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. History of Annotation Jamborees
Nucleotide Sequence Data DDBJ Annotators Participated/Coorganized

INSDC (D DBJ/EMBL-Bank/GenBan k) FANTOM: Mouse cDNA 2000 || DDBJ annotators sometimes

FANTOM2: Mouse cDNA 2002 collaborate with large scale

- - H-1nvi: Human cDNA 2002 - -
SAKURA MSS (Mass Submission System) oAl Hunen oW 2002 apnotation projects.
. L _ - Large number of sequences (e.g. EST data) H-1nv2: Human cDNA 2003 H-Invitational gnd H-Invitational 2
Interactive application for nucleotide sequence - Complex submission with many features E_col/i annotation workshop 2003 || were coorganized by JBIRC and

submission to enter all of items required for - Long sequences (e.g. genome) RAP1: Rice genome and cDNA 2004 || DDBJ.

T _hv- ' £ co/7/ annotation workshop |1 2005
submission on a step-by-step basis - Data for WGS, MGA etc. RAP2- Rice venoms and CDEA 00
http://sakura.ddbj.nig.ac.ip/top-e.html

Theileria genome annotation 2007-2008
(¢ pDBJ

DMA Data Bank of Japan
Usage note of
SAKURA

http://www.ddbj.nig.ac.jp/sub/mss_flow-e.html
UPDATE:2009/3/18 @ The Flowchart of M55

Submitter DDBJ

1. Application HIEPI!:" To ask test submission

Input Flow s URE is a nucleotide sequence data submission svstem through the WHW i -
server at DDBJ. 2. Test submission NUCIeOtIde NUI I lber COIIeCted by INSDC
Submission of SHEURE has been open to public and continuously refined since T1985. Prepare samp le data

3. Annotat ion for test submiszsion 1986 ~ 2005 100 Gbp over

Yalmte data format

aultiple Using this sy¥stem, vou can interactively enter and submit nucleotide and | fmwtation File -
entries translated amino acid sequences, functions and features of the sequences, A rab-delirmited rest X 2 O n Iy I n 3 years I
and references as well as vour name, affiliation and address. — file Suggestions on corrections and 1986 ~o 2008 200 Gbp Over )
Updates:after T (Fasta fo , anmwtat ion
. R k b ek
getting your [in Japanese] st Tt e In May 2008, the total number of bases { DA and RMNA Y collected and distributed by INSD CInternational Nucleatide Sequence
accession Databaze: DOBJ/EMEL/GenBank ) has reached 200 G bases @200,000,000,000 bazes; the 'letters’ of the genetic coded It took anly
number Language Im 4. Submission three years from when we had reached 100G bases on August 2005,
Prepare all data b. Annotat ion for submission : L _ . .
DDBJ Yector o ) ) INSD haz expanded itz specifications to accept data submissions from large scale sequencing projects. For example, we have started
Screening Bezinning registration Start | fnnotation File accepting the sequence data from EST (Expressed Sequence Taes) projects into EST divizion since 1993, On 2002, to accept

—F  [rab-delimited text) submizsions of the draft eenome and the meta-eenome zequences, we have created the new catesory for WGS Mhole Genome

Svsten

Reopen unfinished rezistration Rssumel £ A  on her Shoteunl data.

izzue/mot i ce The left figure shows the relationship of the ratios of three categories. The right figure shows the numbers of bazes.

|| Sequance Fila

Example of

\ . —F1 [Fasta Forrnat bext)
submission

Start from template 5tartfr-:umTempIate|

7. Data release or withhold {Ghp! O 200548 W 200845
120

TP4 (Third Party dnnotation) Submissions ---» Submission cospleted

. . o . Rapidly Increasin
DDBJ is a member of INSDC. While many biological databases are constructed on data derived from - . el 9

the primary literature, most of sequence data submitted to INSDC are directly submitted from general . WGS Submissions!
researchers as a prerequisite to publication (required by most journals). s (| o

0% 20% 40% 60X a0x 100% O Other 00—

In direct submissions from general biologists there are many errors not only formative or careless T
mistakes but also scientific or logical misunderstandings. So, to find them manual curation is one of the htto://www.ddbi nia.ac.in/whatsnew/2008/080606-e. himl
most important jobs for DDBJ. In principle, DDBJ annotators review all sequence data submitted to | -
DDBJ to suggest error corrections for submitters.
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getentry

Data retrieval by accession numbers, etc.
http://getentry.ddbj.nig.ac.jp/top-e.html

Gene Expression Data Raw Read Data
CIBEX Trace/Short Read Archives

Center for Information Biology gene EXpression database Trace Archive (TA) and o _( il [
- Public repository for microarray data Short Read Archive (SRA) R o L GEAENTY e - P

m Japanese Page
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- . . . I I I I Select an appropriate database and an oplion to get results, then er NEW [In ot o Fo our Cruestion/Re 1o the Submitter of the DDBI Entry]  Notice, ) Accept onty DDB] (INEDC) date
- Curated resource for data browsing and download http://www.ddbj.nig.ac.jp/sub/trace_sra-e.html
== £ JL =L - — z Addttional Information
ID : | Accession Number v [APOD9384 |[_sEARcH [ cLEAR |
. . . . . Three options are supported for obtaining results DNADATABASE : () DDBI/ GenBark / EMEL ontput format : | Flat fle [DDBJ) 3
htt . / / CI b ex.n | ac . | Submission to Trace/Short Read Archive (0 T soocests o e bromans Protein DATABASE : O ThaProt O FDE O DAD O B5E O Datent oufput format: defeut v
. . . . (2) "E-mail": input your e-mail address; and Result: -WVWV ¥ | F-mail Address :| ‘
TG C TGCCT -:Jn' ©7Ce L.:.':L. Tk GAGG AT iGL e - ':;L. CTATT € B GC GC T F’J YA - (3) "ftp-site": download results by clicking on the link of fip-anon
o TR a ] o e : . h = i otice - [Caution] Revision of at file format: Deletion of E-mail addtess, phone numbers(Aug 2
enter for nformation iology gene pression database ‘\'a f% Tp to 10 accession numbers (sepaf@88foy spaces o commas of ¢
S . _ e N | £ same time for option:
Top Search Experiment List Array List Submission Contact 'f’j; ff(‘ 4 WO l I I d B e S h O rt Read S ot the (3) Bp-opfion y o deratetbits o=
CIBEX is a public database for microarray data, which is aimed at ET- ) e o Y E=T- ) . ; si °O w enaes es; ch oy oeu eer . 5/ (.
storing MIAME-compliant data in accordance with MGED Society 5 [ () j ariN eic) can ROCUS  APOD93BS 5369772 bp  DNA  circular BCT 06 -J-2008
recommendations. [T ] ﬁ ? VEF INT Azorhizobium caulinodans ORS 571 DNA, cowplete genome.
IR E W Sl NS el e s s L ol o e namam ATl L BccEssmon nronossa
Reference “ | B E A Aa & | | VERSION  APON9384 1
. N ||,¢&DDpBY , T
Experiment Show summary list of all experiments ar i A 3 f I II' [ a | HOURCE Lzorhizebiuw caulinodans ORS 571
A g ; arrays in CIBEX. MGED society Wl q' L_I:{ ‘l.ll i L ' ' Dh{ ‘“ﬁ.l'r]"““ ORGANISH Azorhizohium caulinodans ORS 571
ccession 5 : MGED home Jl' f o v =
) E)'(penrnent LIS‘ MIAME L "all \"LJA Xanthobacteraceae; Lzorhizobi
Title Array List MAGE VEFERENCE 1 (bases 1 to 5369772
Authors ) y 0 Trace Archive L | [ A A
Mlcroarray Databases , , JOURMAL Submitted (19-APR-2007) to the DDBJ/EMEL/GenBank databases
advance d searc h Go| Statistics
) ArrayEXpress ) R ) ) ) Contact:Hiroshi Oyaizu
Experiments . 31 GEO Trace Archive is arepository for sinegle-pass DNA sequence reads and associated chromatograms (traces! University of Tokya, Biotechnology Research Center; Tayoi 1-1-1
Array - . - and quality values from warious large-scale sequencing projects.
L. . 7 ays . Oter Databases DDBJ accepts and releases trace data in collaboration with NGEI Trace Archive and EBI Ensembl Trace
Hybridizations ;1077 DD e Server.
Model MName m ; ;
e releaze trace data submitted to DDBJ at FTP site.
Provider ]7 iast updated 20080676 Submission
advance d searc h GO mcoruoa\':far;t Lgtiu‘iﬂtag:irs't i To submit trace data to our repositary, please contact trace@ddbj nizac.jp
2 ad o 2 - Ll
N— Cubimiseian ste o antact us o ¢ 3 DDB. Trace Archive is supported by hteerated Datohase Project, AI I -roun d Ret riev al Of Seq uence an d An N Otatl on
« YWe have published the submission site and the data forming tool. - Support
Flease use them to submit your microarray data. Th . “h_ RS D Short Read Arch (SRA)
Note: SLELG rt Rea rchive . 1 1 1
< Ifthe warning dialog about the certificate authority appeared, please F' blpp orted ?é o f RAdf P htt _//arsa_d d b . n I _aC . /t O _e_ ht l I lI
accept our site certification. Fesulis t f JSF'S nd ST BIRD
o If you hawe any guestions and troubles, please contact us at cibex o ' SRA iz a repository for raw reads data generated by next-generation sequencing methodologies such as
4584, Solexa and SCLID. DDEJ accepts raw reads data in collaboration with NG BI Short Fead Archive and
Copyright{c) 2004-2003 DDBEJ All Right reserved. European Mucleotide frchive - Feads at EEL
If you have any trouble or gquestion, please contact us at cibex@ddbj.nig.ac.jp
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l, :gg'; 2: e 888 ifar:ﬁl;ngmﬂu':;sasug:ipuu,:: pu. citri str. 306, section 266 of 469 10,774
h // . b . . Metabolic Pathways
tt . I en eS nl aC ? Hh [ AED11951 ifar:ﬁl;ngmﬂu':;irug:ipuu'::pv citristr. 306, section 329 of 469 9,943
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DDB] : DNA Data Bank of Japan
= How to Use
How to Use ; ;
¢ DDB benome Infarmat ion Broker DDBJ (DNA Data Bank of Japan) is one of three summit
| GIB (http //g b. =L nis. a(_:.J'D/) iz the comprehensive data repository of [ and n dﬂtahanka that Eﬂnﬂtru-ﬂt mm&&nﬂﬂnk |ﬂtEI'—

Comprehensive RIS N R

GTPS Comparative Genomes

datarepository of |7 | e e

~ GTPS Top Paze List by : Name
Re-annotation af

national Mucleotide Sequence Database, through close
col laboration with EBI in Europe and NCBI in USA.
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WABI (web API for Biology)

Com plete m iCI’ObiaI nicrobial senones b7 | pisplay levels: kingdom << --- > strain p Mazs Submizzion Hot Topics b More
- rchaea; Crenarchaeota ] Data LIEIjEltE-'E ' b . .
genomes in the el | P R ) 7 ey b Mar 24, 2008 DDBJ Rel 77 Gompleted We Appl Ication Program Interface

3s of 07-Apr-2003 lgnicocous hospitalis KIN&s! Hatallosphaers sedula DSH 5348
Archaea 58 Nitrosapumi (vs maritimns SCHT Pyrabacyfum sarophi lvm str. 182

\nhearcn—‘ F Mar 19, 2009 Felease of new tomato full leneth cOMNA (HTC) data 10,959 entries and EST data

http://www.xml.nig.ac.]|

. .
b I d m n Bacteria 308 Pyrobaculum arsenaticwy DSE 13514 Pyrobaculum calidifortis JOF 778548 r
p u I C O a_l Eukaryota 8~ Purobsculum istandicun 05K 4184 Staphylothernus marinus F1 » ectentr 2716 entries
Total 868 Suifoiobus acidocaigarivs DSE 639 Suffotobus soifataricus P2 *
Sulfotobus tokodsii str. 7 Fhermofifun pendens Hrk &

b Mar 1, 2009 Felease of new human GAGE MGA 7 824 360 entries MEW
F 2009 DAD Bel. 46.0 Feleased

Fharmoproteiss meustrophi fus V248ta

eeeeee

24 Web APl for Biology (WABI)

-expansion of "KAL Central of DD B

Archaea; Eurvarchaeota

k [:tt ,-’St pf.lp

~ DOWNLOAD Archaeogiobus fulgigus DSK 4304 Candidatus Methanoregula boonei 8AF
Addition Candigatus Mathanosphaeriia palustris £1-%c  Haloarcula mar i ATCC 43049 REST m Yorkf low CookBook Iseq eeeee blazt zearch | >rmore
and updates of Halobacterium salinarun R1 Halobactarium sp. NRC-T M
eeeeeee Haloquadratum walsbyi DSK 16790 Halarubri i' wsprofimd ATCC 49239 - H - h are 3 N .
far tpariEETeR Wethanobrevibacter smithii ATCC 35057 Wethanocaldacoscus jannaschi| DS 2667 p PEI-ELAST i Maintenanc T 2 that’s new . ]
aaaaaaa tive Hathanococcorides burtonii 5§ 6242 ﬂerﬁsnocaccus seo.d‘fct.rs Msnksf—.’:’ - Feb 13 2009 Ner workflow{frequency analysis) vas added. . &
| - . . . Jan 29 2009 New workflow was added.
Senonics i thaiocaccis marina ludis i e tha0coccs maripaludis CF FF"STH .
1028 v Mar. 19, 2003 Mirror TN vitational DB temporary down Jan 16 2008 The trouble of GetEntry::getFASTA DDBJCONEntry method
SSEP‘F{GH ) was modified. Please click here for more details. Web services in the world
v Feb 26, 2009 fpology for the Oyt format error in getentry Dec 26 2008 SRS service was terminated. .
_ Dec 01 2008 Keyword search was added.
’u Phylogenetics v Dec. 26, 2003 SRSiSequence Fetrieval S gm) service terminated Nov 19 2008 New workflow vas added.
Moy 11 2008 New contents “CookBook™ was opened. REST and SOAP
tutorial page was updated.
b Clustaly |
- —_A
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HSequence Data Submission FTF gh API

Gene Trek in Prokaryote Space
http://gtps.ddbj.nig.ac.jp

Gene Trek in Prokaryote Space
(GTPS)

:;}Bioinforlalics wveb service
We publish the REST and the SOAP interface that can be used from sewveral
program lanzuages for ng standardization in bicinformatics and the
improvement of the t roperability of the b | ogical information resource
There are 21 services and 129 methods in Web API for Biolozy.

1;>Avai lable services

| Data retrieve and keyword search
Service name Overview
DDBJ Retrieve DDBJ entry

Ge » Analwsis
I"M J Submit my sequences & FTP ( f#tp.ddbpMwmac.ip }

OrieNation for the data submission Download data files

.................

iz Updat™ my entries 5= Web API

_m___ Contact us /Japancse = Guidance for€Nhe update of the entry Frogrammatic interfaces of DDBJ Web services Daiabase search and anivy relrisve by acosssion umber asainst DDEJ and
>rmore - EetEntry other biological molecular database.
Rean n Otat ed - Kewword search system againzt over 20 life sciences databases developed by
What's New ARSA DDBJ

GTPS was updated on Mar 25, 2009.

GI B data by The page which explaings the procedure of analvsis was also opered to the public.

What is GTPS?

GTFS iz acronwm of Gene Trel in Prokarvote Seace. GIFS iz a databasze which s re-amnotated asainst

Categ Orl Zed all genome determined prokarvote organisms by doing various analvses. See more detailed information

Sequence search and analysis

’ 3 Protein Analysis

pEMD

J DNA Data BanRNgf Japan (DDB.J)

Service name Overview
Finds regions of similarity between biological sequences developed by NCBI
Multiple sequence alizrment program for DN& or proteins developed by EBI

Finds regions of local similarity between Protein or DNA sequences

Center for hformation Biology and DMA Data
Bank of Japan (CIB-DDEJ O

Fasta

Browse genomes (List of microbe genomes) . . v Links ¥ Mational lstitute of Genetics (NIG) O developed by Yirzinia University.
g rade lbzre are B0 prokarvote genomes in GTPS database. The followings are examples of organiszms. » SOKENDAL O n A I T T I R T
L SRP » Department of Geneties O
+ Aeropyrum wornix K1 , Pesearch Organization of Iformation and
. . ovet m
e T b e it T Homolo gy Search
forﬁliﬁigi 8.5, 7.x for Windows e this site. International Muclectide Sequence Databaze Collaboration Y&
it i) B FASTA | BLAST|PSI-BLAST | SSEARCH
CDEJ exchanges data via the SIMETS computer natwork htt D //WWde b_! n | g aC J DlsearCh/tOD'eht ml
H'an DB (mlrrOrIﬂg) DDBJ @/I/GEM@ME NETWORK
PLATFORM
. DMA Data Bank of Japan bt/ igemomeanetwork.nig.ec. o
Database Of fUII-Iength CDNAS aSSIQned DDELJ banner images Ge e Metwork Platform O HMMPFAM
functlonal annotation as a result Of Site Map A motif search program against Pfam on the
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basis of Hidden Markov Model (HMM)

Copyrieh tE0MNE Crata Banlk of Japan. All Rights Reserwad,

H-Invitational

http://hinvdb.ddbj.nig.ac.jp/ahg-db/index.jsp http://nmmpfam.ddbj.nig.ac.jp/top-e.html
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TXSearch

Retrieval of unified taxonomy database
http://txsearch.ddbj.nig.ac.jp/top-e.ntml

ClustalWw

Multiple alignment
http://clustalw.ddbj.nig.ac.jp/top-e.html

GTOP

Genome to protein structure and function
http://spock.genes.nig.ac.jp/~genome/gtop.html

Protein Mutant Database
http://pmd.ddbj.nig.ac.jp/~pmd/pmd.html
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