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Data Resources  Computing Analysis  DataNetwork  Standards

. Umbrella BioProject
PRJC

BioProject BioProject BioProject
ioProject ! 2 3
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Genome Warehouse

@ statstics SAMC BioSample BioSample BioSample

The Genome Warehouse (GWH) is a public repesitory housing genome-scale data for a wide range of species and

= Integrated Assemblies (GenBank: 2,356,094, RefSeq: 441,543; 1 3
delivering a series of web services for genome data submission, storage, release and sharing. 15,466 Animaks 4,459 Planis 2,182 Profists. B 3 S I | | |
Submit Download Browse Documentation 17,913 Fungi 2,089,118 Bacteria 22,520 Archaea I O al I p e
Deposit meta-information Transfer GVWH data to your View genome information Find help documents to 185,099 Virus 11,743 Metagenomes
into GWH databases computer about the released data learn more about GWH

= Release of Direct Submissions (Total: 65,643}
2,673 Animals 2,246 Planis 951 Profists

==

197 Fungi 3,310 Bacteria 127 Archaea

a o GWHXXXX00000000 GWHXXXX00000000 GWHXXXX00000000
2,367 Viruses 43,165 Metagenomes Assembly Assembly Assemhl};
GWH 1 2
9,567 Animals 11,199 Plants 1,106 Protists. T T T
Data Resources 12717 Bacteria 0 130 Archaea 2,987 Vinuses Updale Update Update
2,367 Viruses 44519 Metagenomes G W ]- I
User Direct Submissions GWH Reannotation Integrated NCBI Assemblies GWHE XXX 00000000 % GWHXXXX 00000000 % GWHXXXX00000000.x
i 55,649 i 2,987 2,356,094
@SEMBL\ES ??SEMBLIES @ GENBANK E GWH-supported Deposition ASSGH’IDW F\SSGmbW ASSE"H’IDW
1y oy .
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Genome Data Standards
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1 ID System
2 File Format
2.1 Submitted data
2.1.1 Data format
2.1.2 Data format description
22 Downloaded data
3 Metadata
31 Submitter
3.2 Gneral information
3.2 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
42 Sequence contamination processing
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Data submission

Register account

|

Register BioProject

|

Register BioSample

|

Create a submission

|

Fill meta-data

|

Upload files

e o — — — — — — — — — — — — —— ——— — — ——— — —— —————— — —— —————

Quality Control

Filename & md>5 code

!

Genome sequence
« Sequence ID
« Sequence content

!

Genome annotation
» Gene structure completeness
» Gene structure consistency

}

Data internal consistency

}

Sequence contamination
(optional)
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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
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1/Anas Platyrhynenos
4Papaver somniferum  (5/Glycine max
7Kappaphycus alvarezii & Caulobacter sp.

2Artemisia absinthium var. calcigena 3Bacillus licheniformis
&Phrynocephalus viangalii

@Populus alba var. pyramidalis

Visualization
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PoDE) » Genome assembly
=7 INSDC XXXX00000000 NCBI/EBI/DDBJ

International Nucleotide
Sequence Database
Collaboration

GWHXXXX00000000 NGDC

Genome Assembly
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P RJ NA - P RJ N Z N C B I Genome Sequence 1 Genome Sequence m
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P RJ CA — P RJ CZ N G D C Gene Sequence 1 Gene Sequence i Gene Sequence | Gene Sequence n
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» BioSample

SAM N N C B I Transcript Sequence 1 Transcript Sequence k Transcript Sequence | Transcript Sequence 141 Transcript Sequence x
GWHTXXXX000001 GWHTXXXX00000k GWHTXXXX00000! GWHTXXXX00000(1+1) GWHTXXXX00000x

Protein Seguence 1 Protein Sequence k Protein Sequence | Protein Sequence y
SA M C N G D C GWHPXXXX000001 GWHPXXXX00000k GWHPXXXX00000I GWHPXXXX00000y
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e 1,482 BioProjects o 84,422 Genome assembly o 237,215,095 Sequences

o 44,273 BioSamples o 4767 Organisms e 4418 Gbases
A. Total assemblies B. Released assemblies
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Accumulated Growth of Journals and Articles
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Cell nature Science
ientics PNAS st
Molecular Plant NSRS

Hﬂrtlcu.]tu.l'e Plant Biotechnology Journal
BIOLOGY Pl ot ioltablliilitt) il b
Research -
. A W
Genome Biclogy ¥ e al é]hl;[\: E I_(—"lJ
. I Macrobiology LN 3 e

10

Journal

Scientific Data

Industrial Crops
and Products

The Plant Joumnal

DNA Research

Horticulture
Research

Scientific Data

Scientific Data

Science Advances

Scientific Data

Scientific Data

Article title

Chromosome-level genome assembly of Helwingia omeiensis: the first genome in
the family Helwingiaceae

Leguminous industrial crop guar (Cyamopsis tetragonoloba): The chromosome-level

reference genome de novo assembly

In depth exploration of the genomic diversity in tea varieties based on a newly
constructed pangenome of Camellia sinensis

High integrity Pueraria montana var. lobata genome and population analysis
revealed the genetic diversity of Pueraria genus

The jackiree genome and population genomics provides insights for the mechanisms
of the germination obstacle and the conservation of endangered ornamental plants

Chromosome-level genome assembly of the cottony cushion scale Icerya purchasi

Haplotype-resolved chromosome-level genome assembly of Huyou (Citrus
changshanensis)

Multiple independent origins of the female W chromosome in moths and butterflies

Chromosome-scale genome assembly of oil-tea tree Camellia crapnelliana

Haplotype-resolved chromosome-level genome assembly of Ehretia macrophylla
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Preprocessing and annotation

HEFEHITENBF A,

BRRIR, BRI

Archival

Ger:}oms SIZ€ . Gonform to expected genome size Accession assignment
checking 1 Mbp<genome size<30 Mbp . .
" Files generation
Input’ files «  Genome sequence FASTA file Result statistics
: v Topology and location
preparation v Sequence
« Confirm or correct user submitted taxon name
+ Skip annotation M
Taxon name ¥ Ataxon name above genus Release
validation v Contaminated genome
*  Generate YAML file Browse
v QOrganism in genus/species level
PGAP + Non-coding genes and CRISPR loci Search
. + Coding gene structure Download
annotation « Gene function

GWHERZEYERFRBEFFEMEZRIE
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ety
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BIFRREE
TIENER—IE: 552, 3,688 EEHE
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GenBank#IRefSeq#EFETHIERBLIERIR, FLIHEF
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BAHER
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=" HAENDE
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» SFRMEXREEHSSIAMENTmE - FHAREREFENITERFIHER

‘ *] # Castrodia elata | G.elata2021
Scientific name Common names. Group Source Accession Genome representation Scientific Name : Gastrodia elata
Plants - Direct - Full genome - Common Names : -
LT Bioproject : PRJCA000931
Biosample : SAMC397101
Accession No. :  GWHBHOU00000000
Assembly level Genome size (Mb) #Chr GC content (%) Release date GSA raw reads -
- GVM variations of the speci...-
Submitter Organization : -, National Resource Center for Chinese Materia Medica, China Academy of Chinese
Medical Sciences
“ = Contact :  Zhongyi Hua, njbxhzy@hotmail com

Sequence author(s) : Yuan Yuan
Released Date :  2022-12-30

\ /\& L Q A — Q A Assembly Level - Draft genome in chromosome level
o I \ “ Genome Representation :  Full Genome
L PARS - D I =j -4 —L/ ~ Assembly method . Falcon v0.2.2
Sequencing & coverage : PacBio 103.0
lllumina HiSeq 4000 220.0
_l {eheemasnmafAssemby lewel) AND umaniomnnesm) m Acvancad D load . M etad ata
- G -/\ 2 paN ownload - mn@ ﬂ:re m@ -m @
» 10 per page = hatan asar ‘_‘L/ /j\ E. » Publication(s) - -
lorganism group 1,425 msms Top organisms Statistics of Genome Assemdly Annotation of Whale Genome Assembly
| v Animals 11,725) Hame sapians (1,128
«: [ Genome size (bp) 1,071,159.362 —— —
Isource Top BioProjects
GC content 34.36% Chromosome 36,674 36674
Select all
A ssembly: HGO0542_oneliner @i 7o 18 Others 244 244
\\l 3 e 1: % sequence No.
iE = —L/ ~ Total 36,918 36918
g Q:t Joc SAMLALY 2 Genome sequence 288
No.
b= | % é
Maximum genome
— 132,890,654
;k I \K sequence length (bp) ) Annotation Details
—_— / - .
_— Minimum genome
=4 A -~ Statistical
= > m Average genome 3719.303 chr1
Has annotation 2 24 sequence length (bp) o . .
= — ¢ = Information
No (1,113} ] enome sequence
oo Partal Garoms N50 (bp) ST chri1

Genome sequence
N90 (bp)

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

38,772,005 chat2
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https://ngdc.cncb.ac.cn/gwh/browse/assembly
https://ngdc.cncb.ac.cn/gwh/search/advanced

sty st NS E S = E T L AT » GERIREIVEZBLASTO:

Organism - Accession:| Zea mays - GWHAAJX00000000

EREIS IR

Available Tracks

50,000,000

gene Chri_pilon_151095.7_8469

Primary Data

Name Chri_pilon_151095.7_8469
Type gene
Position GWHAAJX00000002:151095709..151104177 (+ strand)
Length 8,469 bp
Attributes
Accession GWHGAAIX0055%0
Id Chr1_pilon_151095.7_8469
Oldid RLOC_0000387%
Seq_id GWHAAJX00000002
Source gffel

Region sequence
[E] FasTa

>GWHAAJX00000002 GWHAAJXO00000002:151055709..151104177 (+
strand) class=gene length=846%
ARRATCGTAGCTGCTTTCCCCTACCCTTTCCGTTCTCEGAGCGACGAGEGCGCGACGGCACGT
GGCGRAAARCGACGCGGCOGCGTCGCCARRACCGTCGCCTCGCTTCCTCCCTCCCATGACGGE

@' CNCB-NGDC

300,000

151,500

Chri_pilon_150998.2,

“Chri_pilon_151386_3621

References
Altschul, S F, Gish, W, Miller, W _ Myers, £
Altschut, S F , Madden, TL , Schaffer, A A Zhang, J

Chr1_pilon_151
b iZpilon® Nuckeic Acds Res. 253389.3402

pilon_151011.3_237 Chr1_pilon_151186 Chri_pilon_151422.2_1
| Submita job BLASTN O BLASTF O
Chr1_pilon_151143.4_5394 B
My BLAST jabs Query
“Chri_pilon_151218.8_7978 “chri_pilon_151434_ BLAST resulls

Input FASTA sequence(s)

® Upioad a fiie

Target
®  Align sequences in database

Database:
Mined nuckeotide

Genome Warehouse

The Basic Local Alignment Search Tool (BLAST) fnds reghons of kocal simida
cabculates the stafistical significance of malches. BLAST can be used to infier

W. & Lipman, D). (1990) "Basic local asgnment search tocl * J

Genome

R
op

R AT G T
aCTTTGGAGAL TTTTGL
@Hflﬂr:&bfqr\("t ,{,,\f\{\;ﬁ.«(m erl “\
"—-1_1;“}‘ AAC TGCAC CCTCATGS “ _‘.q
G Cla
UTAr_ TGGT GADTE PEl _-'li;\.eu AR
WL ,1,},‘11(,.\;\(\\’_ ~TGAT(

y DEIWEEN SEqUENCEs. The pre
onal and evolut

M COMPAres NUCIEONAE O protei
ips between sequences as well 25 |

SEqUENCEs 1o sequence databases and

Ip idenlify members of gene famibes

Mol Biol. 2154

Zhang, 7, Miller, W & Lipman, 0.J. (1997) “Gapped BLAST and PSI-BLAST a new generation of protein database search programs.

BLASTX © TBLASTHN O

B Choose query file
query

® Tramscripl  CDS

NH) transcripts =
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ElPrtZERE R FERA SR INS D CRIHREE

EREFARF
gL
Epap RefSeq Ensembl /
SR EHMIERE
GWH
FAFi#3Z  GenBank: £EFZHWGS
ENA: DDBJ
Assembled/annotated (Annotated/Assembled
sequence Sequences )

E A FFIE P =I

e
GenBase GenBank: {&%tGenBank

xt
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3 K26 233

Y
‘||

B EHAER

IR

v 5EEE (complete genome) :

RYREIR, AEgapX

KRE

EEPETTE

X, 44xmum Ag:)

v 2B EER (draft genome in

chromosome level) :

Y& scaffoldsENIZZR

Bt Rz ERIZREIR, FlEgaplX,
A EREMIREIRAER

v' scaffold: fRiEreads. E[E
J&contigsit

52l

]

RiEreads Z|BJHYE

v’ contig:

= 2

W]mXI

NFHIERKR,
EAEIKRIFS, e Sgap

X a3 B

1T Tszﬁxﬁzftxftﬁﬁﬁ sqs 7|

m—%msmm

Chromosome

Scaffolds s—

Contigs

Reads

Eléﬂéﬂ }z=':/A

> GapX : IERIEREAEEITREF
EE%‘E?%E‘EU/EE%E}EE’JEJ& , AP
A\ B IZEZERIN

v 5mur¢§z7|<BE%u

v BERERHISZTM

v XigalTcRE
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> H[E%H2H95> (genome representation)

v £HEMREA (full genome) : B8ZENERE (BMFEEREBEE) |,
BiZERAHETASHEE (BNEZERA) (B FZERZA
tH3E A BEAS B FE AL

v ZSEREZE (partial genome) : EFEISEIVERERN—NFE, W0

2 *%’5’ NEFEVEREYNRFERENR, ERAEERHFEEKX
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HFLE: 1. KREE—THHER

> HIBJGWHE: https://ngdc.cncb.ac.cn/gwh/, #HEMFIE

Data Resources Computing Analysis Data Network Standards

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

Find an assembly

e.g., panda; TKS; SAMC012932; PRJGH,U'DU#&?; Sl

& Logn W Signup  iBE/Language

SSORRER: PUMEE— T MUGEMAIER—IX, HALAENIGEROEEEEERE

*e * CNCB-NGDC



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

HEFTIE: 1. WRHES-EMHISHE

& cnee /#’NGDC Databases  Tools  Standards  Publications

“NGDC Central Authentication Service

Enter your Username and Password

Email Forgot activate?
zhaoxuetong@big.ac.cn JEHF'%
Password Forgot password? .
.......... AL
Check code
SIS

[J Keep me signed in

=
B | =i
=4

ARAEAS Ak SER

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)

> ShapERITIIE, BEHEXER, [Rlogingfh
> KiEMAFREE T EMEER
~#. CNCB-NGDC




HFTIE: 2. TERXHES

é GWH News 4
N

GWH has updated the quality control process.

GWH v| EFERARE Q = pia a

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

AER OME QEE OTH OoET FIAE W& 238 &HiF & W ,zhaoxuetong@big.acecnv  iE5/Language

BRI — [ ;
i TASRXHTEAME
WEE. OWHES SEREEXNEERT, ERIMETHBNEREITAR, LU SBNERIENT.

1. FTHGWHHt R #A S GWH_Assembly en.xlsx / GWH_Assembly ch.xlsx, EEHFHEERLE
2. W ERTTERATEAERMNLRE, 155 LGWH_Assembly_en.xlsx / GWH_Assembly_ch.xIsx.

3. FE(GWHM. = (= BRI LIF chr.osv/ plasmid.csv / organella.csv i & 188 115, BEE FF ke maitr1Py & & (EiE).
4. GWHIRZZAEXE LR BRRE, E&F 1 pdf.

5. F£EE, B5E FE 0.

CNCB-NGDC




EFLE: 2. TlEEXHES

eV HETIRABIGWH-batchsubmission-English.xIsxt&ixR 344

1 |#The file is the meta information table for submitting "Genome assembly” assr

9 |#The sheet should be filled aft ted related BioProject and BioSampl 3$°1 g5 =1
e sheetl snou e Tilled arier crealed relate I0FToject an 10oampie ri ' o ?ﬂlﬂ&ﬁ%‘% E

3 #The "Green column" is required

4 _ *ﬁ@?ﬁiﬁ%\tﬁlﬁ Jo not delete or insert any entry column! ;E . Zzgﬂﬂu Bﬁﬁ
- :Gray cc . — . el AR &2 . = Je careful when you use the Excel "autofill function” to prevent unnece: ;ﬁA%ﬁﬂg?i*uyu :|
2 T:rThg _Y1e:I0w i ;E . %‘t{j‘muﬁ$‘§% ’ ma #m@,*Ezygm1q:MtEI* ’lease check carefully before submitting to save your batch submissiol

ersion” 1. - iy N
T reEREins R EFRIIEIEIR

g 1 3 9 10 11 12
. sponding genome assembly . i .
* Biosample |* Assembly - nencing |* Genome composition |* Assembly level [* Genome sequence |* Genome sequence |Genome annotation |Genome
. accession number. Unly allow to enter the uppercase )
Accession name vt errrenes ke, ao, ) CEe s G file name file MDS5 code file name annotation file
English letters MDS5 code

a. &, hg CH han
¥hen the submitted data is metagenomic, this

information should reflect the number/name of

it: IEEINEEFEAR
| SRR, EERIES

12
13
14

e o EMENTHRESEBER, FEMRERL. TS0, HEHRBERS

T e —fTERAI—I1genome assembly
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ERIE: 3. BUEXHHES

> B EBERFIIE (wFE, fastafgzl)
>seq_ 1|descr|pt|on line

ATCGATCGATCGATCGATCGATCGATCGATCG —PMERFEER
ATCGATCGATCGAT . INEFIH R
Sequence IDAF B EXK: . ;L/'\%g%’ﬁ%jfﬁ;fjh
(1) l&i?—%%’: —ﬁﬁg\ E'E—EEEJE(J/.EIE**lﬁI:l
(2) 8., #F. #%-. TVE . <. §E3:. 2ESM#ERK

i _FmEESIHIsequence IDAseq 1

>ERFBFRE (FRwsFE, off/tbligzl)
= gfffg ﬁ VIR7D

For example,

1. Sequence ID;
2. Annotation information source (null value is "."); _ _
3. Feature type, eg: gene, transcript; ﬁis,gq?)”e”ce'reg'on itgé%ié{:{;tg?zza N D 00001-N EDEN
g . C - ene . . =gene Name=

4. Start position of a feature on the sequence (from 1); 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 o _ ID=mRNA0000-Parent=gene00001

length); ctg123 . exon 1300 1500 . + . |D=exon00001;Parent=mRNADC00
6. Score (null value is '."); ctg123 . exon 2000 3950 . + . |D=exon00002;Parent=mRNADC001
7. Strand: ctg123 CDS 1300 1500 - 0 ID=cds00001:Parent=mRNAQ0001
8. Frame of a CDS (0, 1, 2); ctg123 . CDS 2000 3901 . + 0 ID=cds00002;Parent=mRNA00001
9. Attributes, additional information about each feature; IDLE LUl SRl * L e

@, CNCB-NGDC



ERIE: 3. BUEXHHES

> FHMNBRZIRAS M (B2 7K Jacompletesk & draft in

chromosomeRTHAZE, csvAgTL)

S S sequence D Chromaosome name | Complete Circular
S5 (K B ) B RO 2 S BAST 1 1

éEH H@%ﬁﬁu }AE %u 'Fﬁi% .IFEEH jz,ﬁ: sequence 1D | Type . Complete Circular
seq 2 Mitochondrion true falze

D—ﬁ*ﬁ}?ﬁu }AE %uﬁi% iﬁﬁﬁ jzoﬁ: Sequence ID Plasmid name Complete Circular
seq 3 pBR322 true falze

« Sequence ID: Wk B TEREEFFIZHFRISequence ID, BIFFIEHH > SEEMNIESIEFERTH

o STEEE: “Complete=true” RRNZFINRKRBENREMAR. MR . EREEFFTINBIRASHE S,
“Complete=false” "R 54 EHR B AKIER, HREAREMEZEEBAKREHNESFENE, RIEMAESERMA

« BEIMEL: “Cirular=true” FTRIZFZFIIARIMME (FIIHERI2gap) , “Cirular=false” FTRRIZFEF
SRS AT UFINRE (FIEEAT2gap)

@, CNCB-NGDC



HFRIERAS
iy bl

. .
EREENE >

@, CNCB-NGDC

JEDIALE P S AE T

.

i

I RIEE I

GWHEZEERAARLNE (WEHRFEFEEREFNED ?@EW”HF%EI‘EW?EI‘H HEERANEE BT

#18, 1ERTEINGDCH) GenBase #

AR

fER L&
— Rt BRI RE RIS F —1-BioProjectFizy EAH5HE ﬁ
(R )
(1) RIEEEE:
SIBFRE
E5rE1-3
E%E?EHELFE HEXEEXHF HEEE, EAEETRERE:
FESESTFNTMNE, EdfinishimdATm bE.
(2) @Eitfp HiEH.
(3) EERFTFIR, AE7EBatch IDETFTPRE A L& #H. . BRRMEEIRERGNELTSR. BAEEEAT, UAEIARE
(4) SFHFEHERE, £RSUMERSER.
© MERZAEETRE,. WERIDREEA Successful’. GWHE M ZHEZFHE I ERAAE S E— P E—HERSB AL AccessionE S .
* Rz, BEREZAGEmor. GWHELRIERZRREREERTE. RUZFEREAREFNEEREUFRNFEE2H0EE. HEEFENENRIFZERA
. J

RIEUFLITEE TR

1. BioProject. BioSamplefi=

2. #Efz Bt

3. EAA I

4, EERAEFH Tk

5 FRIMNBREEH FrREEn Fa®
6. FTP_EfE3cit

7. uERAHHRT

8. EfFRIHEILE

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


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

IRACTEE

. BUIEFRAYIR3S

— MM EIRATE R KELE— BioProject, F—mNXE=E

Data Resources Computing Analysis Data Network Standards

News
GWH has updated the quality control process.
Bz

e.g., panda; TKS; SAMC012932; PRJCAD00437; GWHAAAA000000C

ARER O¥E QEZ OTFH &Rz FIE WHE 2328 &FF

|t |

WER: CWHEZSEFRAMXMNERERT, ERINATHROERISIANS, B MVHRAERERS.

1. FEHOWHHLERZZRH - GWH_Assembly_en.xisx/ GWH_Assembly_ch.xisx, HEEFFTEEZEELE

2. HtERFTERAESERMSE . B2 LGWH_Assembly_en.xlsx / GWH_Assembly_ch.xlsx.

3. FEGWHM B & BRI chr.osv/ plasmid.csv / organella.csv B & A, ASHFELERBIFTPH R LE(FLE).
4. GWHRZHEXE L AZRE, F2RE I pdf.

5 BEEE, WHE FETH.

& ¥l 5T zhaoxuetong@big.ac.cn~  iF &/Language

HAIRZ EMEATRE
Ba:
9 MRZTIEE
LGS HERES |t frzd BioProject/i 5 p-ziacE ] BIEAM REEHAM BARE BiE

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

Data Resources.  Computing Analysis  Data Network  Standards.

£ R R (BN Submission, BIC Sub IR EEIF SRR L R —TR
AD, SR SRR R

EHBIG Sub

BIG Bubmission Partal

(= Documantation

BiG Sulb Ouick St Guide

BEZ. BEdi0g—C3RZANOBIG Sub,
% % GWH E W 1 ¥ & %
https://ngdc.cncb.ac.cn/gsub/



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

)<)}

IRZHRIE: 1. MetalGREZEIZAS

F— RREER

0l

Echir -2 E E5i
2hiEE TEEE Meta i d=ii

NP hillg < HE

el e X : Submitter B il 515
oo o : TRERZIIENESEK
- T —T Z, MBEEEFREES
Beijing Institute of Genomics, ( https:/ The CAS Key Laboratory of Gei == j:ll\l% E’\J %Fﬁ Hﬂl} %’E' , 7;& *E

s & BHERATF

- B1i8 - Eth &M
MNo.1 Beichen West Road, Chac Beijing

- B HEET - BEE/E
100010 China

@, CNCB-NGDC




Ny = = == =t
imiE. 1. Meta(GEBEZEIRAS
E

S ] - BioProject accessionii S

test B *T Z— Xj-gl\ J:F 1X BEq: m PRICA000494: wer v 3 & = 5 813 BioProject
):| I:ﬁj\:.l: ﬁyu% |:|:| EIJ %/\;J: BioProjects B TSR B AISHR . X2 7] —RHAZ H RIEIE i ik o

- HIE . NRETEHLEEXMBiSample, SEEIE BioSample

O WRELMER (HEEF)
® EEAER ~$igHiEA

® A Frinie] CEik 9]

2024-05-23 5I : i‘aﬁzii%z\ rfﬂ ii %& TE&%IE %*n & ig— MERT A EFEHIESE

afEhRARES

)G]ﬁ

FEihia

Tl BB R (yyyy-MM-dd) == == HH
HEEE : WGSIEX=E1ERE 15k & BioProjectABioSample & 1 « = FI:I :]
EWHkRnEEREH

1 EERELEE— B, fE—REENREATEmEREMEE-
2 EmBEAE @R EEE R A O#TERM (https:/ingdc.cncb.ac.cn/gwh/submit/submission ) =
3 MR-RolAEFS FAccessionSRE N 2R R A FRAPEEMENANY, YERXEASFAFEHFRF. - TN, GWHETLHPIREREE DS T FE5IHEE -

4 —BEE. #5 CEHERE HEES. G B 52, ARNEEHES, LEHHE gwhcuration@big.ac.cn « s =7z S SET S
E: ZETREIANNRT ALERBHFERIR

HEE- ETrEE

@, CNCB-NGDC



IBZHIE: 1. Meta(SEEZEIRST
F=%: FIEE. BRRARNERER

AR RRIR SRR
- - e S opa T

g1 e

REERER EFER
* RERBRE
FERIfEE OFes O EtERETIE Ok 2
- HBF MiE hE i TR
O O

mei test test@qgqg.com » wEEaEE
@® PubMed IDS

123456

FHIEXEA
S ESiERE e
P i - E P PubMed IDTSC 5 ¥4 15 £1:123456 o
oEln o #R5: [The laboratory in programs for enteric infection control].
mei test test@qq.com i {E3: Grados OB

HATl-&#5: Boletin de la Oficina Sanitaria Panamericana. Pan
American Sanitary Bureau

- RRESESSOR OF

FFHEE: BIRAMBHNATIER, A2AFemail S EHIAR R pubmed 1D

FHIEERA: HIEE AT 2 Memail Fevertll - LA IE e
2, HEARER MY
— (=2 T

@, CNCB-NGDC



IBZHIE: 1. Meta(SBEZEIES

Bl LEHEETE

Batch Meta Submission

=]

Upload genome assembly batch submission file using Excel format that includes the atiributes for each genome assembly.
1 2
20240508-1.xIsx & Browse ... validate | X n

B (—RIERZAIRRRS

Step 4
Meta

Step 3
Reference

Step 5
Overview

Note :
1. Download GWH batch submission template file GWH_Assel
2. For column explanations and examples, please see the e.g.(

™

o

X

Batch Meta Submission

N

H) . 3

F LG

Upload genome assembly balch submission fie using Excel format tat includes the atiribuies for each genome assembdy.

E20231129_1 xisx

Upioaced file - 20231129_1

¥l

= coon

ssssssssss

m

5 that should be

Need to starl wilh

3. For more information, please see the Help

OikFEARM I 15

?& %:g- 1%— :%\ :

@ LfEmInfg, EZHREE - OXARXH TR

n fle

“ @ Eg&ﬂ'yﬂb'f{ @ﬁ: ,,

gt pul

Batch Meta Submission

b o

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

LT T

ErrorfyIREE N TE N B EFIRR
o WarningRy¥R 38 1| A PR 2 SEPr# 4=
1B B1THI 8

Checked OK. e Bﬂﬁjﬁﬁ

20240508-1.xIsx

@, CNCB-NGDC



H

Fhit:

#E g 3 sBaz
REERES 2FEE TERES Meta

ERHRS

##tE17rS: Batch0023947
FREE: test
2R Undinished Step 4

TR T 2024-05-23 (8 R RSIAIELFERELER, ZEORTEHIAE.
ETE: GWHENR A& & S BFFBioProjectfIBioSample—i2 & T -

FTPIESE

SRBEAE R T SRS S SR GWHEFTRIE S

= F#diht: submit.big.ac.cn

= AP chenml

- BN S&RCWHINGDC R #0/F #5187, 14123456
= Bi% /GWH/Batch0023947

FTPAR 55235 K15 A

g ERFTPE PRt (MFileZila client) ESRFTPEFMR.
e, SRR R S5 Fepk L5194 (https:/ingde.cneb.ac.cn/gwhisubmitisubmission) , JEA0SHI TR IBATES -

= B EFE Meili Chen
« EFHBAE: chenmi@big.ac.cn

= 1237 {ii The CAS Key Laboratory of Genome Sciences and Information,Beijing Institute of Genomics, Chinese Academy of Sciences

e CNCB-NGDC

1. MetalER

TUHRAER, WATRERR

o
N
¥

EX

HEER

= BioProject!f=: PRJCAQ00494
« AZinHHR: 2024-05-23
= il False

hrE=i=]

« FEFHEE meinull test

« EFWE published

= XZ¥RE [The laboratory in programs for enteric infection control]
- XEEE

« JEHAEE mei null test (test@qg.com)d

S RERE AN E B

ieEEl
RFEEIGER £ —
BioSamplelfzS MR TS PEEEF AT EEHEAEIDCHE - BEERBAIHRIHS SFERERGRS EAMGWHEL ERGES Chromos
SAMCO016108 - wgs_MAG_1 complete JRJ_duck1.0.fa N/A N/A MN/A

&R 10 - TR

[==]




IZASiEE: 1. MetalEEEZIRAS
MetafS BAEL RS SR IR

b=l

EER: GWHERSERARR RIS, BRI RV ERMEH AR, B iR A RS .

ez B

wE:
7RI
N Bl . BioProjec ; | EEm: N .
e gt : | oject % H gl=H EREHH Ez EIE
= = H 1 H
GWHAZPK01000000 SARS.COV: | |
2 MARIRS, BT Batch0018094 s PRJCAQ04241  2027-07-26 2024-04-23 20240423  SUCCESSFUL _
' ﬁﬁﬁi? Ers 2_human_CHN_Wuhan_S5_2020 |7|

£

Balch0023947 fest PRJCA00494  2024-05-23 2024-04-23  2024-0423  Waiting for files ﬁ

@, CNCB-NGDC



IRTREE: 2. BURESUFTPIRSS

[& chenm ig.ac.cn@submit.big.ac.cn - FileZilla

Z{’-‘F—:FJ %%;?;gﬁffﬁ ?‘%!EI;;JQ EE%E%(Z:: Z:LLE(B] EH(H) BFRE! (N) D ﬁi*ﬁ%{lﬁ ﬁggﬁa:

Z-EETE OO AL IFAaes BRI AL 21 -

=H1H) |submit.big.ac.c | FHF%(U)” shenmi@big.ac.cn | |E~E(WJ; [1e0secsesecce ||=e: | || HEEEQ) | - @I*ﬂ.iﬁ]’iﬂ: . SmeIt blgaccn

. ST ) @ @ Q@RFPZE: 5EFRGWH/NGDCHHIH A& EE, 5i40:

PO 124.16.164.225:21..

sy, seTERS. chenml@big.ac.cn

o e @F: 5&FGWH/NGDCEH A FZMAER, flan: 123456

ERER=

s @R EE (BiAimO21)

FTPE&(E

| ——— | —
" . K Z “ e "
s JE A HERH AR BRIZ ][/ |
... ) B .|" -~
LR GenB
GSA
‘) CCCCC
=3 D: TiEE prct- ol g i EiREN R FrEs/4a
$RECYCLE BIN .
360Dawnloads GenBase i 2022/12/30 16:48:00
360RecycleBin GSA g 2021/6/11 15:58:42
BIGD ) ) GVM pral==3 2021/6/11 15:58:42
¢ - | foxmail-nchi = v Tt 2024/5/13 16:21:40
TiEE TS ST FiFER MNucBank prat= 2022/9/28 17:12:25

s o s O jthFTPJ:ﬁ?;M’E
1% B AN Hb 725 F2 BR IR AN S5
o GWHIBAZIEEMIFTPEE1ZR: /GWH/$Batch ID, {54A:
/IGWH/Batch0023947
o ARMHEREIERZIEEMNFTPEEZ

@, CNCB-NGDC



fRaCinitz: 3. STRkiEEt&LBalE

» TUEEMIEUEN AamiRil)a, IREIRARYIR, REXIMEEIZHY
"Z=_EfE"  (Finish upload) %$H

= —a
HIZAE
HHE : CWHIES SEFATE-AEIRIES , BT R r R mE, B ERA R B RAE . % é H }—%'- ﬁl J jz 1_,_1: IT,I E.. E I‘J '%52-[_( 'I‘E $u ﬁ;‘i 'I‘E

BEHAEERE

. REEEETHARHA RN
o ERAERINFFRAST—HIMHETFZ
RS s B SofflectR  ERR BN RERIH s B

TERERS, BF Batch0018094 07- -04- _04-
24 ,H;égi—q, Brg atch001809 2_human_CHN_Wuhan_S5_2020 PRJCAQO4241 2027-07-26  2024-04-23 2024-04-23 SUCCESSFUL

. BURIR RS A “Waiting for files”  (BDE# L&)

Batch0023947 test PRJCAQ00494 2024-05-23  2024-04-23 2024-04-23 Waiting for files

e B S IR A S B B R
S, REEHE SRR

@, CNCB-NGDC



RE)Q;III: £: 3. gﬁ* &ﬁtﬁ
> IR RIRE

Feedback validation about Batch0026423 (PRICA004241) —

~ )
1

G BE v G EESE v W E v B S sHEE = I8 = TEERS | MReG t 4 - o
Feedback. validation about Bat:honj;za (PRJCA004241) . @ E l‘l& EB 14: y *E *E Bﬁ'ﬁ: EI‘J %jét 13& ?&%1‘%&5&&
m s | QERRMIRR SHEBIHRR

KA gwheuration <gwhcuration@big.ac.cn>

e QIMBURSCH ALY, HEBEH LMD

#iIv: 5 KB

@FTPAREFT LR 2 BUEHBIE
O@iR[EHRRZFIFR, =& “5E LM (Finish upload) 1%%H

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.
AR EPRENR
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 1D,

= | 23047

PAS 1= ]
which is editable. Delete the files exist errors and upload replacement files, then click submit. Note that recalculate MD5 code TMESIER
and revised md5 value in meta table, and you need to reconfirm metadata from step1 to step5 when you revise your HEiEs . . N = o
. EI1F2 . BioProject! £%H elzH EREHH =
submission.e S E= 1: Rz %j B HA Hy B

Please log back into genome submission portal (https:/ingdc.cncb.ac.cnigwh/submit/submission) after file submission

PRJCAQ00494 2024-05-23  2024-04-23 2024-04-23
hrough FTP; andlclick the "Finish upload” button in "My Submissions" list jo inform us to check your submission.

BrE1E10ER, B 10 (@ 7 RERTH)

=t
Please send email to uwhcﬂon@big.ﬂc.cn if you have any questions or revisions about your submission. sz 73 5y H 33
LY
HIBIRATIRA A “Error” (EIEEIR)

Sincerely,
GWH team

@' CNCB-NGDC




Accession assignment for Batch0026423(GWHBISP00000000.1;PRJCA000494)

Gu BE v G BESE - mp s O\ BB sHRE = TH =) JHES 0 hiess

Accession assignment for Batch0026423(GWHBISP00000000.1;PRJCA000494)

gwhcuration
#t5 chenml, zhaoxuetong

o MR IRENE BRI
o Bff_EIE=Accessions
o ERNERHIT|AHIENR

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
Bicinformation, under accession nu

References :

[1] Genome Warehouse: A Public Repository Housing Gen
19(4):584-589. [PMCID=PMC9039550]

ome-scale Data. Genomics Proteomics Bioinformatics 2021,

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

@, CNCB-NGDC

mber GWHBISP00000000.1 that is publicly accessible at https:/ingdc.cncb.ac.cn/gwh.

3. RAHEZERIR

TRIRE SRR
oS
7 REIER
srgao MERE . BioProject! %t al=H =hREH o "
HERS = m 12326 E = 0 1 E1H RIS B1IE

GWHAZPKO1000000 | Batch0018094  human_CHN_Wuhan_S5_2020  PRICAD04241 202276'07' 2022‘;04'
GWHAZPI01000000
MBI “Successful” (RIJERIALTH)
WHRIRARZIRTE A “Successfu IWELE

2024-04-23 SUCCESSFUL

@ BRHEAIACcessionS (XRRIASER, XERMAS)
v EFBABELEFT]: GWHXXXX00000000.XX, 5—hiA
GWHXXXX00000000.2, EHZF{FGWHXXXX00000000
v EEARE—FBFY]: GWHXXXXXX000000, HF—hE7

GWHXXXX01000000, #AGWHAZPK01000000
Q@ ETHBIHIERIRZEH “Successful” (BN IH)
Q@ FF#RME: ERFEHRAREE. AHLHHIE. B LHmHE




IRTEREI: TEENXH

O Assembly name (582%1))

- EMEREA: AIEEEHHZEAccessionSHIFIFR, RATFRMARNFEANG, HF. THZ%, HEXME—
t, f5Ign: hg38

- FTEEA: WESEEAMBINEMAGHRS/ZFR, BILL* bin 1, * bin 2.85* MAG_ 1, * MAG 2../RE
ZRE, F—ETEEERFENRE

- BEBEEEA: WESFHINREEEXBERXR (RS/RFR) , BIL*.pri/*.altg*.hap1/*.hap2
/*.hap3/* hap4g* pat/* mat.. FRSERE, F—EREEERNAXRRIRIE

O Assembly method5Program version or release date (553%147%1)

FREECTHEI, S MERD SR

O Assembly level (588%!)

Xt FE R HAIREKFE Hscaffoldg & chromosomely, S5F5EgapE X% (21-24) HXIEID, 0

Linkage evidence, Gap typeZ%

@, CNCB-NGDC



}E3 ;E%EIAZ TCE | HENE

o« NFFRISBURNTIRAZEIGSA, BAMTERE (KEKPrimary Biosample)
- JCEEABBZE (KELPrimary Biosample) 123ZZIGWH

« HbinningofaZERkAIcontigs (Binned/MAGZEY, KELZBEHRIBioSample) EAZEIGWH
Experiment ‘5 EiS A

xxx metagenome (mixed) taxon | Primary BioSample

Genome Assembly

Primary metagenome assembly > GW
xxx metagenome (mixed) taxon Bty o htanile
Binning into smgle taxa set genome assemblles
Binned metagenome > GW
a single known/novel (mixed/unique) taxa set
BioSample 1 BloSamplc BlOSElmplC] BloSamplc m BioSample n
High quality bin can be asserted to be a close representation to an actual individual genome

Metagenome-Assembled Genome (MAG)
a unique known/novel taxon TR T T

B BEREH

7 GW

@, CNCB-NGDC



RZiFEEIN2: oEEHEE

TEEXHEEXFEL. 2, 25~36%51, HA:
OMetagenome assembly data type (5825%1) :

ToEFEAEPEEIESEY, vlkPrimary/Bin/MAG,

 PrimaryRE: ZEi5cERANFRIBEIEZTAERRIZER, BIBinningsofh
BIRYAEEER, EH (5E15BioSampleXEXHY) ¥IFREFREXXx metagenome;

« BinzEE: xEEm: HENFRIeEER=ERHTBINning D= ERID
BEEAE, H (51%BioSampleXExRY) HIFFBAFRBEFRABERXXX
metagenome, MEEFEEZIFIIFIEZFR,

- MAGHE!: TERAREFENERA, BIEBERANFRRIUERAER, #
17Binning DTS RIRIBIA IR BeisREZspecies/subspecies7KRIE

XZHRYZEER.

@, CNCB-NGDC



OGSA experiment accession (5526%1) :
TCERABEFEMNFERINFRIAZSUERT MY experiment accessionfgS., %
MERRDS ; BBF. Hla0: CRX1108622

OBioSample for Metagenome Primary Assembly (5827%)
ToEREBHEEE (RIBinning7#El) KEXEUNIFIRIgF2BioSample (Z4JF+
RIREHE) |, HYIFMETRExxx metagenome, B AT LURBIHEE T
ERBZEERETR—EFA N, WREZNEEFABFERNINFEESE
Hiz, WeJLAKBSNZME, DS ; RBF. #Ia0:SAMC3777840;
SAMC3777841

@, CNCB-NGDC



B35FSEIN2 . o EHEHEEUE

2501 IRRZNBIFEEAPEEFIMAGKERXXE

1. 7EBioProjectEFEIE—MZITTERBNEINE, $5/5BioProject
accessionfg=

2. IEFTTERALCIEBIoSampleZmsS (Primary BioSample) , XSMWA4IFZE
Marine metagenome

3. PEELERXXMECIEBioSamplefgS (BioSample) , XIRAIIFHEXXE

4. BNFRFEIREUERACEIGSA (Primary BioSample) , 3K1§Experiment

accessionfg=

@, CNCB-NGDC




5. IE5 GWHRYTTE BRI S
D — %l Y BioSample AccessioniE 5 XX & X1 iz BY biosample g S
(BioSample) . MREXXHFS, HALZHIEFTE LEEGenBasez]
HEEE, S INFTIFR Rl LABXZR gsa@big.ac.cn
@ FEZFHIHIAssembly nameizBE* MAG 1. * MAG 2. JmELENIES
A, #0: mm240313 MAG 1
3 FE25%FMetagenome assembly data type|iEFEMAG
@ 26 % B GSA experiment accession 5l tH 5 I & experiment

accessionfg=
®FE27%|gyBioSample for Metagenome Primary Assembly%|iE5

Marine metagenomeXghzfbiosampleZ®S (Primary BioSample)

@, CNCB-NGDC


mailto:%E6%B7%BB%E5%8A%A0%E6%96%B0%E7%89%A9%E7%A7%8D%E5%8F%AF%E4%BB%A5%E8%81%94%E7%B3%BBgsa@big.ac.cn

IRCESHIN3: PERAE

- EMEMEA: BioProject—BioSample—GenomeE1:1:1HIXHK

- BEFEFEESAE: BTR—MNARBEEERETR—EYEFA, BioSample—~Genomelll21: nAYX
%, AIH=1EERIBioSample, AT XAIAEMNREEERA, WK T/R*EBioSampleXEXHIBioProjectsh,
BNERBES BB XEERIBioProject, 5BioSamplexEifIBioProjectZ [ mIRERIR R, ToRFEx

EETIAET A LR
GWH 1
Principal haplotype » a. Principal haplotype / Alternate haplotype
» b. Haplotype 1/ Haplotype 2 / Haplotype 3 / Haplotype 4
» c. Maternal haplotype / Paternal haplotype
GWH 2 » d. Diploid
Alternate haplotype b e. Polyploid
» f. Haploid-with-alt-loci
. . . » g. Unresolved-diploid
BioProject BioSample GWH

RSBRIEEHIRGSIERFR (£ BioProjectiIsIREEIIR R ZEBioProject BRI I8 EZEAHY)

@, CNCB-NGDC



IRCESHIN3: PERAE

ToiEEStep2YBioProject, step4RITERXMEEEREE1. 2. 37, 38%l, HA:

O Step2@IBioProject Accession:

BioSampleXExHIBioProject Accession

T MBS NEERERARET—1 BRI AIBioProject (RIRZTRHE Hstep2 HIEEHIBioProject
accession) , LURFERARREREERBEIEERIKEL, HI/SZAIBioProjectr]LIHaplotype BioProject
EX RIS

O BioSample Accession (5151) :
HTZEAERAEERXETR—FRD A EEERINR NS Z T BERERA, elilizkE8TFE—1Fm,
ATLAEN XS EEIRIBioSamplefBXEX, BIfEREIAY" Biosample Accession”

O Haplotype BioProject (5538%l) :

BT ZEAERBARARBIR NS NEBEERERA, A TURKDFREBHIEEHDNOXREKXR, FE2E6
FEAERIBioProject SER{FEIERARBKEL, BIARRY “"Haplotype BioProject”

@, CNCB-NGDC



-
R ESTIN3: BERAIE

245l . $23ZPrincipal haplotypefllAlternate haplotypeiiE
1. BN BIRIBIoProjectlBF X% PrincipalflAlternatefd S{Z B KIZB/AEHURE, ETitlerRiRE2EERI

MNAEBIEREA, HIENPRICA001233FIPRICA008205
2. BElE—/ S HIBioProject £ X ELIXF N AE HIBioProject, FEMPIREMFEKXER, SIEASXNE
BioProject S — X EAERRIXEAINB iR IN LERIZFHI N o BIRYBioProject. fIali&H#r el 2 /Y
PRJCA0098775% 142 6IZEAIPRICA001233F0PRICA008205/2RBioProject<Ex (U1E]) ﬁ

Assembly type%!|53 Bl EPrincipal haplotypefAlternate haplotype
Haplotype BioProject5i EE AT X 43 PrincipalflAlternateflU N2 5lIAYBioProject (FE1261ZRY)

3. SIERBETR—tFmiYBioSample, FEKFHEHSSRIBioProjectif{TXEL, 4IPRJCA009877

4. GWHrhstep2riEE S RYBioProject, #NPRJCA009877

5. Joi=sERBiosample AccessionFIES kB TFHE—E&HmAIBioSample
6. Assembly nameFliZf&*.pri/* altyR SEREAIIESHN, BI%—E
1.

8.
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ey L = Ad = I
=g g
IB&/ 2SS

O REARZFREIISE

Error1: An chrmosome name should be assigned to a positive integer (eg: 1) or a capital letter (eg: A) or a captital letter
with positive integer (eg: A1) or a positive integer with a letter (eg: 1a or 1A).

O F5IDAYRLSE

Error2: In Genome sequence file, the sequence ID must start from letters (eg. >Contig21, the sequence ID is Contig21).

O ERAXHEZIRIE

Error3: Acceptable genome sequence file suffix have .fasta, .fa, .fsa, .gz and .bz2. Allowed compressed format is .gz or .bz2,
rather than packing compression in .tar.gz or .tar.bz2, etc. Please submit the sequencing data fq file to the GSA website.

O EREFEEBFRAE

Errord: Acceptable genome annotation file is .gff or .tbl format. Allowed compressed format is .gz or .bz2, rather than
packing compression in .tar.gz or .tar.bz2, etc.

O FHIMNEERSIFEZTRAE

Error5: Assignment information file name has invalid suffix. Acceptable file suffix have .csv, .txt. Please modify the

assignment information file name.
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L — H O ST
|  ERiEmRses
EEARFFERF (GRS R :
O Completed EEERRNFEGapXi

Error6: Completed genome must not contain any Gap region. The genome contain N sequence more than 10 bp.
0 ERERFIESIER

Error7: This record has identical nucleotide sequence to a previous submission, explain whether this submission is:
an inadvertent duplicate of the previous submission (in this case, you should delete the new submission) or an
update to the previous submission.

O F5NREE#ET40%

Error8: Sequence Chr01 has more than 40% Ns. Ambiguous nucleotides shouldn't be over 40%.

O EFAEXNNEE

Error9: The submitted genome is smaller/larger than expected based on the taxid. The expected total ungapped
genome sequence length is ranged [T1, T2]. The current geneome size is {size}.

O ERAFEENIIUFF, tabDEIFT/BRKIDBIEES/ERAXFR (gene-mRNA-exon-CDS) [BEl/FTEBER FF
Error10: The 9th column in gff file is missing ID or Parent information. Tab is used as the column interval. In gff3

file, the hierarchy validation failed.
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IRSEIEIESHY 1 E N IDERE

R i = T
GWHESSIENE R
HIEFTPRAL LIS EEM
TR
TTEE R Assembly levelESiHAE
TTEEN P AssignmentiBES 5 EES R
FREEE

AR

HERE AT

. FERIAE

. ERERASEHE

. BRI (errfluser) BETHATL
. B BEGREEES T

. IENGEEE

. EREEmetal5E

. MECEFEEE

. #Eupdate

. BE=rEtes

. ZibiosamplefiifEZE

. Linkage evidenceSE

. TS IMAGEEE

. BEVE

EHRERAESE Q =g

e.g., panda; TKS; SAMC012932; PRJCA000437; GWHAAAAO0000000

pE NS AN

"
M = O

RET OHE QFEE OTH OFL FIE WEF 208 &FF

[ —
L

—
LA

B EH AR

RIEE

—
=g}

-
|

WHE: CWHEZSERAMERIEERT, ERINNRZIREEREF AR, BRZZ LN EEAERER

1. FEIGWHHt ER 72\ 20 GWH_Assembly_en.xlsx / GWH_Assembly ch.xlsx, EEHTHEERE LE
2. ERTHERAESEREN R, H3LGWH_Assembly_en.xlsx / GWH_Assembly_ch.xIsx.

3 FEGWHMN EE ST chr cev / plagmid csv / organella.csv B E AT, HEEHFHEREEEIFTPAR.
4. GWHIRZZ R E LA SR E, {521 pdf.
5. FZEE, H&R FIE.

hEBEm

CNCB-NGDC




IRERIZIEN1H2: BAtaiRRB R

GWH i 32 B W] SO

B

GWH I F i HGWHIZZ R — L PN E =T, :‘Tﬂﬂ]
1. B
(1) f-aRGWH? &: SEQ FEAT.NoSto
(2) T [AIGWHIZAZ £dE 2 ;E%E Q‘ P
2. GWHE 3% CDS 7EH 3 ' I ARLURIEBIDF45ER,

(1) I ZREBCWHIK 2
(2) MBEHEIC 7T RAGWHHA L REW, HEAN? Ei}‘l :
3. HBRTEAER

(1) KA 2 1. 28 CDS UEtrciER, WENZEFEIEK CDS FAfE, BEEHIELLE
(2) Inf RIGWHRAZ B 4H 4 2 .

(3) TR R ST 28

(4) e AR REE T A oy - . \ ¢ ALg—s— s —-

e oD SR I L 2 2. REFIE 3 imFEATEER, WENATLUE 3' imfrc ATEE
(6) FR 1 2 Gl AR 5 BRI (B i i . . e . .

i e 3. RENEBER, URBENBRERHELEHKEIZRIEZRF, rJLAE GFF
(1) TR B A B IS SR A FF? L, - . e
(2) TR M3 HE| A E Haccessioni &7 AERXSNAY gene TRISENSRIN pseudofEttE, RNFRIZFILEWIER

5. #&h
(1) R A B R
(2) 51E5=R
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SUE A MBI H R A b B BN S RN ERA

& ET (JRESuccessful)

XJF

56 Submissions

ATE BN ERATIRER

RRRRR

I o | SIS
ER A,

5, 1t

5-Co

N_Wuh oz —
howin (f ) revious Next
Reviewer Pag
Batch Su bm n ID: Batch0018094
Link: The ewer page does not exist or has expired. Please click the "Generate" button to generate a new one.
Expire N/A e a

Genera te Delete Extend Close

@ ERFIRFREEHNERAE
EREHE

@ BIRERERARER

® FEHACERHIERANER

@ MFREERRIFRRABEZEEIRRL

x: EEIEZEREFERANE, 3K

ENESEEAO R P EB T e, A
HEHBREE4—EHE =R

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

iEAHEEEIE

XIFEIEEAEEGE, T&MmE1 (RAZ/8Successful)
o] 5 BpsZ Bl sUa o HER.

My Submissions Deleted Submissions
Search: su
56 Submissions
- ] - - Release .
Accession(s) Batch ID Title BioProject date Created Updated Status T Operation(s)
SARS-CoV- ‘ ‘
Batch0018094 PRJCA004241 2024-12-18 2024-04-23 2024-04-23 SUCCESSFUL |s—
2 human_CHN_Wuhan_S5 2020 ‘ ‘

Showing 1 to 1 of 1 entries (filtered from 56 total entries) Previous Next
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SURAHIIHEE: 1]

SRR LA S

# Taraxacum kok-saghyz | TKS

Scientific Name : Taraxacum kok-saghyz
Common Names : -
Bioproject :  PRJCAD00437
Biosample : SAMC012932

Accession No. :  GWHAAAADD000000 o . “
GWH reannotation accession : - Py EU H . * ? EUH
GSArawreads : - o . y j: o
GVM variations of the species : -
ubmitter Organization . State Rey Laboratory of Plant Genomics and MNational Center for Plant Gene
Research, Institute of Genetics and Developmental Biclogy, Chinese Academyof = — > . A ° :ﬂ:/ \ >
Scences =1 . ccesSIONYN E 2+
Contact : Tao Lin, tin@genetics.ac.cn
Sequence author(s) - Tao Lin, Xia Xu e

e 02 s o KEXEUEAT: KEXAIBiIoProjectfl

Genome Representation :  Full Genome

Assembly method : SMART 2016-02 . ~
SSPACE 2014-01 B S I _#Eﬁ
Sequencing & coverage . PacBio RSII 48.0 I O a m p e

Uownload - melmelmelme-

|n5|ghtsmto rubberblosynth95|s National Science Rewe 2018 5(1]?3 87. g .QHQ «I:t _;'L,\*E} IJ_Il:’ .
History 9 . =~ 5
O KEBIREFERESE

Publication(s)

GWH
Statistics of Genome Assembly o Annotation of Whole Genome Assembly e @ H. % ZK 7.[.0 1|=| ne
=T @ JARKICHE Tk
enome size (bp) 277,495, Protein ot 3 N l_ R

GC content 37.44%

@ FspRAFIE
Contig sequence No. 31,965 X,

® EREFFIHGITES
https://ngdc.cnch.ac.cn/gwh/Assembly/1/show ® EFEIRHGITEE

@, CNCB-NGDC


https://ngdc.cncb.ac.cn/gwh/Assembly/1/show

Home Browse Search

Genome

Browse (

Cr

lies

This pag

Filters ¥ ‘

Select All

Showing 1 to 10 of 55,622 entries

HiELHIES

Jenome Warehouse, and genome assemblies downloaded from NCBI.

= AL TR RN i

| Download table mefadata 1 —I: ﬁ jTE 1% I%\ %

Scientific name

O viral meta genome

O viral meta geno

Common names

o . BIRFVRAZ BRI

O viral metagenome
O viral metagenome
O viral metagenome
O  viral metagenome
O uncultured marine group | thaumarchaeote
O uncultured marine group | thaumarchaeote

O uncultured marine group | thaumarchaeote

Show 10 - entries

uncultured marine group | archaeon, uncu..

uncultured marine group | archaeon, uncu...

uncultured marine group | archaeon, uncu...

Group

Metagenomes

Metagenomes

Metagenomes

Metagenomes

Metagenomes

Metagenomes

Metagenomes

Archaea

Archaea

Archaea

Source

Direct submission

Direct submission

Direct submission

Direct submission

Direct submission

Direct submission

Direct submission

Direct submission

Direct submission

Direct submission

Accession

GWHBAYNO0000000

GWHAOCQV00000000

GWHBAYM00000000

GWHASIT00000000

GWHBPAV00000000

GWHBPAU00000000

GWHACQWO0000000

GWHABGZ00000000

GWHABHB00000000

GWHABHAD0000000

RefSeq Accessit

GWHRA_ABGZ0000

GWHRA_ABHB0000

GWHRA_ABHA0000

Page - of oS3 Ned  Last
https://ngdc.cncb.ac.cn/gwh/browse/assembly

*CNCB-NGDC

UL

Data Resources

Data Network Standards

Computing Analysis

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

Q. human

| Clear Al ‘

Organism group
Metagenomes (7,502)
Viruses (5.423)
Animals (2,383)

Bacteria (429)

—_— N\
— /A

g

Source
NCBI (8,143)

Direct submission (7.901)

Genome representation

Full Genome (14,650)

10 perpage - Default order - Descent - Sendto -
Text file: accession list
16,044 results Tesd file: full metadata list
1 11605 '
Select all j E1n 15N | %&;

ncbi_assembly: ASM3132198v
‘Organism: Human-associated circovirus 2
BioProject: -

BioSample: -

Accession: GCA_031321985 1

‘Genome representation: Full Genome
Assembly level: Complete genome

Release Date: 2023-11-29

Download: DNA | GFF | Feature | CDS | Profein
View: -

ncbi_assembly: ASM3130527v1

‘Organism: Human-Simian immunodeficiency virus P3-161
BioProject: -

BioSample: -

Accession: GCA_031305275.1

‘Genome representation: Full Genome

| Clear All |

Top organisms
human gut metagenome (5,915)
Homo sapiens (2,327)
human oral metagenome (1,697)

Human rotavirus A (761)

ZIRIEE

Human adenovirus 7 (280)
Human mastadenovirus B (144)

Human adenovirus 41 (143)

Top BioProjects

PRJCADD3712 (4,682)

- (4,301)



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

HIERBHHE: AXERHEE

o
L]
L3

- WFARATI 23

l T |

=7 \ \ 0 9 9

Z¥22if18) (Controlled-access) ° | - I | R ] Lﬁﬁm I °| S ] -y
N N s ‘U Ky Y ‘D ‘D GW 1

. \FFifiE) (Open-access) &;W% e [E] R 5 IEARBR 5 IS AR PR _{

. HERETARSHHEEESE & |=
% I
%X \d . :&& AERERS

¢ % f?iﬁ |":—'_|§$HE / ﬁ_éﬁﬁ EF'%@*Z%‘J DAC
. HIESEEZRS (Data Access Committee, DAC) GWH AR R A RS IS

 BRIZEUELIARIS
« FETFIRIEINER
AZERBEENAT, EXTRAREERIREEEESHD
MEEZEARNEERFRSEERFNSELRSG
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AREBEREHEZREEIRLRRIG

® Homo sapiens = CPC_P1_sample1_hap1 New Request
IR T - Homo sapiens AAppiied GIWH Bafa
mﬁm-ﬁ - human; ~ BioProject Accession
BioProjectigS : PRJCAD11422 PRICAD11422

BioSampled®S - SAMCE64917
AccessioniES - GVWHEKCO00000000
GWHEERaccession © - Applier Information
GSAm.H‘ﬁ - - Email - First Name - Last Name
SYRBIGVMAESR - 13,327,822 (SNP), 3,019,815 (Indel)
BFEEL - Human Phenome Institute, Fudan University

i —_— - . —_ . - Title/Position = Country

O i[io) iS5 o ‘ ‘ ettaOrpaasion
@Mﬂ:éﬁz?&ﬁﬂBiﬁﬂ’a‘ltilmmﬁ SEMFNER 1S IR B RIS SRR S| EE (iR A

il E“ MERARBHITHRHNERER) , HEER

M/ - Yang Gao, et al. A pangenome reference of 36 Chinese populations. Nature.
2023.

chenml@big.ac.cn Meili Chen

Study Information

O DACEHZEER p——
 EEEZ, HE IR -

~ & months = 1 year 2 2years

. EHEE -

x: HIEEEEYNHINSE T, SHIE TEAIREEENHE, FTPTEREEISGER
https://ngdc.cncb.ac.cn/gwh/files/request/GWH_Controlled Data Download Guid

e_CN.pdf
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https://ngdc.cncb.ac.cn/gwh/files/request/GWH_Controlled_Data_Download_Guide_CN.pdf

2 FBMEEFFCRZRN R

EHHEHHEEGWH

ERAFF

5| EEGenBase

HimC3ZEHE

RE[ELH

- HizEYE=ERAN
- FREMEERESE
o JTEFEBHTHIE

INEEELB AR A Er
mE AL

i )il OB JES Az
Frhi Z (Al 2H

Fr e E FE

G e

FEHE RFH
ARHE GEFE)

EEREFY
ARHE GFeE)

ﬁﬁéﬂ—/\—n ﬂ*ﬂ *E*

715 K BioProjectf1BioSample

Al L A~ i K BioProject #A

BioSample

e’ CNCB-NGDC




=k

[FZEEH TR
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FtzEVEEHAFRIERME

O S¥YFEHAR
O EEEEHESIIEE: AR ERINEE SR, HIEREEAEYS

ISR

O #HERRR: B RRZEMERE, TLISRERERIE

O $£yEk .

O BEGE: 7REZEYIEEALWITICRISPRESZEMIERANE
RIRGUBCT S =8

O TIEMA: FREYERENRTER TIEMAmEDSRE TEM, W
OSBRI R, R T R A

O BESEEA: WrRRHEENERBMFEE TIRREERE, s g
RS ERS Ry |

O #EMERR: RZEMERAND B TBRALMEANERRE S
SEERI% R .

Nat Rev Genet 11, 465-475 (2010)

@, CNCB-NGDC




B EH IR REZENEEBHAFRIED

HEMTERE ALY = EEAEREREERB:

BEHEANTIE, R3IE - RAEEDRE THAE

REFS LEFTE, R TR0

DIRRIBER. IERB . LUASELRAS: | g

RNA, ESFFIIERET - BRERRY
& HHERETSIHO A . 4 ST

G5, HERTEA RN EYD ;_#@TS'ZKUJEI? K\l i

STHRE. » WYPREIIA -

8

lml

:i_
N7
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EEHBIMCETFNICEE

> ERETRRIEYESESEENTE, W
PRSI EE RS =

> ERHELHIRTELLOUR. RESEARST, B
BEEFAER
> TREEEATE. REERNBEFEEER GWH B R R R TR = B TSt
- (NBEHmBER, FtRNA, rRNA,
IncRNAZE S o
. (NEERLE, TERSR. SO, & CWHEeREETEEEEE
EIIhEeSE

Bir: SIEEW. HRPOBNCETIRRR, (RHERZEVNEEBIFRANATSNEA
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FzEPBEEBETERIE—PGAP

[ EON

PGAP Prokaryotic Genome Annotation irmm“-"-_";M;ﬁ;%";';:'_CI:T;;’[;T‘;':“;;;;;mmmm}_
( ! s _—

Pipeline) : ENCBIRRHH—4E. SHEERA 1

MERESTEE, SEEORenERnEe: 00 o B
RNA, tRNA. \RNA, BEE. BAFFL. ®EFM
Hi st ERARTHNS RN, Bl | e mm

EOENEOREETHTES, Navross 0
55, FHRIESEE T AR AR R AN A R s

______________________________________________

IR

E.”EH-]’IE'E ! &gaﬂgﬁiiﬁlb ﬁgo I:I.] }\_‘L QE% Iﬁrﬁﬁgiiﬁ I . ﬁﬂB"’fM"ff’Z = I gﬁgﬁﬁi

I
v

BEHMMB RS R

FEFUNPOtSREN, SERENCBITARER

SRR ke e R R o WeEAGL el |

gH}A%ﬁUTIEE&(EI\JI NSDC*/j_?; 1 . iﬁiiﬁl’:lliﬂﬁ‘f&ﬁz B f%;};gg;;w

| ESWERAR-EERE S

Nucleic Acids Res. 44(14):6614-24 (2016
(14) (2016) (B2 H: https://www.ncbi.nIm.nih.gov/genome/annotation_prok/process/)
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https://www.ncbi.nlm.nih.gov/genome/annotation_prok/process/

GWHEBTM{ETFIE

Preprocessing and annotation Archival
Ger;lomk(-:_' SIz€ Conform to expected genome size Accession assignment
checking - 1 Mbp<genome size<30 Mbp . .
l e Files generation
Input files . Gino_ltne slequencdeIFASt_'l'A file Result statistics
. opology and location
preparation v Sequence
l » Confirm or correct user submitted taxon name
« Skip annotation
Taxon name v Ataxon name above genus Release
validation v Contaminated genome
* Generate YAML file Browse
l v Organism in genus/species level
PGAP * Non-coding genes and CRISPR loci Search
, » Coding gene structure Download
annotation » Gene function
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2 E BRI HFsbE

« }22(: Fasta

- HENER
= TopologyHIF5IElRL, EEEZEM
v aIMUEEE T ERERTILEERETLUEENF
5, EREELAEHLE
v BLEEAE T FFIXthRYgenetic code, IRE S
EEENERYERME

7 RENBIERIA Itopology=linear, location=chromosome

I

il

>contig001 [location = plasmid] [plasmid-name = pABCO01] [topology=circular]
cgaaagcctaatttcatttttcctcaattttagcttaaaagatttttttggaagcgggaaaatggaatgagcgecagega
aaaaaagccaatgtggatatctttcgectegttttttctatccacaatcattatcgacaacattttcacaaaactaactge

tgtggacaatatttcttcaacagtttgtatagtgtgtgga. ..

gg]t,"\l—\'_'\ t&l:l "
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B F BRI

» FHER IR RB RN STFRITUERE R E AR/ EE
IR MEIRSEBIFHE:
v AIERRHIIRRS B
v BERAEHENRERBIR
v BfrEREERFERFC MO EEAHEM
v FERMEIINFESR

£ https://nchi.nlm.nih.qov/genbank/genome-size-check/
https://ftp.ncbi.nlm.nih.gov/genomes/ASSEMBLY REPORTS/species genome size.txt.qz

» AFEREREEE X/ SEERM, NENREREK/NIT
1Mb~30Mb

ATEeR, LA

[TL]
[

@, CNCB-NGDC


https://ncbi.nlm.nih.gov/genbank/genome-size-check/
https://ftp.ncbi.nlm.nih.gov/genomes/ASSEMBLY_REPORTS/species_genome_size.txt.gz

Vi S T R
IEBRERERE T RIS REFSZ R B R /&R,
PGAPIREIFIRIEINEE, BES&ZEFHNAREERAHITFIILL
¥, BEFizEtR—23U%(average nucleotide identity, ANNITEGIE,
R AP RZHIF 2 TRE S S 2R HF5 i
. X j__ j( é&'—f@* EIJ, %_% 1%)%% SL Sibmirie icketto hoogstraalil (taxid = 467174, rank = species, Uineage = Bacteria; erote ik

= ANIEE=96%, B/VBERE=80%  [Harrirm e
o ISIGLER e T,;E'Fsc%ﬂlgﬁﬂ: Rickettsia r_noogsu_raglu |
e ETANIFTNUAIFhEZFR:  Rickettsia japonica,
= AERE: FEA/EIRLE 2T ANI=99.975% query_coverage=99.8%

= BUHER: FESR/FTEAE target_coverage=99.8%
iy 55X 5
iE . EKIRMHRYIFEFREgenus/speciesIKRY
@, CNCB-NGDC




IR e S

ANI report for assembly: <fasta_file_name>

Submitted organism: Staphylococcus aureus (taxid = 1280, rank = species, lineage = Bacteria; Firmicutes

Predicted organism: Staphylococcus aureus (taxid = 1280, rank = species, lineage = Bacteria; Firmicutes
Submitted organism has type: Yes

Status: CONTAMINATED
Confidence: HIGH

99.045 (54.5 80.3) 4972758 assembly Ochrobactrum quorumnocens (GCA_002278035.1, ASM227803v1)
99.450 (31.5 94.1) 11348628 assembly Staphylococcus aureus (GCA_006364675.1, ASM636467v1)
99.450 (31.5 94.3) 10960368 assembly Staphylococcus aureus subsp. aureus (GCA_006094915.1, ASM609491v]

IRATYIFPREFR:  Staphylococcus aureus
HEFANIFGUIFRZFR:  Staphylococcus aureus , ANI=99. 450% query_coverage=31.5%
B2EE: &

RIIRZS . FESE ( Ochrobactrum quorumnocens ) , ANI=99.045% query coverage=54.5%

target_coverage=80.3%

ZR: PR
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PGAP;FEIIE

IS EE S TR
 BETFFSILCXHIERNE ST

(1) ORFfinderfGUFHARIERE (ORFs)

(2) ORFSEHRES/RAIXER (HMMs) FEFHITIEZELLRY

(3) ORFEHEIEENSEEHREHITLLXS DT, FUNERRIEBERSE

(4) BREMBEXEQNTIRE: SREARSEEASHITHEXY
= MSLFTN:  GeneMarkS-2+, F/OKEEHMMIEERIORFSIEEEIAAIR
 (REERERE: BR—EASRERI, BIBRTaANEE RS EENRER
= Partial genefY;THE: Foi AT ETERIIHERR R Z RBIEEHIEE partial gene
= Hpartial geneSelf A Kimakgaphys, FHENE; WMREFFIFENIRCRER

[ )
Intxl
A L
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PGAP;¥E31=
- I RIS ERTIBENTIE TR

= ZMERNA (55, 16S #1 23S rRNA) FIsRNA: infernal

= tRNA: tRNAscan-SE

CRISPR: PILER-CRFICRISPRIREITE (CRT)

: gﬁﬁg =R jJEmE*:F

ARZEERE . DECLECHZIRIENE (BIEEREAFS. HARELARECH
)
= e e RN = e =

[ )
lial
A L

ujn o

T =1
n =
=

@, CNCB-NGDC




PGAPIRHZREENK

» HBERITRIR ARV

= Python (Condaffpi®) : https://www.anaconda.com/download/success

= Docker (8k#& Singularity., Podman) :

» https://docs.docker.com/get-started/get-docker/

> https://docs.sylabs.io/guides/3.5/admin-guide/installation.html

» https://podman.io/

= Git: https://git-scm.com/downloads
= >100 GBfEEE
= >4 GBRATF
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PGAPIRIHHIS S FEEa R %<

» LIRPGAPIZITEIZRMIZAN

= curl -OL https://qgithub.com/ncbi/pgap/raw/prod/scripts/pgap.py

= T@,: wget -O pgap.py https://github.com/ncbi/pgap/raw/prod/scripts/pgap.py
= IBIHAATAPR: chmod +x pgap.py

* NEkDockergRix
= docker pull ncbi/pgap

= docker pull nchi/pgap-utils
- THUTERS

= wget https://s3.amazonaws.com/pgap-data/test_genomes-2024-07-18.build7555.tgz

"o ' CNCB-NGDC


https://github.com/ncbi/pgap/raw/prod/scripts/pgap.py
https://github.com/ncbi/pgap/raw/prod/scripts/pgap.py
https://s3.amazonaws.com/pgap-data/test_genomes-2024-07-18.build7555.tgz

e R H

* IZB{TPGAPRIARS
= python3 pgap.py --no-self-update --ignore-all-errors --no-internet -r -o mg37_results -g
PATH TO TEST GENOMES/test_genomes/MG37/ASM2732v1.annotation.nucleotide.1.fast

a -s 'Mycoplasmoides genitalium’

- EESHIRA:
= --no-self-update FENEFIER (ERMZKIGEIGitHUbE Hia@)
= --ignore-all-errors ZBEFYIEIEiEIR, KRG ETFEE
= --no-internet BNAFREITHY, AEAMRERAARMEGE, ERibnERTEREAYEUE
SECFREM
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PGAP; 245 R 5 314

- *fasta - {RIRHAVZEBERFASTAN

* ani-tax-report.txt - ANIREHISZAIE T

« ani-tax-report.xml - (/2L IERJANIR S, XMLIZT,

« annot-gb.ent - GenBankiZTLHIASN.13{& (Seg-entry)

- annot.faa - @ 2B EHRAYFASTAN (4

« annot.fna - B EFTBEIZEBRAIFASTAN ((FR: 1Z3UF AT BRI NAMZEERFASTASUFRIECILRIZER )
« annot.gbk - JEREAYFE AR

» annot.gff - JERRAYGFF3IET

* annot.sqn - Seq-submitfSTUAYASN. 13014

« annot_cds_from_genomic.fna - B & B w3 X% E IR Y IRIFASTAS (4

o annot_translated cds.faa - & B RISXENEFEFBIFASTAN (4

» annot_with_genomic_fasta.gff - }&iFRAIGFFETN SFASTATU AL EER 5 1B S A4
e checkm.txt - IZEEHAICheckMEgHH SR

« cwltool.log - CWLT ERHE, AIRFoTAWEIRE

e fastaval.xml - 5 NFASTASARIISIFEEER XML 4
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PGAPMEFIR

« JEACHES: https://github.com/ncbhi/pgap
 DockerfZ{&F 0 https://hub.docker.com/r/nchi/pgap
- Wiki ({§i5¢BB) : https://github.com/ncbi/pgap/wiki
o BHFORARANFARRRR

= 5K https://www.ncbi.nlm.nih.qgov/refseg/annotation prok/

SEREFFR . https://www.nchi.nlm.nih.gov/refseg/annotation prok/process

SERRFRE:  https://www.nchi.nlm.nih.gov/refseg/annotation prok/standards

» HEBERTESE:  https://www.ncbi.nlm.nih.qgov/assembly/help/anomnotrefseq/
WIFARSE

https://www.ncbi.nlm.nih.qov/refseg/annotation prok/release notes/
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FizEYEEETERG

- FH—E:  “Acinetobacter calcoaceticus” EEHFEHEUEERZ

>GWHARAAEQQO00001 - [location=Chromosome] - [topology=circular]

cgaaagcctaatttcatttttcctcaattttagcttaaaagatttttttggaagecgggaaaatggaatgagecgcagecgaaaaaaagccaatgtggatate
tttcgcctocgttttttctatccacaatcattatcgacaacattttcacaaaactaactgectgtggacaatatttcttcaacagtttgtatagtgtgtgga
taagttcctcgcaaccattgcaaccactcgecttattctgatattatatttgtgttttaactecttgataacaaattggctgeccaatccattatccacaaac
tgtggataagttgtggaaagttttttcacagggtgtgcagtaatttgteccacatcttgtgaagaatgtcgaaaagacgtttttctactatattatatgtt
ttcaacatttcattaacgaatggactcatccatttgctctttttttgtgttctataacaggttggacaagcaaatattgectggtaaaggagggacgaacc
gccattatgaaaaacatatcggatctttggaatcaagectttggggcagatcgaaaaaaaattgagcaagecccagetttgaaacatggatgaaatcgacaa
aggctcattcattgcagggcgatacgctgatcatcaccgecaccgaacgagttecgeccagagactggecttgaatcaagatacctgecacctgategecgatac
gatctacgatctgacaggagaagaattgagcattaaatttgtcattcctcagaatcaaaatgaagaagattttatgecctaagtctccaatcaaaaaaatg
tcgaaagaagaaccggctgattttccgcaaaacatgctgaatcccaaatatacattcgatacgttecgttatecggttcaggaaaccgattecgeccatgegg
cgtctttggcagtggccgaagecccggcgaaagecttacaatecocgetgtttatttatgggggagteggacttggaaagactcacttaatgecatgegategg
gcactatgtcatcgatcacaatccatctgcaaaagtggtttatttgtcatctgagaaatttacaaatgaattcattaactcgatccgagacaataaaget
gtcgattttcgcaatcgctatcgaaatgttgacgttcecttttgatagatgatattcaatttttageccggaaaagaacaaacgcaagaggaatttttecata
cgtttaatacgctgcatgaagaaacaaagcagatcgtcatttccagcgaccggcctccaaaagagatcccaacgettgaagaccgtttgegetecececgttt
tgaatggggattgatcacagacatcacgcctectgatctggaaacaagaattgecgattttaagaaagaaagcaaaagcagaaggacttgatatcccgaat
gaagtcatgctttatattgccaatcagatcgacagcaatatcagggagectggaaggggcattaatcagggttgtegecatattecttcecctgatcaataaag
acatcaacgccgatctggctgccgaagectttgaaagatatcattccgtcttcaaageccgaaagtcattacgatcaaagacatccaaagaatcecgtecggceca
gcagttcaatatcaagctggaagatttcaaagcgaagaaacggacaaaatcggtagetttteccgaggecagatcgectatgtatctatcaagagaaatgaca
gattcttctcttccgaagatcggegaagagtttggeoggacgcgaccacacgactgtecatccatgecccatgagaaaatatcaaaactgectgagecgatgatyg
aacagctccagcagcagattaaagaaattaaagagcagctgagataagtggtgagecgggaaagtgtgaataacttgaacatagtcttacacagtectgtee
acatgtggataggctgtatttccgttcgttttttacacttatccacaaatccacagccecctactagtacttctgectatttttataaaacataataattaa
tagattcccgcaaggaggatgattatgaagtttacaattcaaaaagaccgcecctagtcecgaaggtgteccaagatgtgttaaaagectgtttcttcaagaacga
cgataccgatcttaaccggtattaaaattgtggecctcectgatgaaggtgtctcectectgacaggaagecgattcecgatatttecgatecgaategtttatececcgaa
agaagacggcgatttagaggtcgtgacaattgaacagcccggcagcattgtgecttcaageccecgttttttcagtgaaattgtcaaaaagectgecgatgtea
acggtggaaatcgaggttcaaaatcaatacttaacgattatccgctcecggecaaagcagagtttaacttaaacggtttagatgocgagecgaatatcecegettt
tgccgecaaattgaagagcatcacgcttttcaaattcoccgaccgatectgectaaaaaacctgateccgeccaaaccgttttecgecagtgtccacctecagaaacacg
cccaatcttgacaggtgtaaactggaatgtcgecgageggtgaattaatatgecactgegacggatagtcaccgtectagegectaagaaaagectaagetegac
attcacgaagacagttcttacaatgtcgtcatcccaggaaaaagcttaaccgagectgagcaagatccttgatgaccaccaggagecttgtcgatattgtaa
ttaccgaaacacaagtgttgtttaaaacaaaaaacgtgctgtttttcteccagactgecttgacggaaactacccggatacaaaccgecctgattecctecagga
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« B RRAGYIFRAR/N
IRATAIMIFNZFR:  Acinetobacter calcoaceticus
TxE'Es‘cE’\Jix #HA/N: 4,198,078 bp
THAYIFPRIEERIZE A\ : [3,200,000 4,700,000]
Fw:ﬁéﬁm

v {genome size response>
v <input>

{species taxid»471</species taxid>
<length>4198078</length>

</input>

{organism name>Acinetobacter calcoaceticus<{/organism name>

{species_taxid>471<{/species_taxid>

{size sourcerspecies{/size source>

{genome_count »42</genome_count>

<{expected_ungapped length>3950000</expected ungapped length> NCB'H"JAP'%;"D .

<{minimum_ungapped_length>3200000<}'minimum ungapped length> https://api.ncbi.nIm.nih.qov/qenome/vO/exDec

<maximum_ungapped length>4700000<}'maximum ungapped length> - ; .

¢{length status within_rangei /length status> ted genome SIZG?SDGCIGS taXId—471&|en(1th
{/genome_size_response =4198078
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« E£=3: I={TPGAPHIMIFPZ FRIRIGELR

" BT

python3 ./pgap.py --taxcheck-only --no-self-update --use-version 2024-07-
18.build7555 -r -0 ./taxcheck --ignore-all-errors --no-internet -

g ./GWHDODTO00000000.genome.fasta —s “Acinetobacter calcoaceticus”

= HHZEER {5 ani-tax-report.txt

-+ A . == i—,—\— Best match: Acinetc ter pittii (taxid = 48296, rank = speq
u znlb . IJ\; i\ E@a, IEE EJE \ a; Moraxellales; Moraxellaceae; Acinetobacter; Acinetobacte

Submitted organism has type: Yes
N y . it ma Status: MISASSIGNED
E@Bﬁl:@*[l]%%ﬂ“{jg Acinetobacter p"‘_t“ Confidence: HIGH
Table legend:
ANT : ANT value between this assembly and the type listed

EEI S, \7 & Y (Coverages) : query-coverage and subject-coverage of this aj
u il:f::J 'IK,, &{ﬂ-tl:@*qjgﬂslj\ﬂgai j\' NewSeq : the count of bases best assigned to this type assei

Assembly : Release-id of the type-assembly (this value matcl
Organism : Organism of this type-assembly

”ACinetObaCter pittii”JEE5$$§ (assembly accession, assembly name) : of this type-assembly

ANI (Coverages) NewSeq Assembly Organism (assemt
96.771 (84.5 90.5) 1041226 1530028 Acinetobacter pittii
96.840 (82.6 90.5) 2441700 596368 Acinetobacter pittii

Submitted organism: Acinetobacter calcoaceticus (taxid = 47
proteobacteria; Moraxellales; Moraxellaceae; Acinetobacter;
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1.

o )l.:;L, .

(1) &

PGAP;-

ERFFISE (fastat&,

HMEMER)

R AR HORT

(=X{=E1)

aggeteatte
gatctacgat
Aaagaagaac

gtgttyg
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Jg\ chd.ch ttacaat
aagtggtt

gtt ttacagt tcgtcatocccaggaaaa
-aaaacaaaaaacgtgetyg

gtggacaa
ttgataacaaattggcot

glcggdet

aaa Lc|ml

ctgagcaagat
ttetecagactgettgacggaaactac

aagccaatgtggatate
gtttgtatagtgtgtgga
atccatt ccacaaac
aaagacgtttttetactatattatatgtt
atattg gtaaaggagggacgaace
gctttgaaaCatggat aa tcgauaa

goagoga
ttotte

gatacaaaccgee t'\_[a“r*t*r\ agga

LN

(2) BEREATEEINE (yamIiiE)

'Chen'
"Meili'

_name:
_name:
email:

~ganization:
department
T

X '100101"
country: 'China'
- author:
last name: 'Chen'
first name: 'Meili'
consortium: 'Genome Warehous
1c s _tag prefi "dodt0001"

submol:
class:

location:

submol . yaml



- T IT{TPGAPHTE R AT
- BT
python3 ./pgap.py --no-self-update --use-version 2024-07-18.build7555 -r -
o0 ./annotation ./input.yaml --ignore-all-errors --no-internet

= ERERIN/RNMF R : 1=iTH&Rcwltool.logH,
pEIINEIE “INFO Final process status is

success” , LML “Permanent

Fail “NEWRE

: output 11|'

annot cds from genomic.fna annot.gbk annot translated cds.faa cwltool.log
annot.faa annot.gff annot w1th genomic  fasta.gff fastava

annot.fna annot.sgn checkm. txt GWHDODT )00.genome. fasta

ERRINE SRS IZR cwltool.logigy ST =]
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= HHAYERESHFannot.gff

$#gff-version 3

$#!gff-spec-version 1.21

#!processor NCBI annotwriter

##sequence-region 1 265398

##species https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=48296

GWHDODT00000001 Local region 1 265398 . + . ID=GWHDODT00000001:1..265398;Dbxref=taxon:48296
GWHDODTO00000001 . gene 121 333 . + . ID=gene-dodt0001 000001;Name=dodt0001 000001;gb
GWHDODTO00000001 Protein Homology CDS 333 . + 0 ID=cds-dodt0001 000001;Parent=g
GWHDODTO00000001 . pseudogene 330 . . ID=gene-dodt0001 000002;Name=dodt0001 O
GWHDODTO00000001 Protein Homology CDS 1316 . - 0 ID=cds—-dodt0001 000002;Parent=g
GWHDODTO00000001 . gene 1614 2549 + . ID=gene-dodt0001 000003;Name=yadG;gbkey=Gene;ge
GWHDODTO00000001 Protein Homology CDS 2549 . + 0 ID=cds-dodt0001 000003;Parent=g
GWHDODTO0000001 . gene 2546 3319 + . ID=gene-dodt0001 000004;Name=yadH;gbkey=Gene;ge
GWHDODTO00000001 Protein Homology CDS 3319 . + 0 ID=cds-dodt0001 000004;Parent=g
GWHDODTO00000001 . gene 3316 4128 + . ID=gene-dodt0001 000005;Name=queF;gbkey=Gene;ge
GWHDODTO00000001 Protein Homology CDS 4128 . + 0 ID=cds-dodt0001 000005;Parent=g
GWHDODTO00000001 . gene 4152 4802 + . ID=gene-dodt0001 000006;Name=dodt0001 000006;gb
GWHDODTO00000001 Protein Homology CDS 4802 . + 0 ID=cds-dodt0001 000006;Parent=g
GWHDODTO00000001 . gene 4929 6071 + . ID=gene-dodt0001 000007;Name=rodA;gbkey=Gene;ge
GWHDODTO00000001 Protein Homology CDS 6071 . + 0 ID=cds-dodt0001 000007;Parent=g
GWHDODTO00000001 . gene 6091 7092 + . ID=gene-dodt0001 000008;Name=mltB;gbkey=Gene;ge
GWHDODTO00000001 Protein Homology CDS 7092 . + 0 ID=cds-dodt0001 000008;Parent=g
GWHDODTO00000001 . gene 7382 IEEE + . ID=gene-dodt0001 000009;Name=dodt0001 000009;gb
GWHDODTO00000001 Protein Homology CDS 7993 . + 0 ID=cds-dodt0001 000009;Parent=g
GWHDODTO00000001 . gene 8567 9016 + . ID=gene-dodt0001 000010;Name=dodt0001 000010;gb
GWHDODTO00000001 Protein Homology CDS 9016 . + 0 ID=cds-dodt0001 000010;Parent=g
GWHDODTO00000001 . gene 9060 9377 - . ID=gene-dodt0001 000011;Name=dodt0001 000011;gb
GWHDODTO00000001 Protein Homology CDS 9377 . - 0 ID=cds-dodt0001 000011;Parent=g
GWHDODTO00000001 . gene 9379 10095 - ID=gene-dodt0001 000012;Name=dodt0001 000012;gb
annot.gff
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* NZEI

GWHERZERIHETIFESIREN

-
et
*
Scientilic name Common names Group Source Accession L i Hos
- Direct - Yes
submizsion ¥
‘Genome representation Assembly Level Genome slze (Mb) #Chr GC content (%) Reloase date Source release dato
R -
3 2o !
Showing 110 10 of 3,781 entnes
Download Reannotation
- bly Level size (Mb) #Chr GC content (%) Release date  Source release date
DNA GFF RNA CDS Prote
wome Seaffold 27295 = 3310 2023-07-20 2023-07-20 3 E3 E3 3 E3
ome Scaffold 5 8084 E 64 40 2023-07-20 2023-07-20 2 2 2 £y £
ome Scaffold 58380 64.19 2023-07-20 2023-07-20 & & E3 E3 E 3
Scaffold 4.1180 5881 2019-10-12 2019-10-12 E 3 X ¥ 3 3 &

https://ngdc.cncb.ac.cn/gwh/browse/assembly
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» AssemblyE4HTa

https://ngdc.cncb.ac.cn/gwh/Assembly/64710/show an @ 2

Scientific Name :

Common Names :

Bioproject :

Biosample :

Accession No. :

GWH reannotation accession :
GSA raw reads :

GVM variations of the species :
Submitter Organization :
Contact :

Sequence author(s) :
Released Date :

Assembly Level :

Genome Representation :
Assembly method :

Sequencing & coverage :

Download :

Publication(s) :

&
p>
b
ks

Acetoanaerobium sticklandii
Clostridium sticklandii
PRJCAD18239
SAMC2923546
GWHDPCN00000000
GWHRA_DPCNO00000000.1

Marine life science, Ocean University of China
Han Cui, cuihan@stu.ouc.edu.cn
Han Cui

2023-07-21

Draft genome in scaffold level
Full Genome

maxbin 2.2.6

metabat 0.32.5

concoct 1.1

lllumina 10

Nanopore 30

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