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SAOXM LD Quality value (QV) OE#E

sra full

sra full sra full — cram

sra, full-scale QVs — sra lite, per read QVs %Z3Z#
Full-scale QVs ZF|ALRWSEE. ZFFTThE5AHEN TS submitted files (BixaNizcIr(IL) (CF7IEXT3

INSDC
DRR1080205.sra.lite
DRR1080206.sra.lite

DRA
illumina_1.fq.gz, illumina_2.fq.gz
pacbio.fq.gz

R TARAVBEDHFIRD full 2B IZ5E1THD, I<IC lite [CBITITBIDUIITIERWV

76



SADWILQ: J17L—33>

sra lite

sra lite cram

AT —HFE TR
sra lite (F=24FFTAID INSDC X2IN—(CZ5—SNTUL\BEIZRSRN
AT —HFRHEEIN TN sra lite £

DRA
SRR999999999 Run metadata — SRR999999999.sra.lite at NCBI SRA

R
* TARVBENFIIRDE sra T7M VeI 35 EHTHD, 9<ICTITL—2aY(CBITIBbITREN
- 7E>JVUERSIE INSDC A>V/\— (DDBJ/ENA/GenBank) T2TH
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Z\DXFIt DDBJ: E#ExOBE &ML

TR ETRIES

DDBJ Fast Annotation and Submission Tool
Dl AS ; | EREOES Submission 774 L3177 EEERL TR AL,

] ) . 2. BEIAVOER BHEI7INETYTO-FT 25 S (E, FHICUME (Parser, transChecken)[ZTIA—-V Y RCDSI4—F v
TR —OBRFTIIETL, IF-ORWIPAEERL RSN, ABTFEREEETBE, 7/7-Y3Y

3. EBEEOAT 271 ),COMMONZEELChold date@EIEINWETT, JTA-LADANTEETIILATEEEA,
Please see FAQ and Sample Result if this is your first visit. 4 EEREDED O DFASTOY 37 DS T 74 LA TYAA TEF T2
| - )
Enter Job ID to access your job result. Q 57T %ﬁj?'ﬂb%ld}f\i‘;?j}—bﬁ‘ﬁT‘y;ﬂ— |‘J;'<5
J7{ WEAsftpy—/\ /submission/ts-ykodama/mass [C 7Y SO-FFHDE
BEITAEETE D P

o massTALIMICEBEIPOHERER, COATVIVEERLTEEL O-f
o JPVEPHAANRENE S, D-FEREENENZECHESIIVET

DFAST job 1Ds

NIV EEHIHTDIDTY . Submitd B(C[F. DFASTICTAYT—4% A FL.. Format Check® L THINVT{ESLL.
EHDjob IDEEFT B EEFAITCE TR

01234567-89ab-cdef-0000-000000000001
01234567-89ab-cdef-0000-000000000002

Retrieve submission files from DFAST

« DFAST E&ET LT )72 14T 514>
« MSS J#—AT DFAST job ID Zi8EIdL. HASNLTY )T—23> -BeHII7AVHEIDIAFN D
- DDBJ OIRZEWT ) LEFKDI0%LL E(E DFAST #FH



FNOXIG: GenBank OV J)7—33> N1 754>

* What type of organism or material was sequenced?

~——

(O Eukaryote ®

@ Prokaryote ®

% What do your sequences contain?
(O small subunit rRNA only (16S rRNA) (example records)

O large subunit rRNA only (23S rRNA) (example records)
() intergenic spacer (16S-23S rRNA IGS) (example records)
O any other feature (coding regions, regulatory regions, etc.)

(O virus@

% What type of organism or material was sequenced?

@ Eukaryote @ (O Virus@

(O Prokaryote @

% What do your sequences contain?
O nuclear ribosomal RNA or rRNA-ITS (example records)

O mitochondrial or chloroplast rRNA (example records)
O mitochondrial COX1 from metazoa only (example records)

% What type of organism or material was sequenced?

(O Prokaryote @ (O Eukaryote @ @ Virus @

% What type of virus did you sequence?
O SARS-CoV-2 (example records)

O Influenza virus (example records)
() Norovirus (example records)

(O Dengue virus (example records)

(O any other feature (coding regions, organelle genomes, regulatory regions, etc.) () any other virus (examples: HIV-1, Rotavirus, Herpesvirus, phage, viroid, etc.)

rRNA

BREEINIZR)Y COX1 EBlnF

RIRDAIVAGT ) (SARS-CoV-2. 1>IINIHRE)
RZEYT )L (PGAP)
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NCBI Eukaryotic Genome Annotation Pipeline (EGAP)

j——[;

RNA-seq inputs protein inputs
>— >

AN /

GenBank T EGAP ZERULEXEYYT ) NETFMEZ TL\D
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Al Z{E->THIS validator zEHEIFFE

= O ddbj / ddbj-validator ~ Q Type 7] to search 5‘_‘ 9/\“ Z )b }bﬂ
Code  Issues Pull requests ~ Agents  Actions Projects Security and quality Insights Settings
. ddbj-validator pubiic £ Editpins ~ W J
¥ main - ¥ 3Branches © 41Tags Q Go to file T Add file ~ <> Code ~
@ komstat and claude deploy: %% .env (2944 L L T main 14T staging/production ... @B  08c46ea- 4daysago (L) 321 Commits
apps Bump versions for release 1.0.1: overall=1.0.1 ddbj=1.0.1 bios... 5 days ago D D BJ 2 2 5
common DRA_R0049 md5 dup content & R0040 h* 538+ LK — b ... 2 weeks ago G EA 1 1 8
deploy deploy: TiEH% env (244 L LT main 12T staging/pro... 4 days ago
tests unify translation/location helpers into utils (drop cross.py du... 2 months ago M eta bo Ba n k 4 3

https://github.com/ddbj/ddbj-validator

Rule ID = Alternate IDs = Level = Min Spec = Autofix/cleanup = Submission = External DB/API = Auth = Message

ANNOO10 FATAL No annotation or sequence files found.

ANNOQO020 FMT0002 FATAL Invalid file pair for '{basename}": {annCount} annotation file(s) and {seqCount} sequence file(s).
ANNO0D35 WARNING auto-cleanup [Auto-cleanup] Line endings will be automatically converted to LF.

ANN0O040  FMTOO04 ERROR Non-ASCII characters detected.

ANNOO50 FMTO00S ERROR Line exceeds 10,000 characters.

AXS0060 JP0O00D9 ERROR Entry count mismatch: annotation ({N1}) and sequence ({#N2}).

AXS0070  JPOO11 ERROR Entry name mismatch: annotation {ENTRY NAME1} and sequence {#ENTRY NAMEZ2}.
SEQO080 JPOD13 ERROR Missing FASTA definition line (>Entry name).

« Al Z{#>T validator ZBErRIFF

- BioProject/BioSample/DRA/DDBJ/GEA/MetaboBank & validator (E%&JL—JL 51550)
- python A—=7>Y-X

o EII-IWANZAFE

- D-way BioSample E#> A7 AT:ERRA

o V)T T7AINEBIN DA DOERIFIVIIAEZD (UME LDESHEEE)




AFIESEFEETI (LLM) [CLBEBEEY MR-

DDBJ: 7/)7—23>,Be5 714
l Local BLAST
ddbj-validator
PEARBY I F TV IHE SR

l O—7)b LLM ([CLBBHIEF T

| mosameins K
|

BB SR — e
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FZETIIS5 ENBIRERIIT —IR-X

S ERBRANFHEDD IKODIC Korsosintomation Center

o * National Genomics Data Center

BADAN RISET
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NGDC/CNCB/CAS KOBIC/KRIBB INNA/BRIN IBDC/DBT
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NGDC/KOBIC IEETx

PRIDB40828

HS and BIN2 (PRJCA007585)

Igentfication of BIN2 and HS co-regulated genes.

Aecession

Scope

Organsm

Pubiicamons

Geants

Submisson

Retated
Resources

PRIDBA082S
Mitsoiate

Asabidopsis [Taxcooeny |0 370,

Exkaryots, Viidiphntae, Streptophyla, Embryophta. Tracheophyts. Spermatophyt
. Pontapetalas rosids. malids, Brassicales. Brasscacssa Camoslinase, Aabidopsis

Ren 1 et af_ "Heat Shock

Accession PRIDBA02S 1D 1456720,

Magnotopsids. eudicotyladses;

Like Kinase

Front Plant 01, 2022,13 838062

« “missi

ing but Reduces

ing
+ “issing" (Geant 1D 32070283, Naoral Nat
+ “missing

and

Registraton date: 26-Apr-2026
Hebei Normal University

+ NGDC BioProject PRICA007885

oy
turai Science Foundation of Chira (NSFC)
of Hebei Province)

PRIDB40828

Qo ! > > Bk > PRIDB4082S
Title HS and BIN2 (PRICAGOTSES)
Name Arabidopsis

Description  Identifcation of BIN2 and HS co-regulsted genes

Ovganism
Publications.
Grants .
32070293 / Ntional Natural Science foundation of Chins (NSFC)
05028 / Science and Techaclogy Department of Hebel Province
14002 / Education Department of Hebsi Province.
Organizations 7
External Links

Project Type  Other

(PRJCA007585 THIRZROIHE

kobic

BioProject
BioSample
KRA

(]

Aecession

e

BioProject ==

Dracrpicn

BioSample =
GSA

e

FRICADISE
W5 wna g

[remp———

Whiio e seprng

e
Menificanon o 1N e S o el enas.
[
sz w

Pubhied  Artcie e

e Sheck. e Accamator ol e
Gycapun Synise Kinssa 3L ko Knasa

PRICAO007585

BioProject

Biological Project Library

ol DG

Frontursin
Sexnes

Year

PRIDB40828

Project: PRJDB40828

Organism:
Arabidopsis

Secondary Study Accession:
DRP018025

Study Title:
HS and BIN2 (PRJCAQ007585)

Center Name:
Hebei Normal University

Study Name:
Arabidopsis

Identification of BIN2 and HS co-regulated genes.
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INSDC J0-/CL&E

ad!
gﬁNSDC’E About INSDC  Global Participation Technical Specifications Publications Announcements Contact Us

Global Participation

To achieve its mission and vision, INSDC is establishing and implementing a plan that incorporates new Members. Diversifying participation through
new membership will advance open science and data sharing and, in turn, drive innovation.

+* expand its membership to include regional collaborators and/or organisations

INSDC aims to: . - . .
representing all continents covering all organisms and all environments

«“* ensure its operation reflects emerging trends in scientific discovery and societal
needs for the benefits that result from sequencing information

«* build equitable systems that enable the global benefit from sequence
information

«* ensure that diverse perspectives of genetic sequence generators and managing
repositories are reflected in its operations

« INSDC 0Ozv23>%#BANAL

« INSDC NIAFCOEMZIRR

« Associate member (BioProject/BioSample/SRA)
« Full member (+ assembled sequences)

MEMBER SHIP STATUS ACTIVITIES AT EACH 5TAGE

PREPARATORY PHASE wpioceveral ysars

o Candidate Member

Has farmally registersd its interest in joining
INSDC.

/

o Prospect Member

Building and demonstrating readiness shead
of an invitation.

EC RECOMMENDATION

\

IC VOTE

DECI 10N MAKING PHASE upio s monine

o Invited Member

Formally invited, and agresing the terms
and plan to join.

Including public commurication

IMPLEMENTATION PHASE uspio 12 monifs

o Associate Member

Collects 3 subset of INSDC dats, scoped by
region, domain or data type.

cediona!

e Full Member

Collects the complete INSDC dataset.

‘When readiness is sufficiently demonstrated, the Exscutive Cornmittes recommends that the prospect be invited to join.

A positive vate means the remaining work is understood and manapeable. not that every gap is already closed.

v Signing of Membership Arrangement

® [nitial expression of interest

w» Establishment of brokering
® Self assessment of maturity

C

» Review of maturity assessment by INSDC EC

® Receipt of invitation from INSDC EC fo join

» Commitment o join from prospect member

» Megotiston & agresment of implemantation imelines

# Immediste participation in IC & EC meetings
# Switch over of accessioning & deprecation of brokering
# Dats mimoring of in scope data sats

# Self assessment & discussion of maturity following onboarding
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INSDC Minimal Specifications

INSDC N7/ NEHZTEER

INSDC]E About INSDC  Global Participation Technical Specifications  Publications Announcements Contact Us ° PrOJeCt

The INSDC minimal specifications define the core technical and data requirements that all INSDC databases must meet to ensure consistent, interoperable, and reliable sharing
of nucleotide sequence data. They were formalised by the INSDC Implementation Committee in 2025, with the objective of recanciling historical standards and validation

practices with modern data generation and use. Variations in how specifications had been implemented across member databases highlighted the need to clearly articulate a ° Assem b Iy
3 Cat N A tati bers and the broader goals of the INSDC Global Participation
Il a egory ame: Annotation ications are intended to be living documents that will evolve over

« Sample
« Analysis
« Experiment

« Raw Reads

« Annotations

i ce data community. d Sequence

A Definition

“ Description and location of the biological features in the cited sequence. [
Minimum validation requirements INSDC Availability
Shared
a. Syntactic validation
i. Must conform to the INSDC GFF3 specification or INSDC feature table, as Data Format(s)

appropriate for the data type (e.g., GFF3 for genome annotation on sequences in
scope for an assembly object and assigned a GCA accession)

b. Annotation content validation
i. Features and qualifiers must be limited by definitions and standards in the
INSDC Feature Table.
ii. Exceptions to feature validation rules exist for specific conditions, and are Tools
indicated with * below with further details described in table 2e
iii. Feature location:
1. Location descriptors (start/end) and strand must be provided for all
features.
2. Feature spans must be within the sequence length*.

GFF3 following INSDC syntactical specification, for agreed data types (e.g. genomes)
Feature table following INSDC syntactical specification.

o syntactic GFF3 validation:
http://www.sequenceontology.org/software/GAL.html - Perl (unsupported)
http://genometoals.org/cgi-bin/gff3validator.cgi
https://github.com/NAL-i5K/GFF3toolkit - Python
and the command line version: gt gff3validator which provides functionally to specify the
allowable sequence ontology terms and to validate desired cross reference identifier
formats.

e table2asn can read GFF3

« Package-Checklist

« Compressed Reads
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FYIZARIERA T E S

A B S C H ACCESS AND BENEFIT-SHARING CLEARING-HOUSE
HOME ABOUT  SEARCH-  SUBMIT -

OUNTRY PROFILES HELP~  FORUMS

The Access and Benefit-sharing Clearing-House (ABSCH) is a platform for exchanging information on access and benefit-
sharing and is a key tool to facilitate the implementation of the Nagoya Protocol. Learn more

@ EXPLORETHEMAP ¥ Q GETSTARTED ¥ B RECENT RECORDS ¥

Announcements

=
Video: Submitting the
fll"St national report on the

INSDC D& ECHIBIRZBRICEBLTVST —IR-IH
wE1ER: ABS (Access and Benefit-Sharing,

NAGOYA PROTOCOL

Biopiracy 2.0: Will the proposed
multilateral benefit sharing
mechanism legitimise another
great gene plunder?

Without strong safeguards, the multilateral mechanism for digital

sequence information could deepen the divide between developing and
developed countries

Ramakrishnan, N. (2024) Down To Earth, 18 Oct 2024.
https://www.downtoearth.org.in/wildlife-biodiversity/biopiracy-20-will-the-propose
multilateral-benefit-sharing-mechanism-legitimise-another-great-gene-plunder

BAREIRAD7 I ALFITRBLT) OIBFICROYTVBRDTERLIN ?
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INSDC OXFi@: Y> TRt EERERH OwizB1 L

2023458 BioSample TH>YJILEEEUE (geo_loc_name) ¢#REXH (collection_date) #wZEAL
202447 DDBJ] [CBLWTHZAEIL

2023580 BioSample TOw/E{LRI#
BI1EERT: $970% OHY>TILT geo_loc_name & collection_date hEg&Esn Lz
1R 90% U LY T TEREHEINDLI(CRD., FTTEENE L
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DDBJ] OXu@: BEFIVIMNYIADRE

Article  Open access Published: 24 June 2026
How can biological databases support the new UN

mechanism for benefit-sharing from digital sequence
information?

Débora S. Raposo, Davide Faggionato, Barbara Ebert, Pablo Orozco, Guy Cochrane, Yiming_Bao, Masanori

Arita, Melania Murioz-Garcia, Jens Freitag, Tim Hirsch, Charles E. Cook, Rutger Vos, Lorenz Reimer,

Sujeevan Rathasingham, Mathieu Rouard, Sarah Brinkley, Matthias Lange, Uwe Scholz, Stephan Weise,

Bjérn Usadel, Robert D. Finn, Chan-Ho Park, Aylin S. Haas, David Castle, Colman O’Cathail & Amber H.

Scholz®&  — Show fewer authors

Scientific Data 13, Article number: 971 (2026) | Cite this article

FIRARR (EMZARIE® ABS 220) (LN IBRBFIVINYIRZEHR I AT LIGRE (20265F7H)

| SUBMITTER || GENERAL INFO | |[SAMPLE PACKAGE| | ATTRIBUTES U OVERVIEW

SUBMITTER

Submitter 1
First name
Last name

Email

Submitter 2
First name
Last name

Email

Organization

GENERAL INFO

Data Release
Data Release

External Links 1

URL

Comments

SAMFPLE PACKAGE
Core Package
MIxS Sample
MIxS Sample

ATTRIBUTES

Attributes
TSV file

of genetic resources.

Read more:

Submitting organization

Submitting organization URL

Link description

Mishima
Hanako
test09@nig.ac.jp

Ichiro
Fuji

test10@nig.ac.jp

Mational Institute of Genetics

Hold

Private comments to DDBJ staff

MIxS compliant
Eukaryotic Genomic Sequences (MIGS)
Ma environmental package

S5UB048035.txt

« BSI Terms of Use: https://www.ddbj.nig.ac.jp/policies-a.html
« Applicable national and international laws and rules on access and benefit-sharing:
https://www.ddbj.nig.ac.jp/fag/en/abs-data-sharing-2.html

L

I confirm that, to the best of my knowledge, the data submitted here are not subject to any restrictions
that would prevent their open sharing through the databases operated by the BicData Science Initiative
(BSI). I have also reviewed and agreed to the BSI Terms of Use, including the provisions on the rights and
duties of submitters, the handling of human-derived research data, and the access and benefit-sharing (ABS)
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DDBJ] OXJi®): RV VREDSZIE

5511[5] D-STEP & with Japan-Cambodia Workshop
2025/12/16 (HEE
£11[5] D-STEP &= with Japan-Cambodia Workshop

5544[5] DDBJing EE & with EILAF
2025/09/29 ( #EBE
#44[6] DDBJing 4E & with BILAZF

£510[3] D-STEP ;8 E £ with Japan-the Philippines Workshop
2025/01/22 ( BBE
£10[E] D-STEP & < with Japan-the Philippines Workshop

%43[5] DDBJing EE & with BEHERKXF
2024/06/24 (HEs
$43[E] DDBJing 4B = with BHAERIAF

259[5] D-STEP 38X £ with Japan-Malaysia Workshop
2024/02/19 (HEE
£9[6] D-STEP & = with Japan-Malaysia Workshop

D-STEP (&% & with Japan-Thailand Workshop
2023/01/19 (a2
#8[E] D-STEP 4 & with Japan-Thailand Workshop

EERNLHRE D (FEFEENEOEE TS 7ME
INSDC @A AL TANTAIDZA0T —IR-ZA B EF TR 2 1%



INSDC (FFRICIEAT—IN

. 18 KIZT—4 vs LB (AD)
o AN\=2wTDHLK

- EFIEEWLHSNET




	スライド 1
	スライド 2
	スライド 3
	スライド 4
	スライド 5
	スライド 6
	スライド 7
	スライド 8
	スライド 9
	スライド 10
	スライド 11
	スライド 12
	スライド 13
	スライド 14
	スライド 15
	スライド 16
	スライド 17
	スライド 18
	スライド 19
	スライド 20
	スライド 21
	スライド 22
	スライド 23
	スライド 24
	スライド 25
	スライド 26
	スライド 27
	スライド 28
	スライド 29
	スライド 30
	スライド 31
	スライド 32
	スライド 33
	スライド 34
	スライド 35
	スライド 36
	スライド 37
	スライド 38
	スライド 39
	スライド 40
	スライド 41
	スライド 42
	スライド 43
	スライド 44
	スライド 45
	スライド 46
	スライド 47
	スライド 48
	スライド 49
	スライド 50
	スライド 51
	スライド 52
	スライド 53
	スライド 54
	スライド 55
	スライド 56
	スライド 57
	スライド 58
	スライド 59
	スライド 60
	スライド 61
	スライド 62
	スライド 63
	スライド 64
	スライド 65
	スライド 66
	スライド 67
	スライド 68
	スライド 69
	スライド 70
	スライド 71
	スライド 72
	スライド 73
	スライド 74
	スライド 75
	スライド 76
	スライド 77
	スライド 78
	スライド 79
	スライド 80
	スライド 81
	スライド 82
	スライド 83
	スライド 84
	スライド 85
	スライド 86
	スライド 87
	スライド 88
	スライド 89
	スライド 90
	スライド 91
	スライド 92
	スライド 93
	スライド 94
	スライド 95
	スライド 96

