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BHEF7EEFEGenBasedjr

GenBase2— 1at. RENERRFIEIRITEE, WR. FiE.
ERSHSRE. MRz, BRRFBEERBRSFZERTINRETIFEEE

@ GenBase AHT BXRIEEY- HEE BOFH- %t ORt- BIEUY- iBZ/Language -

GenBase 847 #ensEsHANE, SEEFNT (REEEEMESIMRNA,
DNAKEE. IHREMRNAZ\SEIE, EKE 3. 5h. SRAS) SRIFIDNIENE. B

if, ERESFEINSOCEHEMINESFVIE,

O RS EANE o RIS RUR GenBanidi s
. EHEE 2024-10-21
HERE 890
' EE& 4032

., BE5
«, GenBaseHiEI5 i
EMEE 2024-10-19

@ &

R 232
i 2 & WEE 1083
592 478 374134 720 619.151,637
<) SO
https://ngdc.cncb.ac.cn/genbase/ Genomics Proteomics Bioinformatics, 2024
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https://ngdc.cncb.ac.cn/genbase/

GenBaseJZiE{=EY

GenBase Submission

Generic sequence SARS-CoV-2 sequence

Nucleotide 1 Nucleotide j Nucleotide k Nucleotide m Nucleotide n Nucleotide p
C_AA000001.1 B C AA00000j.1 C_AAO00000k.1 | C AA00000m.1 C_AA00000n.1 pma C AA00000p.1

Protein 1 M Proteini Protein j Protein k Protein n Jl Proteinp
C_AAA00001.1 C_AAA0000i.1 C_AAA0000j.1 C_AAA0000k.1 C_AAA0000n.1 C_AAA0000p.1

Nucleotide accession: C_+ 2 characters+ 6 numbers + version number

CNCB-NGDC




HE 7 EGenBaseRIFH IR &S

Top 10 Joumnals

348 2,822(2,336) 1,098,190(875,013) 97,838 (81,099) 1,000,352 e
SUBMITTER SUBMISSION SEQUENCE NUCLEOTIDE (7939 1 4)

PROTEIN

Zoological Research

Virologica Sinica

\X/ 10 Nucleotide r 10 i(/ BMC Genamics :
(%] 9 A m Protein L9 o Nature
8 —o— Nucleotide (released) 8 Aquaculture
8 1 - 8
§ , —o—Protein (released) , § Aquacioucy Sopech _
| o = BMC Ecol Evol .
g 6 - L 6 % BMC Plant Biology _ | | |
g s~ 51 " % Lg 0 A
) O _.6 ]
g ‘8
> 3 - L3 © .
= = FAIRsharing.orc
B 2 ] B 2 8 re 3d ata -Org I\/_\- standards, data':uagses, DD'IC!TEQ
E 0 A 0 .
2 Since March 2023, GenBase has
S .
& supported data submissions for 67

articles and 285 funded projects.

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




NCBI| GenBank#iBSHiES(%

#Nucleotides #Proteins

500,000 - 1,000,000 -

400,000 4
3,000,000 4

300,000

J 2,000,000
200,000 -

‘ 1,000,000 -
100,000 - | ; L] 000,000

‘ \
Lh&—J‘dLm, AT T | LAI‘J ;M“L T TR TN

u 14 T J
2023-02-14 2023-06-08 2023-10-0 2024-01-16  2024-05-05 2024-08-21

2023-02-14 2023-06-08 2023-10-n 2024-01-16 3.024—.05'()5 2024-08-21

The total number of INSDC nucleotides The total number of INSDC proteins
sequences is 272,165,418 sequences is 329,065,402

*CNCB-NGDC
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BEER
INEE2H FnE E
o ° == é
HFEF5IEEGenBase - nggieﬂ - BERREF A B T # R BioProject #0
. Lﬁ*ﬁ%gﬂ' - EREHE FeFE) BioSample

- FTEYIMEERER K

AE[EH

- EREYEHERAN - EFEEBERFY

- FERREYMEERAAD - EREE Eed)
« RERFBEZHIE
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ElfrtzEa & R EERX SR INSD CRITTEE

EREFHARZFE
$riE L SENCE!
Ephabc: RefSeq Ensembl /
HEEBEHEE
GWH P
s o GenBank: Sz
PR 3g WGS
ENA:
Assembled/annotated DDBJ
HEETIE S GenBank: f£%: SeqUEnce
GenBase > GenBank
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HE &R C3EHE=—GenBase

1 B HIER

2. IR nIE

3. IR A MmNt

CNCB-NGDC 10



GenBaseZiEiR3IRIR

HRAZAHY
— 2 * ]:E _\_1:4+__k
» —REURIRAIRL ‘
s 22 1p2=FoS
EFEFIRRS e——
r—r— E_\_ .
eI ica
HHESFLITER:
— ST 1. BRER: BRERRES, (F8, HRY, SUELHERE
> BalER 2. {RAEHA. o )
REGEENERE
37 4t B FE—HEENZNFIIESHIFRIER)
" ﬁ ilr%ﬁU]:IEéé ST | -
3. FASTAB AR 75
%Ié‘EI_IF—' £ 4. )i
> AKJ&1§¢ZE&}%—§U 5. TB{S A, 4N isolate, strain, collection date, country

6. $5UEEHE, IkN: CDS (coding region), tRNA, ncRNA, gene

https://ngdc.cncb.ac.cn/genbase/prepare
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HEFTE: 1. HES- TSR

@3) GenBase AEE OXEER- #HRF BT~ OFKit OFE- BRI EEN E E=anovage -

- o = = = . v -

GenBase 51 u\f. #SWEEFNENE, BSAPES (BI5E

[EIAEMREOmMRNA, DNARES. JEEORNASUINEGIE, Wammes. %, & (8 Nucleotide Type your keywords : ERAR
¥, MEGE) ZEFIRETEHE. B, CRSXBINSDCRIERINGED - . & : -
SIS, P a%cé_moonoan;mduua.a;eeooggsazz
‘_' . 4 > e ‘q
8 Tie
B iCESRaHE &+ EfFEiEGenBank®B S
: - W EEE: 2024-10-19
"\ [ & ' | éa& 108,467
x . -
_.ih | e <« GenBase X BFH AR -
N‘ &:. 4 (PMID:38913867), RKilD5|H. <, GenBase¥iEEH
2 o .
‘ d ? GenBaseiEidFAIRsharingiAiE EB&B@. 2024-10-19
b s ot
A ER%: 1,003
592,478 374,131,350 619,127,880 EEInGEIHEE i
> <« §RhNThEE

HUEEMILL: https://ngdc.cncb.ac.cn/genbase/  HNRGGHITEE

CNCB-NGDC



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

HEFLE: 1. KRES- TSR

Databases Tools Standards Publications

““*NGDC Central Authentication Service Central Authentication Service

Enter your Username and Password

BioSamyg
Emall Forgot activale?
Bic
zhaoxuetong@blg.ac.cn FBR& .
Bi
Password Forgot password? .
.......... ﬁ‘ﬁg Nk
Check code Da 3se ) )
— - N N\
xm gﬁlj—_EﬁE_'j GSA for Human

L Keep me signed in Genome Sequence Archive (GSA
Login Register Genome Warehouse (GWH)
Genome Variatior (GVM)
MLtk o
%‘EBEE Open Archive for Miscellaneous Data (OMIX)
@tl\ Scientific Data Arc Cuctam (CMHAS

Jata Archive System (SDAS)
HEEF NS ED

ShLPERIMI I IE, ESHEXER, RiEloginEh
R R AR

4 i C NCB'NG DC




HEFTE: 1.FES- TS

Sicnce */NGDC Detabasss  Tools  Standards  Pubicaions  About

Welcome to register for an account of NGDC

Register information
Account Login Information

Email *

EARRILE: https://ngdc.cncb.ac.cn/account/register

NRIEK S EMFIERIEFBEZ @M, BEKEREbigd-admin@big.ac.cn
2# 7 CNCB-NGDC



https://ngdc.cncb.ac.cn/account/register

HETIE: 2. BHFIIRTHERS

|GenBase #MER BHEIRL &#RFE B &t OiRE BEINGS

PR—— | —
snBase 24,5, FHURR = BEEPET (SEEEEMERMRNA,

@ BAEE: BRESI, FERER, HRER, #EAkmBE

@ FASTARETUXHEERFFS

- FASHLiInuIE THITREIRSES
« GenBaseTools(gbt) : https://ngdc.cncb.ac.cn/genbase/download/template/gbt

® TTEEIE: B3 collection date, country, host&

@ BB B&gene. CDS. tRNA, ncRNAZ

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

2. CNCB-NGDC



HSETIE: 2. 2RESE-FASTAN

FASTAS %, AIBE—FREkES5F7
I5(EAFASTARSZL, LAENATHR, RiEfFiT
- REENEXITHR ">" fFS5F—1Sequence ID

Sequence ID -

For example:

Seq1|[organism=Homo Sapiens] Definition Line for Seq1
aaccgatatagagagagga

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

Sequence IDAFREK:

(1) UAs=8Fk

(2) 8., #=F. ta%-. M% . = BS. ESF#ER
N_EmERFIAIsequence IDgseq

2. CNCB-NGDC



HETIE: 2. SiEES- IR

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

- GenBase ModifiersxIsx 3B StEXASZI=RICER, BT ARSI, A, {Aibikis
=ZNY YN EZ NN =P SIS ES

2. CNCB-NGDC



HERILE:

T#EEfIHGenBase Modifiers.xIsxt&#x :

#!Version: 3.3

#DO NOT MODIFY HEAD LINES AND EXAMPLE LINE! || A~ 545 Scbi 8147 Rl 147!

#!The first column contains the Sequence IDs used to identify each sequence in the nucleotide FASTA file. || 57— 41 {L 7%

TR A% 72 FASTA SCfhh 4

T 5[] Sequence ID.

2. IR - ToRE

#!Specimens are identified in the Source Modifiers Table by the same Sequence ID used in the FASTA file. | Specimens . Source Modifiers Table "1 ff FASTA SCF+ {8 HI (1141 7] Sequence ID Frif.

#!The heading for the first column must be exactly Sequence ]
#!Each specimen in the set must have a line in the source modi
#!Each Sequence ID may appear only once in the source mod #l
#!Fill in the data in the line beginning with "##number". If it is 1

#!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.(FHIR

EIE 5% AE
:ﬁ@*ﬁiyg EEIA

, BBFEANNEEFIR,

#!Reference: https://ngde.cncb.ac.cn/genbase/standards ; hitps:/www. Ilel nlm.nih.gov/Wi ebSubfthhelpfﬁenbmlk source-table.html#modifiers

ZBFERITIEIR

| N REFRMIE I{TES Tk A Modifiers, FHHES, MAZES“Na”, “n

##Color Code | required | optional (recommended) | optional |
##Column Number #i#1 HH2 HH3 #4 HH5 #HH6
##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 Ag

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
MD. Available values can be found at ControlWords sheet. organism, the "host’ modifier can be
used to identify the name of the
host species.
##Description
#HExample(do not delete) Seql 2001-01-31 or value in ControlWords sheet China or value in ControlWords sheet C.Grant Homo Sapiens Male 4:
##1
##2
i 2. EEMMESRIMERE, AEMIIRERE. 177IaF. HEIRPFAS
##4 Je1t RS IFx . 179 1N =L =
##5
##6
##7
ControlWords SourceModifierTable ® [] 3
18

j: %Jlj I:1|:|Iu\



HETE: 2. SiEES-1SIEERESUY

- WTFERENER, GAIUWAAERFIEINERERB, JLUERE T HERXH
GenBase Features.xIsxtE5F 1%

(https://ngdc.cncb.ac.cn/genbase/download/template/Genbase Features.xlsx)
- WTERRER, BESF—ThHIRTGSRISIER (tbligt) 2ENIEIRT S RAYE
BX (gff3t&h) kit

tblfE=\ : gff3f3z:

»Feature Sc_16

@ ##gff-version 3.1.26
1 Tooo EEFERENCE i
Publied BRA044] 1 ##sequence-reglon ctgl23 1 1497228
<1 1050 gone 2 ctgl23 | gene leee 9eBe . + ID=gened@@dl ; Name=EDEN
Zene ATHL 3 ctgl23 . TF_binding site 1000 1812 . + ID=tfbs080A1;Parent=genefBRol
1 1009 cos 4 ctgl23 . mRNA le5@ 9Seee . + ID=mRNABBOO1 ; Parent=geneB@001 ;Name=EDEN.1
product acid trehalase 5 c¢tgl23 . mRNA 1058 9@ee . + ID=mRNABBBA2 ;Parent=gene@B@01 ;Name=EDEN. 2
product. Athlp 6 ctgl23 . mRNA 1368 9@ . + ID=mRNABBB83 ; Parent=geneddd01 ; Name=EDEN. 3
codon_start 2 7 ctgl23 . exon 1308 1508 . + ID=exon@@@01;Parent=mRNAGREO3
1 1050 nREA 8 ctgl23 . exon 1050 1500 . + ID=exon@0002 ; Parent=mRNAGPOOL , mRNABOBE2
product acid trehalase 9 ctgl23 . exon 3000 3902 . + ID-exon@0003 ; Parent=-mRNABOOO1 , mRIAGOOO3
10 ctgl23 . exon 5000 5500 . + ID=exond0004 ; Parent=mRNABBRO1 ,mRNABEOO2 , mRNAGBOO3
11 ctgl23 . exon 7000 9@00 . <+ ID=exon@0005 ;Parent=mRNAGBQO1 ,mRNABEOO2 , mRNAGBOO3

CNCB-NGDC




HETE: 2. SiEES-1SIEERESUY

S e .
FE 53 GenBase Features.xlsxi&tR:
A B G 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 (EH_T)
CDTTESPOﬂd:ing columns A ~ G Where feature (CO]I]ITLI] E) is the structure name of this type of sequence, quﬂ]j_ﬁers (co]umn F') is the attribute of this structure, most e T e -
feature © ! qualifier &

attributes are optional for the relevant structure, and some attributes are necessary. After selecting feature and qualifiers, qualifiers hints (column G) will help you ;

: 1(FARERSIRIP, SRS EIHSEA-GY | e I g |

4| Feature table dsx B — M TIEEAEEEREN, AFEFEHIBRFERESHUIARIGH . K feature (column E) B FHP—2tmMEH ) _ Bamee ]
c 1%, qualifier (column F)E - EiEFIEMEN . AT AEINEEE, BRNENEEERN, MEREENELEN. SAPEE 7 EEASTEED
i B, Qualifier hints 1§ SR FHERBHIIE N . THREE, NS L #HAES qualifier value (column G)
/gene=ilvE
7 Locations {E*F} Atiributes (EHE)
g 5 equenceiid start end completeness feature qualifier qualifier value
9
10

. 3. BRI IESREIMER 2. iR
13 AERIBRRL. 1352F8. HERIPEARS IRRESGHIIRNS

myFeature example zh-example feature_inspection_sheet 1




HETE: 2. 2R ES-1SUETENF

4

A 8 c D 3 F

G

H . 1

1

Feature table xlsx can be regardad 83 & nocleic acid ansotation formsat with mets information. The user seeds to fill in the corresponding ssotatioss in the m*“(m

Meoh-it ~ G. Where feature (columm E) is the strocture name of this type of sequence, qualifiers (columm F) is the attribute of this stracture,

2.4 mm«whmmm and soene sttributes ere nacessary. Afler selecting feature and qualifiers. qualifiers hints (cobemn G) will feature G qualifier §

3
4]

help you prompt the format of the qualifies value

Ageve #ome

Feature table B —HFTARNEFTRNEL, BPRBEETRERMEH ] EOAGH. M bioature (column E) B 50— 2 040 )

. qualifier (column YR S MAHHHEHME . BT AOSNE. FORERRNE, HROMENECRE. LHFRE T REHERE

R, Qualifier hints FEH BT SRUNTY . THES A, L TRORT qualitier value (column G)

&~ o

Locations (4 b5) Attributes (W 1)

aymibod of the gene comresponding to a sequence region

id start end leteness feature unlifier

'i" CES M= AT
7 L‘bgi -'am
vt

Here are the musal for using the alsx festure.
The sequence of the example is KT216076.1 from
Genbank. which is 2 coding gene with multiple sxons.
The experiment hiss captured complete CDS, but jt still
lacks a part of the 4 'end of the complete gens

Tryon kave any comments and suggestions on the xisx
feature, do not hesitate to contact ws:
-mails genbasedbigac.cn
(q: 629358189

Features{4t&EtRA, sheet2/3
RHEEH T BaIES5GI

Here are some written consensus
1. Azy annotation locus should kave a [geue] as &
festure (in E column), snd its attributes shoeld ot least |
include [gene] qualifier (n F columm), adich '
Mm(hthumdh i

]
|
|
|
1
|
|
|
1
|
|
!
|
]

zraﬂoneoathemmmm
Jeast the [product] attribute, whose corresponding
value i3 the mame of the proteis
3. You can find a more complete definition of any
feature qualifier = feature_imspection_sheet

e



HETE: 2. SiEES- 1TSS

o

o) o

E

The comparison table lists all the features and qualifiers that can be filled in. More filling explainations can be obtained at

Tittp www. insde org documents feature_table. htmil

2
: definition feature qualifiers comment
s (Ogtiosalyallele  _ _ text
B (Opticmbcitation _ _ _ _ ‘foomber) . .
7 (Optionmal) &b xrefl
B 1) regiomat the 3'end of 2 (Optiosal) experiment ~~ [CATEGORYjtext =~
9 matare transcript (following (Ogtiomal) fanctios test
10 e stop codoa) that 1 not (Opticmal)gene
2 o ;
i m’f‘”’dm‘.i’“""”"’ SUTR $9?‘.fi;“‘!')_¥?l‘?.?!'!‘l“,"l‘.’_,- Na
12| togion st the 3' end of {(Ogtiomal) mfereexe
13 RNAvir (followiag the (Opticmal)locus tag
14 last stop codom) that is not (Optlomsmap
15 tambtedimtoaprotein;,  (Opticsabnote fet
18
17
18
19 ...................................................
0 S B
2L ) vegion s the 5 endofa oo [ stedwsdiniitee
_2'; mature transcript (proceding R S e e 3 e —
27 the initiation codon) that i A e S T SN =
2. st st ko ot o . S—
L 3 a et e— s s o g i e s e 2
] e e TR [ptonaD infereace [ICATEGORY [T PE samae spec i
;:7 (preceding the first (Optioml)Jocus tag _  _ _ text(singletoken) _
28 itiation codon) that is not
g transbated dnto a prosetn;
31 {Optioml) standard neme text
2 (Opticmal) trans_splicing boolea
. (Optional) aliele e O aT Ter TeToT
A e e et e e v Of 07 3 07 3, fndicating The
2 (Optional)artificial_location. ___ [anificil_jocation vaioe] <t e ]
3? ~— complete codon of a coding
?f ------------------------------------------------- featuee cie be fousd, relative
¢ ¥0 the first base of that
z ................................................ — feature, /trans!_table defines
M R e s S et et 4 e bt
20 [exception_ satus] Mgmﬂkmdcub.lo used if
-ICRTEdOR.\;h— AR e ofter than the universal
41 Sl S e e e geaetic code table; genetic
:; ~— code exceptions outside the
2 QOUMESMUNIREL SEQEEEE. @ MR e e e s S et et e b rasge of the apecified tables
Jeoldesthat === === AR R s e e e e s < o 4 s £ e 4 Sk gt skt i m/
s Wit (CATEGORY.TTYPE] samme spec. oo oo o occ?
P RS text (single token) = P
47~sequenceof-nmoscw1nt s -----~—-----;.-x-‘----'~- ----------------- of & stable 1D portion (from
srotein (location isciudes -t wimimimiein  the endof 2018 new
myFeatune aNAMmpe I -eiarghe tedlure spection « “

Feature inspection sheet

FeaturesX{H1R1RA, sheetdiR {7 i¥HHAY
features, qualifiers, typesixfil, RJ{i&=+F



HETE: 2. SiEES-1SIEERESUY

R AAE

£:%https://github.com/The-Sequence-Ontology/Specifications/blob/master/gff3. md¥0https://www.ncbi nim.nih.gov/genbank/feature_table/. Sw*ﬂ
1) EEXS 7S
BEER HBFX. FiEX., EEX,. EEF SEXEES, TABHESHEERHEE Utexcel, GFFEETBLIEF, {EATENH HIEEGenBase, ° Eu k aryoti C g ene

2) FHLERRG -
e Eukaryotic gene ® BaCterlal OpeI'OI’]

Excelt&= ) ® Art|f|C|a| C|0n|ng

Locations (B #5) | Attribates (B 1) |

sequence_id start end completeness | feature qualifier qualifier value | .
x T T s vector (circular)
seq) 10 567 complete mRNA gene ubod2
= o e R e G .
] po iy e « Plasmid
seq! 10 567 complete exon manber 1
seql gene ubcd2

U B 758 nber
» A S  Repeat element
seq! 79 1320 complete exen number 2
seq! gene ubcd2
seql 1310 1317 complete regulatory regulatcey_class(OMar polvA_sigmal_sequence .
= S  Immunoglobulin
TBLIE= 41

heavy chain

<1 9 regulatory

?:;:.atn;ff‘{?dq promoter o T-Cel | recepto r
10 567 mRNA
gene U2 \Y\:ﬁ GenBase AR/ BNEIEL- #IF BFE-  O%iT  ORE-  BEEBLE-  Transfer RNA

789 1320

54 567 cps

Nuckobde

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

#en C_AA00110 L=

s CNCB-NGDC




GenBase z—143. semmEwGay, SSEFRE
(CUESEHTLIBIAITRNA, ONARS, 1HRISRNAGSME. Y]
e 0, W, SEES) BRAARRERAR 5B O - —
A A SINSDCIARMFIRCUF R, O "’- "gp_mmhmmw.wmm-
- ’
‘e |9 -

B rouEsnm 0 e

EHARSTINLES 2

mkd 2 A=)
562478 374,152,067 619.526 435
O rEnE © fEsiE?
VO SERVIRTRIRNGenBase HM BRE, INTESTEN TG0 N PRI TiRE):

The data reporiad i the pape hive Doan depcsed in e GonBase [1] n Naboed
Ganomcs Deta Centor |2} Bayng Inshituta of Genomics. Chinese Acadaey of
Scmnoes/Chins Nabonal Center A Bionformabon under sCossson numbes
C_AADDDOD that Is pubicly accesshia at hitps Yagac tnch ac cvgantase

RTINS
W, SRR HEMTRU e R
SRR, TEaR],

Emad: gt g «
QGRS L2600L
L 8610 84007296

st T4¥EH9 0. 17 00

Redwancas

1) Goniase A Nackobdo Secuance Database Gonomcs Protoomes Enmnformabics
2024, qrasaT [PMID=30013367)

[7] Database Resownss of the Natonal Ganomcs Data Center, China Nationa Cantor
for Baorformsbon o 2024 Nudec Acds Res 2024, 52001 ) D18.032 (PMID=38015255]

GenBaseFTn HUEIER

4 RENEGenEam S
mwEHM 20041025
e 22077

RS 15 ran

s GenBase IR
BXEN J024-10-25
w1

#Ew 10

GenBasefz @A il

GerBasei@ld
FAIRsharing&lreddata )
ik

S HEnEn

[N
L ——

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

CNCB-NGDC

BlG Sub 1 MR TS RB0 Sutemecn G5 W AN BETASNAT L WRNS

BIC Subirisdion Purtal

. AMrEe - AR

[ ARSI NI LRI 02

Cesutrm toysence Archien
Lo it o L B LRSI LI Lad el L BE 2 L
w e L

Gerarree e
RLLH U R P ER TR SR
LJ

O L R N B =T

P rARYNEWN RS L LR EL P LR T 1Y

BIG Sub GenBasef£az A\

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




4

IRAZiiiE: EIEFAYIRES

F) GenBase Anm BmmEER- ARE GGt OmE BT

Nucleotide v = Search BEeE
540 C_AA001108.1; MH011443.1

FTHINERZ X

GenBase easeaHasyiEmRNA. BEEDNA, ncRNAS/MVEELR, MMM, &5, FL. 18

— &=k,

M- b —> o {HRSEAAYFIZHRIZEE A (Pl RE Bt e REA & A HHER RS el /T AR 32 B GWH,
nﬁ\ﬁuh%ﬁyﬁ‘@)ﬁ o B T—URFRAERRIARBEE (G FFYIRHRAEE] GSA.

Y4

T, HEEHRAE

https://ngdc.cncb.ac.cn/genbase/prepare
2# 7 CNCB-NGDC




RRinizE: SR IB3ZAIERE (Submitter)
@

© © © © 0 @ © 0 ©

(== ) FEHT—2
BTIERERZEER, RRASBEENENAFTIMENERMEMHEE, NS EEFTERAE, BER
TELEAMZ

#HIREREZRS XA FIEIETHIYEMR, SRSRIREIGRYEMERE, MmARLMENIRRZEEE A

2. CNCB-NGDC



IRCintE: TE2. 2EFNiMsE (Reference)
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ik

HR{ER

23T #0000062

| e BEEGERNTES
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TRAAGCTRAGAAAAACTTTAGARTOTGOTCAGCAAGAGGATAACTATACTAGGAN 7 Organism Name:
e s
Inpuat same organism name for all sequences
or
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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 (§271%)
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 [~ | 7
2 attributes are optional for the relevant structure, and some attributes are necessary. After selecting feature and qualifiers, qualifiers hints (colmmn G) will help vou feature Ei' : qualifier E}
. prompt the format of the qualifier value. regulatory I regulatory_class(Mandatory)
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P4, Qualifier hints’if SR T LEEMAIEN . THERERETL, FENEIERIIES qualifier value (column G) /regulatory_class='promoter’
& _ /regulatory_class='enhancer’
Z Locations (445) Attributes (B1) Iregulatory_class='ribosome_binding_site'
g sequence id start end completeness feature qualifier qualifier value
9 R 36695 .....7018  complete o] BEE e BEOE e LSRR <= The block of CDS
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12
13
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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 [~~~ 'I- ''''''''''' T 7
o | attributes are optional for the relevant structure, and some attributes are necessary. After selecting feature and qualifiers, qualifiers hints (column G) will help you feature & : qualifier
; prompt the format of the qualifier vale. regulatory I regulatory_class(Mandatory)

e - e e e s e —————— e st st e e e —————— -
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6 _ /regulatory_class='enhancer’
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3 sequence_id start end completeness feature qualifier qualifier value
g |fichy 36695 7518 complete gene gene ftChyE
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Select All 3. &;:F*gic”ﬁ‘j Summary

F = — Ereaerid

A\
1. BEER LAY SE .
N\ B WO 2021206054-A/15: Genome modification method and genome modification Kit 4. -Fﬁ

Format

Summary

1- 20 bp RNA Formt FASTA
Accession: PA342009.1 GBFF Accession List
% Separated
Merged
8 WO 2021206054-A/16: Genome modification method and genome modification Kit
2. 20 bp RNA

Accession: PA342010.1

Homo sapiens isolate TWH-2683-0-1 truncated mutant tumor protein p53 (TP53) mRNA, complete cds

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

. CNCB-NGDC
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N

earch
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GBFF ~ 1 r'_-TE ——p Sendto: ¥
LAV 2 Y

Homo sapiens isolate SARS-CoV-2/human/CHN/0411_4/2020 ORF1ab Format
GenBase: C_AAD0DOO1.1 2 \%.tz
BRI, ——— oo

FASTA :

reate File
LOCUS C_AAODOCO1 29819 bp DNA | inear PRI 26-APR-2022 3 ﬁ
DEFINITION Homo sapiens isolate SARS-CoV-2/human/CHN/0411 4/2020 ORFlab o I

polvprotein gene, complete cds.

ACCESSTON C AADODOO]

VERSION C AAD0DQOL, 1

KEYWORDS

SOURCE Homo sapiens (human)
ORGANISM Homo sapiens

Eukaryota; Metazoa, Chordata; Craniata; Vertebrata; Euteleostomi;

Mammalia; Eutheria; Euarchontoglires; Primates; Haplorrhini;

Catarrhini; Hominidae: Homo.

CNCB-NGDC

Format

GBFF

FASTA




GenBase#liE&ZHh5H=: #iFTaHEHMAI

1. FTPT%; https://download2.cncb.ac.cn/genbase/

4 Name

o 027
CNCB-NGDC public Download Server s

2023

Current Directory: Home / genbase Ml process

20240101 .flat.gz
4 Name # Update Date 20240101 .fiat.g
= - 44- 1) 20240101 .fsa.gz
W8 GenBan 2024-09-03 10:44:00 fsa.gz 1:?%}4_5”
M RefSeq 2024-09-03 09:45:00 20240101 fsa_nt.qz A %
B daily 2024-10-19 02:40:00
40101.gnp.gz

1] 20240102 flat.gz

2. RestiZ[O https://ngdc.cncb.ac.cn/genbase/restapihelp
T#L8EAccessionfwSHIFS

20240102 fsa.gz
20240102 .fsa_n1.gz
$i40: https://ngdc.cncb.ac.cn/genbaselapiffileffasta?acc=C_AA004835.1

&R e fiiid G

acc string Accession C_AA004835.1

IGRZ: byte]]
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GenBaseZIEIR3ZHH]

Q‘_{jGenBase ANT  DEEER- ARE BTH- Ot OFs-  BEWRH-

GenBase BN
GenBaae TRME

Nuclectide v S6ary
GerSxeR IS RIN N
FHN C AADONIEE 1; MHO11443 1 (380K
Genllasa RIS IR
Sosini

1. FREiEHIFEISE

52 WA E ] =R LA R AZPGEIN

GenBasels IHFREBPTHRLCIOWESLE

MENE . GrfleeOWIIERMNE ERIGISORE-0Y, FEMRITRNGwla, TR TTERENGIQSSNMITR

BEQ SEAT s SecpBIN O ING T Stigds Promey

W PRI G RS ST L P
L1

unuR
1 ehe | T TN T e VISR Y L a anpe
1 R L 8= | L4 IR RO E R L o |
3 AR ™ Sy # YT SNETTR TR, SR FwaEnR L ] Ly}
B gy { 23 L > o BANSIREN 5T "y 2 MmAN IR S ui

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

\EjGonBase amm Bmmmm- smm BTE- Omt O Bmawe-

GenBase{FRNiE
GenBase T M 319
GenBasefii=MRINER

180 C_AADO$108,1; MHD11443 1: GBD
GenBasarf i\ IR EEY

RiopiENR

Nucleolide v Seurch

2. FRFUSEFRAE NS
3MzELEy, SHERFRIIERIASERG

WAR1: Wikzource modifierffil
Liresult_asogn YRR MR8 TS

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

@ FEENHIS

1RaciEm

IR SRR AT E SRR
=, SAeEE R REE
REFRGGSR, SHENBEERD].

Email: genbase@big.ac.cn
QQE+: 629388189

EEH 86-10-84097298
T{Eadial T4EH9:00 - 17:00

https://ngdc.cncb.ac
.cn/genbase
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GenBase A KiZ(EHXFIHE=

[ BRI ] FARE SRR
%ﬁ GenBase ABR OIEEY- HBRE BTE ORit ORE BEasoy | AR R SR BT

(https:/ngdc.cncb.ac.cn/hgrip/login)

= i GenBase S =RATRE, 118
iy 4 N\ \ =
- 2 mn ) #0S
AER R 2 | wimwasE -
BOSIITRE ZEFEFNRIZEAO — T 2 EAREERFRSEERE
I SERAMESHTARSEHRNE, 8 ANREAREHEETERE TSRS Al \ (https://apply.hg rg.net/logm)@_ﬂ%
I P g | BSHOBGRS, HEELRSES,
1. S SWBEAT, (B, LUK, SIESH :
2 ek e
N ;?g;ﬁ‘t‘g| EF AR ER) & ) ’ 34%%1%%%*D$%*E%QFH%EEEB1¢
ST e — IR[E25GenBase T{EHBiE
3. FASTAISRTRES = . =T
\ o s || 5 | s genbase@bigac.cn, BTEAIEERL T
575008, G e e, o i oy EET J # 7| emmpez| OTABIREEATIRER, LARITRIFER
6. 150E T, H1i0: CDS (coding region), t , NG . gene = EI’\JEI,HH(*%BQE,HHE_]’EE}EHF'NK%E«T?
) (£
2
> »[ IERE ]
N7 A Vaxlan -7 N [NE—.T —p| 1 =
GenBase>X HRRIEEIZHI EIEZ = 0E0E A
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Gene duplication Speciation D Human histone H1.1 -

Human histone H1.2 -

gojeued
Sojoyuo |

: Histone H1.1:
Ancestral .

Histone

H1 gene
Histone H1.2

Chimpanzee histone H1.1

Chimpanzee histone H1.2
Wikipedia

EREFRERBTHERSGAFMINEEMAME AR AL PRERTHEEEEENMREX



RRBE=

OMA (orthologous matrix) =215 &0} %ﬁiiﬁfggg’z‘ 2R SRIRE

BRI ERRAIRA T, oemr

Inparanoid blastFFELXT S5 LT

eggNOG (evolutionary genealogy of genes: non-supervised S IFRRS IR, BE 7 FRER
orthologous groups) iz BFREER, A BRAAE

OrthoDB (the hierarchical catalog of orthologs) FE5IELRS AR, RKREAFREUEE

Gramene (comparative genomics and pathway resources for plant \, NEESEREYFIEY, ZEIIER,
research) EHCRFET B AT

\ e ETEERNEER R SRR,
BURFRET  Emsrt RS, TIAR, B
SREREERNER,

» . INEEBHIEE, EiFF/NEREM,
Triticeae-GeneTribe database 5215 #5] B EMAF

FHERIER: #HETTAAR, SEMEMEREER
ERNERRRATAR, REERERIREZERTHE,
ERERERDEFEE, "

Treefam (phylogenetic trees information with homology predictions )



[miREEZEEFEHGD

Homologous Gene Database

A dats partal of homologous genes across mulliple species

- HUEES
IEE.L:IIU\

* S EIREE
¢ %IEF I:Iu.:\
- HHR. TR FiX

) Dotrsmrsahan

© o= 43 o B Do

AE"EF
E . I BB/ (=1 u\ altiple: Various Annotations User-Friendly
YOO |ITOGrate Trads WIS, Annrsn ad Cinnn Toowat. SaaTEn el Aomrson ] we ot vitites
SpNGE 3 Snmsingy Gilte

» Gene Ontology

How o cee Y
HGOD: an megrawd

37 112,383,644 16,909 Ramclagas gane dausace
BOMmas multple speces.

Specan Homologous protan paks Homologs with ¥at Nuckesie Acids Res 2022
(EMID=363 182611

Read More Bead More Bead More
Relaled Lnks

https://ngdc.cncb.ac.cn/hgd  NAR, 2023
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At
HEE S

*QJ:E iERFe usﬂg

Data Sources Data Processing | Database Contents

Homologs Data Sources | '—‘r@ﬂléﬁl 37 ( Ej]tl:@ 19 1‘5’—% 16)
Format transform :
SANTHER | ! Original files ) [ PUSVEEKOOENEY | e
@ EggNoG | &t | — s NP
=A — e 1 i - [EREHEN: 112,383,644
& .. : Data filtering l : o _
; Protein‘pairs with w Protgin palrs‘in * Tfﬁlt;I*%lEl;}ﬁg 161909
: uiliiple IDs Spteibe Mo ( @ | Homolugous (mms
L Wapping { l File merging * EE;E$¢|__II)?E. 276 670
' H 1 l T 1
- m Homologous 1D mapping Homologous =B Y ) 0" i Ogs iy S-S =1
protein pairs genes ¢ i@]ﬁ}i%q:ﬁ})ﬁ% . 398,573
UmProt ( I?i" lHnmoloLs \/dl’l.ml\
Gene annotation I ‘

i Homologslxpru:non * GO;E;FﬁlE-I;)EE 5361852

B

Annotation Data

Q!E—'—*.-:ém},‘r.é'.r:ml@r/f GWAS -A.uas

=

GeeEpresn ] <<

| Hom
Trait Variant Expression GO N

I i \\ Homolons (JO
Ei Sj ’ "’:::;'
GVM l ] :« | 'Tpu.lm

i -

62



WNERIEFRG 2

* Filter by Species

> Filter by condition wo( Jer
» Filter by Trait

Animal

growth and meat prod. ..

animal welfare trait

mammary gland and ...

animal health trait

nutrition trait

reproduction trait
Plant

* Filter by GO

nucleotide binding
nucleic acid binding
DNA binding

DNA-binding transcription fa. ..

RNA binding
catalytic activity

a)i[R & &

& 4

Total 1 Spage

Check All

EP2 (Oryza saliva)

Regulation of panicle erectness, panicle length and grain size

Symobl: EP2

Uniprot: QDD4NG

Ensembl Protein: Os07H0616000-01
Synonym:

BioType: protein_coding

AEIHREFEREE

Homologous Gene(s) :
FEHXO3 Vitvi08gO0o052 POO01T (Vitis vinifera)
Zm00Q0D01d022143 (Zea mays)

AOA3BECZGY TraesCAD scaffold 038815 01G0O00100
(Tnhcum aestivum)

4332729 (Ovyza sativa)

OsSTAB1 (Oryza sativa)

MIC3M0O PGSCO003DMT400058989 (Solanum
tuberosum)

ADATDEIILS Zm00001¢022143_PO0S (Zea mays)
ADATDSVIES_TraesCS2D02G 178200 ( Triticum
asstyum)

SORBI 3002GA74400 (Sorghum bicolor)

4334871 (Oryza sativa)
Q7XI08_0s0710445600-01 (Oryza sativa)
MICTF1 PGSCOO03DMTA00074261 (Sofanum
fuberosum)

Zmd0001d0068E64 (Zea mays)

ADA3BBAUTT_ TraesWEE_scaffold 108878 _01G00010C
(Trticum aestivum)

SORBI_3002G377000 (Sorghum bicolor)

0s06g0198500 (Oryza sativa)
162800185 (Solanwm tuberosum)
PGSCO003DMGA00002567 (Solanum tuberosum)

AQAZQTFXLT {Solanum lycopersicur)
AODAZGZXZ0GS5 PHTE2571 (Capsicum annuum)
AOAZCAUYNA_OAY36365 (Manihot esculenta)
100817241 (Giycine max)

BnaC06g521300 (Brassica napus)
AT1GT2410 (Arabidopsis thaliana)
FAJFS3_ATIG14172 (Arabidopsis thaliana)
AOAINTEAS (Populus trichocarpa)
LOC107906061 (Gossypium hirsutum)

https://ngdc.cncb.ac.cn/hgd/gene

ADA3QTGYTS (Solanum lycopersicurm)
ADA2G2ZBBE PHTT9244 (Capsicurn annwum)
ADAZ2COW422 OAYS3252 (Manihot esculenta)
BnaAD6g 116700 (Brassica napus)

50079499 (Arabidopsis thaliana)

ATIG14172 (Arabidopsis thallana)
QOLOIA_AT1GI7360 (Arsbhidopsis thatiana)
101213033 (Cucumis sativus)

LOC107913848 (Gossypium hirsutum)

Tait 4 Varstion 8 Expression 15 [ ﬁi’gg@ii*%ll%;ﬂ

ADAJQTJBBS (Solanum Jycopersicum)
Af:‘fh?(_;;’_/..‘-’:;!'?k PHTE60TE (Capsicum annuurr)
100812963 (Glycine max)

BriaC059 135200 (Brassica napus)

AT1G17360 (Arabidopsis thakana)
F4IDB4_AT1G72410 (Arabidopsis thaliana)
ADAZKZB2WE PNT44118 (Popwus tnichocarpa)
LOC107897450 (Gossypium hirsulum)
LOC107958375 (Gossypium hirsutum)
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ESMREIFEEE traiti T

GWAS Atlas, 37Nsh¥, 6MBEY, 16 909 ElREE
EEHEIAP IR ERE

— —

| Selected Trait : growth and meat production trait | Il -
Do Aty AeaEAS O SOSEEie-ClaatINIOR IHARTAY it IO St IR0t PO R P Selected Gene

I Homologous Gene Detail Information

KB EIRFRM

GWAS(ER

I GWAS Detail Information

Mdlatalds

e BEEE Bf: BERE, FEfRteit S BEERE, TRERMNtrait
https://ngdc.cncb.ac.cn/hgd/traits

HER LAy

.........

'
BRIEER
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GVM 71N, 9MEY, 276 670 [EREE

P

—

Y o

 Consequence Type : frameshift_variant

I Homologous Gene Detall Information

TRIFER

4
ENGF CACGOOR0000 1556 ‘ 085 L L) | B [ |s 1 = -4 1]
§ Vanants Detall Information
ENGFCACOU000004404 ' 9625 LR [ mn ave = (15 i
ENGFCAGOON0000I2TS 3 ag
X i
A6 2 an
0

m L1 Wom 0 @

@o®

aw 2 LIS o Bl

EE: BERER
B ARER, FEAEZERconsequence type
& RRER, TFEEREYconsequence type

https://ngdc.cncb.ac.cn/hgd/variants
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ISMFRIFEERE

GEN 127°a), 9MEYD, 1M HE
T 37,
_ EEAETX

! Expression : Cardiovascular system

EnaG o [_J&} -}
ENSGO L1 =)
ENSLE0000001 55 - . -
ENSGIO00011 502 2 a8 a
ENSGR000020 ] [ 15 @
] w
Eil | =

156 RERRER
B EEER, FEAREFREContext
5t EEER, TEHEREZREContext

=40, 398,573E)RE

X

Selected Gene

ENSG000034A143

iEhE

l Homologous Gene Detall Information

§ Expression Detail Information

& I . <. KLl
. b . SN0IS
aER L 1] ] =
™
b ane
o w a e el

https://ngdc.cncb.ac.cn/hgd/expression

S FILAGU ]
PRAMASTITER PRINANITSE
PREAINS2

FRNAL 1T SRINAIIRE)

Expression value Box-plot in Bioproject

HEfEBioProject®iX

E
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Ensembl 197040, 141MBYD, 21MAEEYD, 536,852 ElREE

T
1EEEGOINEE ‘

——— L BB . DNAtemplated Selecnd Gera

- regulation of ttansripSon by RNA nolymerass | [ SN TACOON0Na2 1IN - )

o § Homologous Gene Detall Information

an S04 UO0NANES A A1 DGE ENSOALPQUDNMEES
83 10 ENGLALPI00002MA4 18

§ GO Detall Information

EEHTAGOIRNL 1251 v 91 EER SENE SO SEE NSNS SN SEE SR EER @
EMSGALCONCOYTEN

SN TACIOO00N0a 7 . @y men Wi [ o nen (1]} [ B} [ T3 "
EHEGALGRAN00ITOL

2 3000v4 28] g - L L1J avm L ava L L L L L
EREATACCONINA ’ ESE) ESE SER SsE SEn BN SEE SaE ans " L] LECURELARLLLT A

SENTAGIO0N ALY s @l [T min uaum [ 11 ] 3 anm u unas )

s - 2 =
= - B

g mon ayn ane

EMSCALCONCOONTING

SNGGALGR00IT010

56 ERER ST
B REER, FEAREGO
&t BEEREER, EFEEREGO

https://ngdc.cncb.ac.cn/hgd/go
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I Express'on Gene D Bioproject ID Tissun Average TPM Bar-plot
Q0700616000 PRINAYN230 Shoot 5 185 allo
Q50790616000 PRINA15013 Root 46559 ollo
050790616000 PRINAZ15013 Shoot 42695 ﬂ!
Q0790616000 PRINAGIRSEE Leat 7.3203 olle
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Homologous Protein
Cat

Homologous Gene

Cattle_Cattle_Homolog_protein.txt.gz
Trait Files

Cattle_Chicken_Homolog_protein.txt.gz
Variation

Cat_Dog_Homolog_protein.txt.gz
Gene Ontology

Cat_Rhesus monkey_Homolog_protein txt.gz
Expression

Cat_Potato_Homolog_protein.txt.gz

Cattle_Dog_Homoeleg_protein txt.gz

Cattle_Tropical clawed frog_Homolog_protein txt.gz

Cattle_Rice_Homolog_protein.txt.gz

https://ngdc.cncb.ac.cn/hgd/downloads

Cattle_Soybean_Homolog_protein.txt.gz

Cat_Pig_Homolog_protein txt.gz

Cattle_Rat_Homolog_protein.txt.gz

Cat_Soybean_Homolog_protein.txt.gz

Cattle_Rhesus monkey_Homolog_protein.txt.gz

Cat_Human_Homolog_protein txt.gz

Cattle_Thale cress_Homolog_protein txt.gz

Cat_Mouse_Homolog_protein.txt.gz

Cat_Tropical clawed frog_Homolog_protein.txt.gz

Cat_Brewer's yeast_Homaolog_protein.txt.gz

Cattle_Brewer's yeast_Homolog_protein txt.gz

Cat_Giant panda_Homolog_protein txt gz

Cattle_E. coli_Homolog_protein.ixt.gz

Cattle_Turkey_Homolog_protein.txt.gz

Cat_Grape_Homolog_protein.txt.gz

Cattle_Date palm_Homolog_protein.txt.gz
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Email: genbase@big.ac.cn
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