

Definition Lines which are used to describe each sequence, should be included with your sequence data.

"¢ CNCB-NGDC
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BZinte: T84 55 (Nucleotide)

® Nucleotide Sequence(s)

Ty —— . BRI SRS, R
pr— a BB MRS T

CTTGAGCTAAGTTTCCCCAAATACTTAGTGAACCCAGGGTAGCATTGTAACTGTT
TGTGTTTGTTTTCCTTTGCATGTCTATTACTACTAGGACCATTATATATTTCACATAC

A A3 \j.
T T T
TTAGCAATAAATAACTTCTATAGTTAAACTGGTGGTAACTGGGTGTATTTTTCCTTT () au %2‘#* IJ\E]\I 1 G B , nl ]ﬁ ]\
ACTTTTCCTTCCCCACTTGCTCTGTAGCAACGCTTCTTTTACCTAAGCTAAAAATC
T TAACCTOACAAAAANDT T T T TCTACTAATAC T T TAANTATACT |
< 3 FTPH X LIEZiIREIGenBaseX
O Upload local file ( .zip is supported. The maximum allowed uploaded file size is 1GB ) ‘ I % I

. WRIEL RS EEFASTAE X IT
T BEEYMER, TEF—REHE

* File Name * MDS§
Note
Please transmitting your data files to the GenBase FTP site (download FileZilla client). We recommend you transer the file via FTP first, then fill the file name and md5 here and click
continue.

Address: ftp://submit big.ac.cn
User: Same as you login the GenBase
Password: Same as you login the GenBase

B ) EEHT—%

2 CNCB-NGDC




Submission #0000099 Help

Fill in missing Organism information

as isolated,see below. Please enter the organi . (For future sequence submissions, be sure to use the FASTA format.)
Download or ate file
= ===
HEYMER, TREIRSKE SRR
Input same org m name for all sequences ‘E E‘ E‘ Y7 17 °
PHRINERERES] "H#" speciesikF
Select file..

| org-table-sample - igZ=4

ik

FEHT—F MiEE R8E BRO EEV EHH
Sequence |D Organism
Seq Homo sapiens

2 CNCB-NGDC



Set/Batch

® Pop set
O Phy set
0 Mut set

O Env set

\

waimiE. 6 S5/HLiX (Set/Batch)

O © © © © © © © O ©

Submitter Reference Technology Nucleotide Organism Set/Batch Category Modifiers Features Overview

(Sy,hmb%ion #0000099

All sequences in § set must be from the same gene/locus and are expected to be released at the same time.
Please select a sef type:

Population study: a set of sequences that were derived by sequencing the same gene from different isolates of the same organism
Phylogenetic study: a set of sequences that were derived by seguencing the same gene from different crganisms.
Mutatien study: a set of sequences that were derived by sequencing multiple mutations of a single gene.

Environmental study: a set of sequences that were derived by sequencing the same gene from a population of unclassified or unknown organisms.

If your sequencesflare NOT all from the same gene/locus and NOT intended to be released at the same time, then choose 'Batch’ below.

\ atch J Multiple, related nucleotide sequences that are not from the same gene, but may be from the same study or organism.

=) SEHT—5

RIEIERPER, SRMERERERA—5KS, FEFE—MSERE

2 CNCB-NGDC
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Submitter Reference Technology Nucleotide Organism Set/Batch Category Modifiers Features Qverview

Category

Submission #0000099

Indicate whether your sequence is an original submission. If your sequence is a third-party annotation submission, please contact genbase@big.ac.cn.

@Original Directly sequenced by submitter.

O Third Party Annotation Derived from other primary sequence data.

= . AR R R S i
| BERT—£ - SSHIRNE SEEXERER, BEAEAR

2 CNCB-NGDC



B imie: T8 1I23ZModifiersX{¥ (Modifiers)

© ) 0 G © © © © O ©

Submitter Reference Technology Nuclectide QOrganism Sel/Baich Category Modifiers Features Overview

Source Modifiers

Submission #0000099 Help

- 1.2E FaEModifiers3Z{HtEtR

1. Download Source Modifiers submission templatel‘\le GenBase_Modifiers xIsx, then fill \nland double-check it before uploading
2. For column explanations and examples, please see the e.g. GenBase_Modifiers.xlsx.

* Are these sequences derived from organelle genomes? (such as Mitochondria or Chloroplast) *E: E ' 5“ % * E a:em ﬂﬂ E E gﬂ
® yes O no If yes, please fill in the Organelle/Location column in GenBase_Modifiers.xlsx N
UNERRHBHITFIF, i yesTkno

Upload the file in Excel format that includes the attributes for each sequence. | Organelle/Location
s |genetic compartments.

0000099_modifier.xlsx .,‘“EJ:{'EE&}H'J M Od |f| e rsy{q: ControlWrords sheet.

w

Successful verification!

JREHT—8
2 CNCB-NGDC
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Submitter

Features

Submission #0000099

Note

1. Select one of three formats for submitting the annotation of sequence
2. Please refer to here for the explanation of annotation in TBL format
3. If you want to submit annotation features in Excel format, please download the function submission template file Genbase_Features xlsx <

© Upjpad feature annotations for your submission using Excel format that includes the atiributes for each sequence. * I t b I ff3
O Upjpad feature annotations for your submission usmg five colum s for each sequence. L * eXc e g
® Upppad fealure annotations for your submission usin
— il EEJ:‘EE&?E’J Features3ft
A AN Y

3. R EHT—2

#UNSRICEA EEERXE, &2FERAIGBFRESRC:
GenBaase staff is unable to verify sequence and/or
annotation provided by the submitter

2 CNCB-NGDC
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Submitter Reference Technology Nucleotide Organism Set/Batch Category Modifiers Features Querview

QOverview

Siibmission #0000021 Help

1. Additional Email Addresses?
Correspondence regarding this submission will be sent to the following email address

S 1.H@IAFEIR EiR(ER

2. Resubmission?
If you were asked by GenBase staff to resubmit your sequence data, check here: [

3. Additional Information

If you have additional or corrected source madifier or feature files, or other plain text description for your sequence data submission, check here: [J

4 Updates
“You may update or revise your submissions at any time by sending new or corrected information in an email to genbase(@big.ac.cn. You may also contact us at this address with any questions

L —
Review Records of Your Set

Below please find your 12 GenBase submission recard(s) for your review.
You can download the complete set as a compressed ZIP file

Warn: there are some warnings in your sequence file, you can continue finish, but we suggest you need to check the sequence before your finish.

==
2. EREER, FERERBER

7 CNCB-NGDC




BeimiE. FE10 SR (Overview)

Review Records of Your Set

Below please 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 warning fiI{result_err.txt ,‘a“ﬁ nl I :E

Severity Sequence Error Title Description

Name

Luciola_filiformis SEQ_FEAT.BadRRNAcomponentOverlapTRNA tRNA-rRNA overlap FEATURE: tRNA: Leu [Icl|Luciola_filiformis:c12463-12402] [Icl|Luciola_filiformis: raw, dna len= 16864]
Luciola_filiformis SEQ_FEAT.BadRRNAcomponentOverlapTRNA tRNA-rRNA overlap FEATURE: tRNA: Val [Icl|Luciola_filiformis:c13787-13725] [Icl|Luciola_filiformis: raw, dna len= 16864]

Luciola_filiformis SEQ_FEAT.Trans|ExceptPhase trans|_except qual out of frame. FEATURE: CDS: cytochrome ¢ oxidase subunit Il <11> [Icl|Luciola_filiformis:4654-5438] ||
Luciola_filiformis_86]

SEaRES, BEEN

CNCB-NGDC
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= EW‘I:I 5

e O o s 2483 bp RNE
DEFINITION Human picobirnavirus.
VERSION G53DN23T79VNL
EEYWORDS
SOURCE Human picobirnawirus
ORGANISM Human picobirnavirus

Pisuvi.

thornavirae;

Picobirnaviridae;

REFERENCE
A\UTHORS
JOURMAL Unpublished
REFERENCE 2 (bases 1 to 2483)
AUTHORS Bao, Y.
TITLE Direct Submission

JOURNAL Submitted (l6-AUG-2022)

Institute of Genomics, Chinese Academy of

HWa=st

Road, Chaoyang Dis Beij

ek

COMMENT

nome-Assembly-Data-STARTE#

Trinity-2.1

Sequencing Technology other

nome—Assembly-Data-END##

FEATURES

Location/Qualifiers
.2483

source 1.

"Human picobirnavirus"
"genomic RNA"

None;gender: Nonejage:

thetical

/product="hyp protein”

/translation=

HNFERYEGT LARFTARHNVAT,

ESIQSGQLEETGRANLATE!

VESVEGIINGVESILPGG"
CbS 707..2476

atart=1

/codon

/produc

/translation="MEDSRE

linear

Data Center,

Sciences, NO.l Beichen

None"

=S

G-2022

=4
[.

o

K 1

Beijing

AELRESNRHENTTVEKETGRHNVETERIGYGTLAETSR
INWYSAQNLANLOFRAQANETTS!
NINALCGEQFRHENEQTELOQGWISTGAGAYEDVSTCLRON

EVCETTRHNLAT

ELDDQINERYSEDNDWRWYA

1<
Ly

(Overview)

- REPEMITAERER

- REPFEESERFRIENIT,
FEREFETFEEHMSEESR,
FFEFIXHEXATER




A43R3ZRY), FfFHZ

Submission Title

0000145 -
0000144 -
0000142 1
0000141 -
0000140

0000139 -

0000138 Genome-Wide Analysis of the " " = 7 e
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Unfinished Features
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2022-10-09 14:02:00
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Release Date
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Submission Title Created By Created Time Update Time Release Date Status

0000086 - ' ) 2022-08-25 20:35:03 2022-09-01 17:36:37 2022-08-25 Audit Success Accession public

mEEEAccessionig=

e

0000202 2022-11-29 11:09:41 2022-11-30 10:35:22 2022-11-29 Audit Success Accession confidential Review link
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Modify ReleaseTime
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1OoCUs C AR0D1111 2622 bp mRNZ linear INV 31-RUG-2022

DEFINITION Nilaparvata lugenz Zinc finger homeodomain 1 (zfhl) iscferm B (Zfhl)
mRNA, complete cds.

ACCESSION C_An001111

VERSION C_AA001111.1
EEYWORDS
SOURCE Nilaparwvata lugens (brown planthopper)

ORGENISM Nilaparvata lugens

S u b m i s S io n #0 0 0 0 O 8 9 Eukaryota; Opisthokonta; Metazoa; Eumetazoa; Bilateria; Protostomiar

Ecdysozoa; Panarthropoda; Arthropoda; Mandibulata; Pancrustacea;

Hexapoda; Insecta; Dicondylia; Pterygota; Neoptera; Paraneoptera;

Hemiptera; I enorrhyncha; Fulgoremorpha; Fulgoroidea; Delphacidae;

Submitter Organization  Zhejiang University e
Released Dat’e 2022-08-26 REFERENCE 1 (bases 1 to 2622)

AUTHORS Xu,H. and Zhang,J.
Sequence author(s) Xu Haijun,Zhang Jinli TEHMER ST
_ . . REFERENCE 2 (bases 1 to 2622)
Sequencing Technology  Sanger dideoxy sequencing AUTHORS  Xu,H. and Zhang, 7.
TITLE Direct Submissicn
Molecule Wpe I'T'IRNA (CDNA) JOURMAL Submitted (31-AUG-2022) institute of insect sciences, Zhejiang

Yuhangtang Road 866, Hangzhou 310058, China

Kilaparvata.

FEATURES /Qualifiers
2 nucleotide sequence(s) have been submitted soures 1..z2622
Jorganism="Nilaparvata lugens"
The assigned accession listed as follows, which can be cited in the published paper. o ,/lfxrefﬂtm-‘.:mg;gl«
> /country="China"
gene <1..>2622
seq1l C_AA001111.1 GBFF Fast > = /gane=vzznin
a_ B EEHIFAER e
{gene="Zfh1"

finger homeodomain 1 {zfhl) iscform B"

seq2 C_AA001112.1 GBFF Fasta /codon_sta
>C AR

/product="2.
o sl
B4 EciYAccessionsS (RILASEI ErH!!!
1001111.1 Hilaparvata lugens Zinc finger homeodomain 1 (zfhl) iscoform B (Zfhl) mRNA, complete cds
ATGTATTCATCGCCGRACAGCTTCCTGCTACGATACCTACTCGTACCGECTEIGGAGTCTGGCAARCETET

ﬁ H\j'% aig AC cess i on %E‘J ;Eﬁ% EB{¢ CGACCACTTATCARTTGCCTTTACCCGEAGT CGZ'_Z\.AGCILC—CG;I;GTFLE_SGLGGBGECGGGTGSC:;@_CCC

CGEGRACACAGETGECGETL! GCCGEACEACTRCTTCATCRARATGCCCGCAGTGTGECGCTEECTACGER
GECTTCCAGGCGCTCARGGAGTRCGTGEAGTI TG T CATGRAGGCGEIGCGCTCTCCIGTCTGCRAGTGER
CGGCTACCTTCCCCRCGRGGGATCTACTCGRCRAACATEAGCTGTTGCATTCGCCCARTGOGCAGETGIC
TTCECCAATGTGTACEGACTTCARAGGCACRT GATALGOCATGATGRL

R ETCAGL TETEAGEA RO TTO AR AT TOARGCATC RO TTRAGR

~

ATGCRARGTTTGCRACALRE

AATROLALCCTTORCARATTE
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@GenBase wweoc MER  BRBIRR- #68FE BTH- XTIR- 6%t OF# BEssey-

GenBase 247, S=ERRAIANE, ESEPES (SEEAEEKImRNA, DNARE,

JERIBRNASINERE, NMAHEE, 75, Ffh. BERS) EEFAIRETRIUE. BN, CEs¥8
INSDCRIZERNE O FrFIEIE.

B iC=5RaliRE

2024-12-09 AR LR L&, FRDER,

ﬂ L avsl 2024-07-25 FRAISEERTIEE Fe FEED,
<4 e
eV
= 2024-06-25 GenBaseMEfrLEAFE (PMID:38913867), ¥M5|H,
YpFh i BB
592,641 380,069,817 664,750,416 2024-05-13 GenBasei&TFAIRsharingiAiE
@ XS Gﬂﬁﬁlm? \
123r4EE LB REHIERGenBase HBEEEZE, BEEELFMNIEXPHMNTED:
R AR AL, SR T l:e data:ept;rted inftgis,_ papesrf(t;?fe b:eln deg:c(::silid il; th;G_el;Basef[ﬂ in h:jatiunal Ge-nomics Eali:C‘ijr?g;i](;othiw:g Inst;t;Jtle of Gem_)l:rllics;
BRIES RS, ERRERR], inese Academy of Science ina National Center for Bioinformation, under accession number C_, at is publicly accessible a

https//ngdc cncb ac cn/genbase.
Email: genbase(@big.ac.cn

QQEE: 629388189 References: _ _ _ N ]
FEA: 86-10-84097298 [1] GenBase: A Nucleotide Sequence Database. Genomics Proteomics Bioinformatics 2024, 22(3).qzae047 [PMID=38913867].
If’FéﬂfEﬂ' T¥EE9-00 - 17:00 [2] Database Resources of the National Genomics Data Center, China National Center for Bioinformation in 2024. Nucleic Acids Res 2024,

\52(D1):D18—D32 [PMID=38018256].
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Submission Title Created By Created Time Update Time Release Date Status User Operation

0000090 LsZfh1 _i 2022-08-26 13:29:11 2022-09-02 15:29:06 2022-08-26 Audit Success Accession public
Cancel

Modify Grant

0000089 Nizfh1,isoform B and isoform C 2022-08-26 12:34:44 2022-09-01 17:37:27 2022-08-26 Audit Success Accession public
Cancel

Modify Grant

0000086 - i 2022-08-25 20:35:03 2022-09-01 17:36:37 2022-08-25 Audit Success Accession public

Cancel

Modify Grant
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GenBaseftr A

%GenBase #MHome [BSubmit~  #Search Statistics |@Standards a iB=/Language ~

Standards

> Feature Table

Source Modifiers

Feature Table

Standards

Annotation File Specification

> Source Modifiers

Source Modifiers

Feature Table

O Required Modifiers

O Locations
o Ootional but recommenged The design of source modifiers in GenBase is inspired by source n The design of the feature table in xlsx form
P template is provided to the users in the submission page. It is also pi O Attributes feature and qualifier combinations in the tat
© Optional User should fill in the "Source Modifiers Table" sheet in the template ) _ Litah
The Modifiers can be divided into three parts, © Quaifier bints i
o . =
Emian Required Modifiers © Description of each feature L Chr.H Gk 1
e Header of each sequence, starting w
e GenBase has some mandatory items, such as Sequence_ID ar 9 9
© Download 2) Start and end.

must correspond to the SeqID in FASTA file and cannot be less than 2
e Start and end coordinates of each fe.

e Coordinate should be a value of intet
Standards ; i
® |f the end is greater than the starting

3) Completeness

® Whether the feature is complete. For
Refer to the specification of https:/github.com/The-Sequence-Ontology/Specificati B e e A P e

1) Annotation file types

Optional but recommended

e These modifiers are recommended by GenBase, which you car

Optional L .
Annotation file specification

a Thara mmadifinre are Aantianal

Contains information such as genes, exon regions, coding regions, untranslated re
and uploaded as annotation files to GenBase.

2) Example of sequence annotation

e Eukaryotic gene

Excel format example

Locations (EH) T Attribtes (K1) |
esd

P completesens | foarere Sualier uaker vaine ]
] T 55l e, e e

et reptey_chasMx rometes

-~ 1 567 conplete PO sene c2

gt w 1o

et s 567 conplete s pene wet2

seql i) 1254 product A oot e
et facsen el ik conrl

s ! 56 comgicte am mmber 1

seql gene ubcd2

soat « 758 compiee . b 1

et py we2

gt -.v 1320 complce am manber 2

et sene wet2

et i 117 complete sepatery reptey_chouhas poy_sgoal_soquence
seql geve ubcd2

“e’ CNCB-NGDC




GenBaseiR BB & A

( =¥ GenBase Tutorial
@GenBase #iHome B Submitr  #Search  Statistics @Standards~ | BHelp~ entase Tulonass iE=/Language ~

GenBase Quality Control Errors

Databases Tools Standards Publications

3 GenBase Sequence Update Tutorials
Overview
> Overview Data Control
BIG Submission Portal (BIG Sub) offers a number of services through which data can be submitted to the NGDC. You can use this service to submit raw sequence reads, genome assemblies, nucleotide
sequences, targeted assembled and annotated sequences and to register projects and samples. The GenBase stores nucleotide and protein sequences with annotations. Click here to see

documentation for GenBase submission sections.

> Login to the BIG Sub

> Create a GenBase Submission

© Enter GenBase submission system Login tO the BIG SUb
O Prepare submission files : ’ : ; . ; !
Click the login button in BIG Sub, and then enter your user name and password to login. If you do not have an account already, click the Register button to create one. It is recommended to use the
O Create new GenBase submission laboratory public mailbox for registration.
If you have used an account in the past but no longer see your previous submissions, please contact us at genbase@big.ac.cn for assistance with your account view.
> Search — Recommend the use of Firefox/Google Chrome browser, other browsers may have bugs.

— After the activation of the login system, use our BIG Submission Portal (BIG Sub) and follow steps to finish the submission.
> Advanced Search
QCNCB *’NGDC Daiabases Tools Standards Publications About

> Download

> Documentation for Submission ;
Welcome to register for an account of NGDC

© Chinese version

}E32iBANAS (PDF)

Register information

Account Login Information

Email *
EE: BTEEAE BT HE, FRREEET o I ER LS
ErEbHE ! SNRESTENENER! EESIEREIT R IR, BE
MR R T WHI RSB RN NhED . ERGERAE

Note: Using your own email to receive the activation link, or you will fail to login

2 CNCB-NGDC



GenBaseii B 44A

Databases Tools Standards Publications

( *® GenBase Tutorials
GenBase #Home [BSubmitr #Search #Statistics @Standards~ | BHelp~ \ Login REHECAN jE5/Language ~
@ GenBase Quality Control Errors - -

s . GenBase Sequence Update Tutorials

Data Control

Error types and correction schemes of GenBase quality control system

After the GenBase quality control is complgted=i=is-Resessasy {0 make modifications based on the error messages in
be encountered and the correction methodg. Download PDF

SEQ_FEAT.InternalStop or SEQ_INST.StopinProtein

Explanation: The protein translation region of the sequence contains termination codons.

Suggestions:

1. Check if there is any mistake in the nucleic acid sequence and consider correcting it if necessary.

2. Check if the organelle type selection is correct. Chloroplasts, mitochondria, and nuclear genomes use different gen
termination codons. If so, consider correcting the organelle type.

3. Check if there are CDS intervals, i.e., the CDS is composed of multiple discontinuous segments, and the terminatic
annotate the positions of each individual CDS segment.

4. Check if there is a change in codon_start, which refers to the phase of reading frame shifting or the position of the t
CDS is incomplete (partial). If so, specify the incomplete position of the 5' end and add a codon_start qualifier to indic:
codon_start is 1 or 2 to indicate that the reading frame is shifted by one or two nucleotides; for TBL files, the value of |
5. Check if it is a pseudogene. If it is determined to be a pseudogene and there is no termination codon, add pseudo=
GFF file to indicate that this sequence cannot be translated normally.

6. Check if it is a special gene coding mechanism, such as the phenomenon of incomplete termination codons often fi
the CDS sequence and clearly indicate the specific position and corresponding amino acid information.

. CNCB-NGDC
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Polymorphism PEREERSSME, K3single nucleotide polymorphism, fﬁ '—jj:JSNPo

Poly” many “morphe” form SNPEEEISIHEERAE/KE LS RINBENMFENTS, HAERATH
BEESIETNTF 1%, SRR, Eﬁ%@ux&mgmﬁm
Y e,

08RER-RR-D - BREBZSHEETSR, 3Structure Variations, BEFRSVs, 1BHRIEE

Gerera T X2H FRRERIFFIZRCHIMNERERZL,
N .
: O0 RS O SO B s
potymorphiam * 0 FWESHR O RIVSEHEER
T DABERFR DEMSHIERD )
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# EMBL-EBI % Services &2 Research & Training @ About us Q EMBL-EBI Hinxton ~

E An official website of the United States government Here's how you know v

National Library of Medicine

National Center for Biotechnology Information

f) European Variation Archive

dbSNP [sne ~l]| | Search |

Advanced Help Submit Data Study Browser Variant Browser RS Release Feedback
EVA HOME
Overview E B I E V B @News
g information for both The European Variation Arc > variation data from all ~ Tweets by @evarchive

species.

All users can download data from any study, or submit their own data to the archive. You can also query

Getting Started Submission Access Data all variants in the EVA by study, gene, chromosomal location or dbSNP identifier using our Variant
Browser.
dbSNP 20th Anniversary. How to Submit Web Search
Overview of dbSNP Hold Until Published (HUP) Policies eUtils API We will be adding new features to the EVA on a regular basis, and welcome your comments and
About Reference SNP (rs) Submission Search Variation Services feedback.
Factshest ETP Download
Entrez Updates (May 26, 2020) Tutorials on GitHub QSearch for SN PS
How to Search dbSNP. Additional search terms are here. ex: 1s123 or ss567 or commal/space separated RS or SS IDs
All of dbSNP (then use filters on results page) all[sb]
dbSNP RefSNP ID Single: 328 Multiple 328,226 200 The RS ID release 5 is available in our FTP or through our API . See release page for details.
Gene Gene symbol PTEN[Gene Name] or gene 1D 4023[Gene_ID]
locetion o1 o s posti @lStatisti
Genomic location of a smg.le pUSIlIU!’W or range on GRClh38 Seethe &[Chromosome] AND (1500000-3000000Base Position] | _StatIStICS
announcement and the guide for using GRCh37 coordinates T e e 08
Clinical significance "pathogenic”[Clinical Significance]) OR "likely_pathogenic’[Clinical Significance] Short genetIC variants studies (<50bp) Structural variants studies (>50bp)
Global or study-wide minor allele frequency (GMAF) of a single frequency or
range
i 2 ; 00000.0010-00000.0100[GLOBAL_MAF
E}Ngu:? the required zero padding frequency as shown in example for 0.001 and 1 —— —— O —
@ Whole Genom ‘
Sequencing
dbSNP News and Announcements YouTube Variation Databases ® Genotyping By \
Aray @ Control Sef
NCBI Insights NCBI Minute: ALFA Webinar dbVar @ Himan ® Genotyping By @ Human @ CasoSel
® Cow Sequencing @ Sorghum @ Collection
= ssi . @ Dog ® Exome Seque @ Zebrafish @ Case-Cont
RSS Feed [,dbSNP News and Announcements(R53) Feed Accessing Population Allele Frequenc dbGaP piis @ Tt Sein g . s::;n:m
SPDI and Variation Service ClinVar ® Horse @ Curation ® Soybean @ Tumor vs.
Email List @ Whole " Matched-N
fha e i ‘ juman
Variation Viewer GTR S:]"j:;gr:;"‘e 165 (92.8%)
°- -

2 CNCB-NGDC
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Databases Tools Standards Publications About — ,_ “ ' °
s 1 [ETE:

Daniel J. Rigden, Editor in NAR: “A major new
resource is the Genome Variation Map (68) from the

Home | Browse

Genome Variation Map has been recommended by Cell Press to provide genetic variation repositories. ’ | B IG D a ta C e n te I' C O Ve rln g 1 9 Sp e C Ie S . ItS a I'I'iva I iS
Data Submission
The Genome Variation Map (GVM) is a public data repository of genome variations, including single nuclectide polymerphisms and small Deposit data into GVM p a rtic u Ia r’y tim e Iy W ith th e a n n O u n C e m e n t th a t
insertions and deletions, with particular focuses on human as well as cultivated plants and domesticated animals.
X comparable NCBIl resources dbSNP and dbVar are
. ’ e TSSO to stop accepting non-human.”
If you have any question or would like
Species 1o give us any suggestion/comment or
. 3 : . report a bug, please feel free to contact
All species with genomic variants Featured genomes e
Z’;g’gp"’i::m Thomas M. Keane, Team leader of EVA: “The EVA, the
NCBI-based dbSNP and dbVar databases, and the
S 1B o7 B, S o7 MOt A/ \ o I = Chinese Genome Variation Map resource form a
o KEFRATRRRE, RANEDTIEIEEER) dwide netwark for broker e
P K LEIFTSZ == woridawide networ or prokKering submissions,
M2 L RAEERIIBEIRER - L
assigning permanent study and locus identifiers and
~ s N —— L — . . e
o FEBENTERAEBTRIHIE LA, EHEHE=S exchanging these identifiers to ensure that

consistent data is available at all sites.”

o 20175 2k, IHEE2.75, FEFLTE3500+5KX

CNCB-NGDC Nucleic Acids Research (2018, 2021)
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TS ER

O SCOREEES A
O 7#FVCF, GVCF,

Hapmap&&Etszt

Meta Data Variants Data
i Biosample | [ GVMsample |- gvef b
.......... Biosample || GVMsample |- gvef |
Bioproject ............ Biosample [~ * GVMsample |- gvef e J:> VVCF / Hapmap
......... Biosample |-+ GVMsample |- gVCf
S - N gvcf |




GVM / Standards

B SR & 3 it

Variome Data Standards

Version 2.0 beta, 9 September 2020

The National Genomic Data Center (NGDC), working collaboratively with multiple partner institutions/laboratories,
develops the Variome Data Standards for variation data representation, analysis, search and exchange. We suggest
submitters or users to follow these standards in preparing the metadata data, files and data analysis. We also give a
detailed description on nomenclature standards in GVM about variation 1D, annotation nomenclature et.al. These

standards are our version 2.0 beta; please feel free to contact us (gvm AT big.ac.cn) if you have any suggestions.

1. Metadata
1.1 Submitter details
1.2 Project info

1.3 Sample details

1.4 Analysis methods

1.5 File names
2. File formats

2.1 VCF

2.2 HapMap

3. Data analysis standards

3.1 SNP & small I/D
3.1.1 Sequencing data analysis

3.1.2 Array data analysis

3.2 Large I/D (coming soon)

3.3 CNV (unavailable)

3.4 SV(unavailable)

. Nomenclature standards

4.1 GVM Nomenciature

4.2 Variation ID Nomenclature

v

4.2.1 SNP & smal

/D

4.2.2 Large I/D (N;
4.2.3 CNV (NA)
4.2.4 SV (NA)

4.3 Shorten name of]

)

the organisms

Y RV TN Tt Y
= e

PO TOIT O T T I 1T T

4.5 Pfam Annotate

4.6 Nucleotides and amino acid homenciature

5. Tutorials

on

FASTQ BWaA| Map to |Picard [Mark Duplicates| GATK | Indel |[GATK| Indel |GATK Base GATK|  Var.
S Ref & Sort Realign 1 Realign 2 Recalibration Calling
Reference
Genome
i Selecled GATK ;
r SNPs » Filtered SNPs
Var. GATK Joint GATK
Calling Genotyping
Selected GATK .
Indels » Filtered Indels

https://ngdc.cncb.ac.cn/gvm/analysis standards

79



https://ngdc.cncb.ac.cn/gvm/analysis_standards

Home Browse Search

HiEERSEE

%

Genome Browser Submit Downloads Statistics Standards

FAQ

& Welcome, li~

GWVM / Submit / My Submission

GVM is a repository specialized for archiving genome variantion data (VCF, GVCF or HapMap format). Creating a new GVM submission, three steps are needed:

1. Create a BioProject (an overall description of a single research initiative) in BioProject submission portal.
2. Create a BioSample (description of the biological source material) in BioSample submission portal.
3. Create a GVM Submission by clicking 'New Submission’ below.

Any question, problems or suggestions, please feel free to contact us

Email: gvmi@big.ac.cn
20 group: 468638108

GVM Submission Wizard Help

English Chinese

ﬁiﬁgﬁbiﬁi, FHIEE, b iERER!

/\

X7 CNCB-NGDC


https://ngdc.cncb.ac.cn/gvm/submit/allsubmit

%&?Ei%ﬁ"é'—ﬁ%ﬂ

Browse Search  Submit Request Downloads  Statistics Tools Standards FAQ

GVM / Browse / Submissions

665 503647 GVM / All Submission / GVM000757
PROJECTS SAMPLES o
Submission GVMO000757
2024-05-20
Sun Yat-sen University Cancer Center
Organism Homo sapiens
Accession BioProject Descriptio Version GRCh37
BioProject PRJCAD26167
GVMO000873 PRJCA031292 population snp vcf file for g Sample numbers 298
oes
strac retrospective study on the identification of gene signature for immunotherapy in urological tumors
Abstract Aret ctive stud he identificati f ' fori th i logical t
GVMO000869 PRJCA031045 Genetic variation in NyuW|
oject. Data Accessibility: Controlled access ;k
I
GVM000871 PRJCA031156 The whole exome sequer] Release date 2024-05-16 g E% QT);EE j:R/X\ - \?
m DPM p.atlen.ts indicated| 5\ -iiable data 7|< __]- ATy = =WAN a:l:, \?
nic mutations in the STAT4
ntified. This finding sugge data submitter: shiyx@sysucc.org.cn
T4 gene may not be implid
ase mechanism for the 2110115928-1_2110115928-1.normal.vep.vcf
GVM000868 PRJCA031030  CSNK2B gene varitions if 2109034337-1_2109034337-1.normal.vep.vcf
n, including ¢.175+1G>A, 2108092984-1_2108092984-1.normal.vep.vcf
91+1G>A and c.4oTuer:

; CNCB-NGDC



https://ngdc.cncb.ac.cn/gvm/submit/allsubmit

SEIR3EA O

https:/Ingdc.cncb.ac.cn/gsub
Data Resources

Standards

Computing Analysis Data Network

¢ AOURL:

R 77 £.%5(BIG Submission, BIG Sub) & [H 5 A (R 4R B oL A HaR G
[, R PRt —h A R 8 22 i 45 -

Genome Sequence Archive

BIG Submission Portal
i BRELAT

BioSample

BioProject
' 1=k

Genome Warehouse

Genome Variation Map

CNCB-NGDC



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

ENEHRAE

¢ ANOURL: https://ngdc.cncbh.ac.cn/gvm

“" ® - . " .
@ ENERTL Data Resources  Computing Analysis  Data Network  Standards <2 NGDC Central Authentication Service

-~ Genome Variation Map / e e _7/ Enter your Username and Password

Email
Home  Browse Search  Submit Downloads  Statistics Tools  Standards FAQ & lLogin 1l Register
m dbSNP download link
- . . L o Password Forgot password?
Genome Variation Map has been recommended by Cell Press to provide genetic variation repositories.
Data Submission
The Genome Variation Map (GVM) is a public data repository of genome variations, including single nucleotide polymorphisms and small Deposit data into GVM
insertions and deletions, with particular focuses on human as well as cultivated plants and domesticated animals. * Check code
GVM v | find a GVM accesssion;a variant;
: P E 3
e.g., GVMO000001; hsa1 Problems or Questions? | Keep me signed in

If you have any question or would like

Species to give us any suggestion/comment or Login Reset Register
report a bug, please feel free to contact : e

All species with genomic variants Featured genomes s
find a species b Email: gvm@big.ac.cn
. h{ QQ group: 468638108
Data Statistics Variants related resources
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https://ngdc.cncb.ac.cn/gvm

EXIREILRZHIG

Home Browse Search Genome Browser Submit Downloads Statistics Standards FAQ & Welcome, li~

GVM / Submit / My Submission

GVM is a repository specialized for archiving genome variantion data (VCF, GVCF or HapMap format). Creating a new GVM submission, three steps are needed:

1. Create a BioProject (an overall description of a single research initiative) in BioProject submission portal.
2. Create a BioSample (description of the biological source material) in BioSample submission portal.
3. Create a GVM Submission by clicking ‘New Submission' below.

Any question, problems or suggestions, please feel free to contact us
Email: gvm@big.ac.cn

CoEbns chESCBEICR, (FEDE, MR

GVM Submission Wizard Help|English  Chinese e

New Submission GWVM ; Data Submission / New Submission
Step 1 Step 2 Step 3 Step 4
Submitier General information Meta-data Information Overview

+ First name Middle name « Last name
i cp
« Email address Telephone number

licp@big.ac.cn

- Laboratory/Centre + Company/Iinstitute/University

NGDC Beijing Institute of Genomics. Chinese Academy of Sciences
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GVM / Data Submission / New Submission

Step 1 Step 2 Step 3 Step 4
Submitter General information Meta-data Information Overview
BioProject

- BioProject accession ML : a .
OR Go to create BioProject [ = {&ﬁblop roj ﬁ:(\?t . “:I_E—I‘ l:_I—ECI':eat -
ription of a single research initiative. bl OpI'Q] ect, YJI— ﬂﬂb] 0pr0] ect’5 .

The BioProject bundles the data for this research project, which is an overa
Project title

Abstract information Exﬁb] OpI'Oj eCt: Fﬁjﬁ‘}% )i’]ﬁij‘ E]la ‘%?Eﬁ@
K4 By J& [ bioproject 5 «
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%HEBioSample
EHBioSample

If you have not created GVM related Biclogical Sample(s), please select the ‘No GVM related BioSample information was created’ and create BioSample(s) in this wizard
If you have already created GVM related Biological Sample(s), please select the 'GVM related BioSample information has been created’

A

® No GVM related BioSample information was created

A

O GVM related BioSample information has been created

GVM

*Release Date for GVM EEREFEE R, SRR FEARFEAL

® Release immediately following curation {recommended)

) Release on specified date

= Abstract for the variation data
—L— A
TREERR

= Short title for the variation data (less than 150 characters)

T A ARl
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GVIM + Data Submission / New Submission

Step 1 Step 2 Step 3 Step 4
Submitter General information Meta-data Information Overview

GWVM Meta-data Information

BioProject: PRJCAQD03421

= Please upload GVM template file

b = é_ b
oounoas e ovi suomssofmome] | 2K, (29 20 TR AR

Thls isa suhmlsslon lemplale for hatt:h deposll of samples to the GVM database.
(—.‘-RE‘!"ﬁeIdsan:opuonal Leavveoptma]ﬁekisemptylfnomﬁ)lnlanonlsavallahle
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.

CAUTION: 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 sent

1 A ” = = . =3 = r . - o Q n
i ]ﬂ' ) : : i o geogrz This is a suhmlsslon lemplate for balch deposlt ofvanants ﬁles to GVM dalabase
s o PRJCAD03421 Ch GREYﬁeldsare npl]onal Leaveopuonalﬁekisemptylfnolnﬁxmanon lsavallahle
33 3 PRJCAQ03421 Ch YELLOW columns have drop-down menues that allow you to select from a controlled vocabulary. Once specified for one row, these values can
wang

lumn 2, 3 and 4: If the sample is genotyped by array, you should select "Genotyping by arra_| Column 5 (md5): The MD5 code can be calculated by mdSsum in linux or same other online tools in web.
uencing strategy from the drop-down list in column 2 and select the sequencing platform from_

|CAUTION: Be aware that Excel may automatically apply formatting to your data. In particular, take care with dates, incrementing autofills and special characters like .
CANTION: Be aware that Excel may automatically apply formatting to your data. In particular, ta

3 4
2 3 4 : g o ; B
i strategy pl array_nan sttt file_description ifile_type; e L o
WGS llumina HiSeq 2000 [ 1 Human.vcf.gz Variants file of 1000 Chinese in vcf format. vcf a11111 1111111111111111 111111111
s2 WGS llumina HiSeq 2000 || 2 Sl.g.vcf.gz Variants file of sample S1. gvct a3333333333333333333333333333333
2 M Mumbne Fiteq 2000 3 Human.variants.hapmap  Variants file of 1000 Chinese in hapmap format. hapmap  a4444444444444444444444444444444
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- Please upload GVM template file

B Select file

Download the GVM Submission Template

- Please upload GVM template file

B GVM Submission Template V3.0.xisx

Download the GVM Submission Template

- Please upload GVM template file

GVM_Submission_Template_V3.0.xisx | Check

- Please upload GVM template file

GVM_Submission_Template_V3.0.xisx Check

Validate Success !

HEMERIRS

i LU A 2 LR

AR B S A

® Upload [ AE00

i Remove

remove 205 TGS B M A A

Remove
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You now at Submit > Submission
Step 1 Step 2
Submitter General information
Overview

Please transmitting your data files to the GVM FTP site (download FileZilla client)
Address: ftp://submit big.ac cn

User: Same as you login the GVM

Password: Same as you login the GVM

Meta-data Information

Step 3

Step 4
Overview

R, THXHLEIA FileZilla

ltems 1 -100f177 |10 * |ltems per page First Prev |1 -of 18 Next Last |GOTO
; Submission - Release Create
Accession D Project Sample Date Time Create By
SAMC2371 2020-09-0
PRJCAQ034 2020-09-3
Unassigned sub000254 91 35,8AMC23 4 9 20:06:2 licp@big.ac.cn
7136 maore 4

l https://ffilezilla-project.org/download.php?type=client

Update User Admin
Time — Operation Operation

302209 :;960 Meta-data Confidenti ﬂ

6 ik Finished  al :
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H Iicp%tlobig ac.cn@submit. big ac.cn - FileZilla

MAHE) |EE EEV) FE0 BSESE) BEE) EEH SFEE (N
*i"|i:‘r--"|ﬂﬂ"a° x«|$Q ('b

g

=nes: (it cen | BREW: == woe 21| | wmmma |-
s FESAUEBsSEE. =S FTP over TLS. ~ F|IeZ|”a

s CEFE
s SR /GVMTEIE RIS
e Bl /MBI BFRET o
FHEES: |sion\GVM Submission File\, ~ | imfEeh=: | /GVM v
! ..... p)ﬂ:hon ~ =
El PythontRiE A [ T2 GSA
l’:1 Submission GVM
. L. | GVM Submission File L.[2] GWH
m-| | ESEiE v
£ >
= SIS Bt o g i

=EFEFI=

< vl e >
PRET 1ol AhEEE 05T =B=.

ERESES/ i

< >

PIRAGOREE | fEES | ADIENEE (13)

B & E: = @@
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Items 1 -100f177 |10 v | ltems per page First Prev |1
. Submission : Release
Accession D Project Sample Date
SAMC2371
PRJCAQ034 2020-09-3
Unassigned sub000254 21 35, SAMC23
7136 more
: Submission : Release
Accession ID Project Sample Date
SAMC1006
Unassigned sub000853 il 538 SAMC1 S et
94 6
0065 more

of 18 Next Last |GOTO|
Create
Time Create By
2020-09-0
9 20:06:2 licp@big.ac.cn
4
— \
HZARIEBT
I
Create
Time Create By
2022-11-2 o :
6 14:532 zhiliulin@sina.c
5 om

Update User
Time e Operation
2020-09-0 Meta-data = Confidenti
9 20:470 i
Finished al
9
XUT—==
>
B TES
Update Status
Time
2022-11-2 Checked Confident
617:121 | Failed - |de|et4| |modifyr|
0 view —
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ltems 1 -100f177 |10 v | ltems per page First Prev |1 of 18 Next Last |GOTO,
. Submission : Release Create Update User
Accession D Project Sample Date Time Create By Time Status Operation
SAMC2371 2020-09-0 2020-09-0
PRJCAQ034 2020-09-3 Meta-data  Confidenti
Unassigned sub000254 i 35.5AMC23 9 20:06:2 licp@big.ac.cn 9 20:47:0 i
21 0 Finished al
7136 more 4 9

11l

im, wEme | KRNFREEE, Hegts

y > Release Create Update User
Accession Project Sample Date T Create By T Status peration
SAMC9910 2022-11-1 | 2022-11-1 o
PRJCAQ111 2025-11- br@vip.163. Checked  Confident
GVM000437 | sub000836 91 SAMCEg | 2020 700575 | SOT@VIPI63C | o ptg it OMAENt | fshare
o 1002 more | 2 7 " 3 O M
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The variation data reported in this paper have been deposited in the Genome
Variation Map (GVM) [1] in National Genomics Data Center, Beijing Institute of
Genomics, Chinese Academy of Sciences and China National Center for
Bioinformation, under accession number GVMXXXXXX.

» References:

[1] Genome Variation Map: a worldwide collection of genome variations across
multiple species. Nucleic Acids Res 2021, 49(D1):D1186-D1191.
[PMID=33170268].
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